Citation Report



11

13

15

18

ARTICLE IF CITATIONS

Use of homologous and heterologous gene expression profiling tools to characterize transcription
dynamics during apple fruit maturation and ripening. BMC Plant Biology, 2010, 10, 229.

1.6 79

Gene set enrichment; a problem of pathways. Briefings in Functional Genomics, 2010, 9, 385-390.

Statistical Issues in the Analysis of ChIP-Seq and RNA-Seq Data. Genes, 2010, 1, 317-334. 1.0 17

From RNA-seq reads to differential expression results. Genome Biology, 2010, 11, 220.

Cella€type specific analysis of translating RNAs in developing flowers reveals new levels of control.

Molecular Systems Biology, 2010, 6, 419. 3.2 155

Differential expression in RNA-seq: A matter of depth. Genome Research, 2011, 21, 2213-2223.

Bioaccumulation and Effects of CdTe/CdS Quantum Dots on <i>Chlamydomonas reinhardtii</i> &€*

Nanoparticles or the Free lons?. Environmental Science &amp; Technology, 2011, 45, 7664-7669. 46 11

On Differential Gene expression Using RNA-Seq Data. Cancer Informatics, 2011, 10, CIN.S7473.

Control of Embryonic Stem Cell Lineage Commitment by Core Promoter Factor, TAF3. Cell, 2011, 146, 1
720-731. 3.5 155

GC-Content Normalization for RNA-Seq Data. BMC Bioinformatics, 2011, 12, 480.

Short reads and nonmodel species: exploring the complexities of next&€generation sequence assembly

and SNP discovery in the absence of a reference genome. Molecular Ecology Resources, 2011, 11, 93-108. 2.2 67

RNA-Seq for Plant Pathogenic Bacteria. Genes, 2011, 2, 689-705.

Next generation quantitative genetics in plants. Frontiers in Plant Science, 2011, 2, 77. 17 1

Massive-Scale RNA-Seq Analysis of Non Ribosomal Transcriptome in Human Trisomy 21. PLoS ONE, 2011,
6,e18493.

Differential Gene Expression in the Siphonophore Nanomia bijuga (Cnidaria) Assessed with Multiple 11 43
Next-Generation Sequencing Workflows. PLoS ONE, 2011, 6, e22953. )

Responses of the pea aphid transcriptome to infection by facultative symbionts. Insect Molecular
Biology, 2011, 20, 357-365.

RNA sequencing: advances, challenges and opportunities. Nature Reviews Genetics, 2011, 12, 87-98. 7.7 1,770

Transcriptomic analysis of avian digits reveals conserved and derived digit identities in birds. Nature,

2011, 477, 583-586.




21

23

25

27

29

31

33

35

37

CITATION REPORT

ARTICLE IF CITATIONS

Singled€molecule direct RNA sequencing without cDNA synthesis. Wiley Interdisciplinary Reviews RNA,

2011, 2, 565-570. 3.2 47

RNA-Seq of the xylose—fermentinﬁ yeast Scheffersomyces stipitis cultivated in glucose or xylose.

Applied Microbiology and Biotechnology, 2011, 92, 1237-1249.

Statistical methods on detecting differentially expressed genes for RNA-seq data. BMC Systems

Biology, 2011, 5, S1. 3.0 49

Functional annotation of the transcriptome of Sorghum bicolor in response to osmotic stress and
abscisic acid. BMC Genomics, 2011, 12, 514.

Functional genomics of the brain: uncovering networks in the CNS using a systems approach. Wiley

Interdisciplinary Reviews: Systems Biology and Medicine, 2011, 3, 628-648. 66 1

Comprehensive identification and quantification of microbial transcriptomes by genome-wide
unbiased methods. Current Opinion in Biotechnology, 2011, 22, 32-41.

A comparison of analog and Next-Generation transcriptomic tools for mammalian studies. Briefings in

Functional Genomics, 2011, 10, 135-150. 1.3 59

Analysis of Escherichia coli RNase E and RNase Il activity in vivo using tiling microarrays. Nucleic
Acids Research, 2011, 39, 3188-3203.

Characterizing the Impact of Smoking and Lung Cancer on the Airway Transcriptome Using RNA-Seq.

Cancer Prevention Research, 2011, 4, 803-817. 0.7 144

A Deep Sequencing Approach to Comparatively Analyze the Transcriptome of Lifecycle Stages of the
Filarial Worm, Brugia malayi. PLoS Neglected Tropical Diseases, 2011, 5, e1409.

RNA-Seq analysis in MeV. Bioinformatics, 2011, 27, 3209-3210. 1.8 461

Length bias correction for RNA-seq data in gene set analyses. Bioinformatics, 2011, 27, 662-669.

Pathway Analysis of Expression Data: Deciphering Functional Building Blocks of Complex Diseases.

PLoS Computational Biology, 2011, 7, 1002053, L5 101

A Comparison of Brain Gene Expression Levels in Domesticated and Wild Animals. PLoS Genetics, 2012,
8,e1002962.

Gene expression changes governing extreme dehydration tolerance in an Antarctic insect.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 3.3 118
20744-20749.

A comparative transcriptomic study of an allotetraploid and its diploid progenitors illustrates the
unique advantages and challenges of RNA&€seq in plant species. American Journal of Botany, 2012, 99,
383-396.

Temperature during embryonic development has persistent effects on thermal acclimation capacity in
zebrafish. Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 3.3 263
14247-14252.

Microtubules Underlie Dysfunction in Duchenne Muscular Dystrophy. Science Signaling, 2012, 5, ra56.




39

41

43

45

47

49

51

53

55

CITATION REPORT

ARTICLE IF CITATIONS

Minireview: Applications of Next-Generation Sequencing on Studies of Nuclear Receptor Regulation

and Function. Molecular Endocrinology, 2012, 26, 1651-1659. 3.7 o

Differential expression analysis of multifactor RNA-Seq experiments with respect to biological

variation. Nucleic Acids Research, 2012, 40, 4288-4297.

SKIP Is a Component of the Spliceosome Linking Alternative Splicing and the Circadian Clock in

<i>Arabidopsis«/i>. Plant Cell, 2012, 24, 3278-3295. 3.1 198

A bias-reducing pathway enrichment analysis of genome-wide association data confirmed association
of the MHC region with schizophrenia. Journal of Medical Genetics, 2012, 49, 96-103.

Next-generation sequencing technologies for gene expression profiling in plants. Briefings in 13 135
Functional Genomics, 2012, 11, 63-70. :

GFOLD: a generalized fold change for ranking differentially expressed genes from RNA-seq data.
Bioinformatics, 2012, 28, 2782-2788.

SF3B1 haploinsufficiency leads to formation of ring sideroblasts in myelodysplastic syndromes. 0.6 173
Blood, 2012, 120, 3173-3186. ’

RNA-Seq analysis uncovers transcriptomic variations between morphologically similar in vivo- and in
vitro-derived bovine blastocysts. BMC Genomics, 2012, 13, 118.

RNA-seq analysis of differential gene expression in liver from lactating dairy cows divergent in

negative energy balance. BMC Genomics, 2012, 13, 193. 12 o8

Transcriptomic analysis of the stress response to weaning at housing in bovine leukocytes using
RNA-seq technology. BMC Genomics, 2012, 13, 250.

Beyond differential expression: the quest for causal mutations and effector molecules. BMC

Genomics, 2012, 13, 356. 1.2 o3

Global endometrial transcriptomic profiling: transient immune activation precedes tissue
proliferation and repair in healthy beef cows. BMC Genomics, 2012, 13, 489.

Using Genomic Tools to Study Regulatory Evolution. Methods in Molecular Biology, 2012, 856, 335-361. 0.4 6

Transdifferentiation of MALME-3M and MCF-7 Cells toward Adipocyte-like Cells is Dependent on
Clathrin-mediated Endocytosis. SpringerPlus, 2012, 1, 44.

Characterization and Comparison of the Leukocyte Transcriptomes of Three Cattle Breeds. PLoS ONE,

2012, 7, e30244. 11 33

Transcriptome Characterization by RNA-seq Unravels the Mechanisms of Butyrate-Induced Epigenomic
Regulation in Bovine Cells. PLoS ONE, 2012, 7, e36940.

Avian Resistance to Campylobacter jejuni Colonization Is Associated with an Intestinal Inmunogene

Expression Signature Identified by mRNA Sequencing. PLoS ONE, 2012, 7, e40409. 11 46

Length Bias Correction in Gene Ontology Enrichment Analysis Using Logistic Regression. PLoS ONE,

2012, 7,e46128.




57

59

61

63

65

67

69

71

73

CITATION REPORT

ARTICLE IF CITATIONS

Comparative Transcngtome Profiling of the Early Response to Magnaporthe oryzae in Durable 11 149
Resistant vs Susceptible Rice (Oryza sativa L.) Genotypes. PLoS ONE, 2012, 7, e51609. ’

A Critical Assessment of Storytelling: Gene Ontology Categories and the Importance of Validating

Genomic Scans. Molecular Biology and Evolution, 2012, 29, 3237-3248.

Differential Expression for RNA Sequencing (RNA-Seq) Data: Mapping, Summarization, Statistical
Analysis, and Experimental Design. , 2012, , 169-190.

Whole Transcngtome Analysis of the Coral <i>Acropora millepora</i> Reveals Complex Responses to
CO<sub>2</[sub>a€driven Acidification during the Initiation of Calcification. Molecular Ecology, 2012,
21, 2440-2454.

Polysome profiling shows extensive posttranscriptional regulation during human adipocyte stem cell

differentiation into adipocytes. Stem Cell Research, 2013, 11, 902-912. 0.3 46

Induction of DREB2A pathway with repression of E2F, jasmonic acid biosynthetic and photosynthesis
pathways in cold acclimation-specific freeze-resistant wheat crown. Functional and Integrative
Genomics, 2013, 13, 57-65.

GSVA: gene set variation analysis for microarray and RNA-Seq data. BMC Bioinformatics, 2013, 14, 7. 1.2 7,876

Transcriptional profiling of bud dormancy induction and release in oak by next-generation
sequencing. BMC Genomics, 2013, 14, 236.

Systematic validation of candidate reference genes for qRT-PCR normalization under iron deficiency 18 44
in Arabidopsis. BioMetals, 2013, 26, 403-413. )

Acute Genome-Wide Effects of Rosiglitazone on PPARI3 Transcriptional Networks in Adipocytes.
Molecular Endocrinology, 2013, 27, 1536-1549.

Genomed€wide transcript analysis of early maize leaf development reveals gene cohorts associated with
the differentiation of <scp><scp>C<sub>4<[sub><[scp> K<[scp>ranz anatomy. Plant Journal, 2013, 75, 2.8 120
656-670.

Respiratory complex | is essential to induce a Warburg profile in mitochondria-defective tumor cells.
Cancer & Metabolism, 2013, 1, 11.

The non-coding snRNA 7SK controls transcriptional termination, poising, and bidirectionality in

embryonic stem cells. Genome Biology, 2013, 14, R98. 139 48

Monitoring the immune response to vaccination with an inactivated vaccine associated to bovine
neonatal pancytopenia by deep sequencing transcriptome analysis in cattle. Veterinary Research, 2013,
44,93

An integrated transcriptome and epigenome analysis identifies a novel candidate gene for pancreatic o7 31
cancer. BMC Medical Genomics, 2013, 6, 33. ’

RNA-Seq effectively monitors gene expression in Eutrema salsugineum plants growing in an extreme
natural habitat and in controlled growth cabinet conditions. BMC Genomics, 2013, 14, 578.

Model of gene expression in extreme cold - reference transcriptome for the high-Antarctic

cryopelagic notothenioid fish Pagothenia borchgrevinki. BMC Genomics, 2013, 14, 634. 1.2 43

Polysome profiling reveals translational control of gene expression in the human malaria parasite

Plasmodium falciparum. Genome Biology, 2013, 14, R128.




75

77

79

81

83

85

87

89

91

CITATION REPORT

ARTICLE IF CITATIONS

Two Rumex Species from Contrasting Hydrological Niches Regulate Flooding Tolerance through 31 133
Distinct Mechanisms. Plant Cell, 2013, 25, 4691-4707. ’

Next-generation transcriptome profilindg reveals insights into genetic factors contributing to

growth differences and temperature adaptation in Australian populations of barramundi (Lates) Tj ETQq1 1 0.7843d4rgBT |@¢erlock

Quality assessment and data handling methods for Affymetrix Gene 1.0 ST arrays with variable RNA

integrity. BMC Genomics, 2013, 14, 14. 1.2 36

A FLEXIBLE NONPARAMETRIC APPROACH TO FIND CANDIDATE GENES ASSOCIATED WITH DISEASE IN
MICROARRAY EXPERIMENTS. Journal of Bioinformatics and Computational Biology, 2013, 11, 1250021.

<scp>RNA<[scp>seqd€based transcriptome analysis of <i><scp>L</scp>actuca sativa</i> infected by the

fungal necrotroph <i><scp>B</scp>otrytis cinerea</i>. Plant, Cell and Environment, 2013, 36, 1992-2007. 28 129

Characterization of differential transcript abundance through time during Nematostella vectensis
development. BMC Genomics, 2013, 14, 266.

From data to function: Functional modeling of poultry genomics data. Poultry Science, 2013, 92,
2519-2529. 15

Next-Generation Sequencing-Based Transcriptional Profiling of Sacred Lotus &€ceChina Antiquea€:
Tropical Plant Biology, 2013, 6, 161-179.

Dynamic Transcriptomic Profiles between Tomato and a Wild Relative Reflect Distinct Developmental

Architectures A A A. Plant Physiology, 2013, 162, 537-552. 23 4

The splicing landscape is globally reprogrammed during male meiosis. Nucleic Acids Research, 2013, 41,
10170-10184.

Deep sequencing reveals complex mechanisms of diapause preparation in the invasive mosquito, Aedes

albopictus. Proceedings of the Royal Society B: Biological Sciences, 2013, 280, 20130143. 1.2 134

Graphite Web: web tool for gene set analysis exploiting pathway topology. Nucleic Acids Research,
2013, 41, W89-W97.

Massive Activation of Archaeal Defense Genes during Viral Infection. Journal of Virology, 2013, 87,
8419-8428. 15 84

Transcriptome Sequencing (RNA-seq) Analysis of the Effects of Metal Nanoparticle Exposure on the
Transcriptome of Chlamydomonas reinhardtii. Applied and Environmental Microbiology, 2013, 79,
4774-4785.

Gene-set analysis is severely biased when applied to genome-wide methylation data. Bioinformatics,

2013, 29, 1851-1857. 18 124

DEXUS: identifying differential expression in RNA-Seq studies with unknown conditions. Nucleic Acids
Research, 2013, 41, e198-e198.

Heterochromatinization induced by GAA-repeat hyperexpansion in Friedreich's ataxia can be reduced

upon HDAC inhibition by vitamin B3. Human Molecular Genetics, 2013, 22, 2662-2675. L4 71

The human gene connectome as a map of short cuts for morbid allele discovery. Proceedings of the

National Academy of Sciences of the United States of America, 2013, 110, 5558-5563.




93

95

97

100

102

104

106

108

110

CITATION REPORT

ARTICLE IF CITATIONS

Rescue of Dysfunctional Autophagy Attenuates Hyperinflammatory Responses from Cystic Fibrosis 04 &7
Cells. Journal of Immunology, 2013, 190, 1227-1238. :

Differential gene expression analysis using coexpression and RNA-Seq data. Bioinformatics, 2013, 29,

2153-2161.

Nature's inordinate fondness for metabolic enzymes: why metabolic enzyme loci are so frequently

targets of selection. Molecular Ecology, 2013, 22, 5743-5764. 2.0 59

Differential gene expression analysis using coexpression and RNA-Seq data. , 2013, , .

A Quantitative Genetic Basis for Leaf Morphology in a Set of Precisely Defined Tomato Introgression a1 209
Lines. Plant Cell, 2013, 25, 2465-2481. )

RNA-Seq reveals early distinctions and late convergence of gene expression between diapause and
quiescence in the Asian tiger mosquito,<i>Aedes albopictus</i>. Journal of Experimental Biology, 2013,
216, 4082-90.

Grouped False-Discovery Rate for Removing the Gene-set-Level Bias of RNA-seq. Evolutionary 0.6 3
Bioinformatics, 2013, 9, EBO.S13099. :

The acute transcriptional response of the coral Acropora millepora to immune challenge: expression
of GIMAP/IAN genes links the innate immune responses of corals with those of mammals and plants.
BMC Genomics, 2013, 14, 400.

Gene Regulation by CcpA and Catabolite Repression Explored by RNA-Seq in Streptococcus mutans. 11 74
PLoS ONE, 2013, 8, e60465. )

TCW: Transcriptome Computational Workbench. PLoS ONE, 2013, 8, e69401.

Knockdown of CDKN1C (p57kip2) and PHLDA2 Results in Developmental Changes in Bovine

Pre-implantation Embryos. PLoS ONE, 2013, 8, e69490. 11 21

Transcriptome Profile at Different Physiological Stages Reveals Potential Mode for Curly Fleece in
Chinese Tan Sheep. PLoS ONE, 2013, 8, e71763.

Transcriptome Sequence and Plasmid Copy Number Analysis of the Brewery Isolate Pediococcus 11 20
claussenii ATCC BAA-344T during Growth in Beer. PLoS ONE, 2013, 8, e73627. )

Phenotypic and Transcriptional Fidelity of Patient-Derived Colon Cancer Xenografts in
Immune-Deficient Mice. PLoS ONE, 2013, 8, e79874.

Simultaneous Transcriptional Profiling of Bacteria and Their Host Cells. PLoS ONE, 2013, 8, e80597. 11 125

Transcriptome Analysis of Portunus trituberculatus in Response to Salinity Stress Provides Insights
into the Molecular Basis of Osmoregulation. PLoS ONE, 2013, 8, e82155.

Comparison of Potato and Asian Citrus Psyllid Adult and Nymph Transcriptomes Identified Vector
Transcripts with Potential Involvement in Circulative, Propagative Liberibacter Transmission. 1.2 37
Pathogens, 2014, 3, 875-907.

The DNA Methylome and Transcriptome of Different Brain Regions in Schizophrenia and Bipolar

Disorder. PLoS ONE, 2014, 9, e95875.




112

114

116

118

120

122

124

126

128

CITATION REPORT

ARTICLE IF CITATIONS

Age-Dependent Transcriptome and Proteome Following Transection of Neonatal Spinal Cord of 11 28
Monodelphis domestica (South American Grey Short-Tailed Opossum). PLoS ONE, 2014, 9, e99080. )

De Novo Transcriptome Sequencing Analysis and Comparison of Differentially Expressed Genes (DEGs)

in Macrobrachium rosenbergii in China. PLoS ONE, 2014, 9, e109656.

Transcriptome Sequencing and De Novo Analysis of Cytoplasmic Male Sterility and Maintenance in 11 2
JA-CMS Cotton. PLoS ONE, 2014, 9, e112320. )

Allele Workbench: Transcriptome Pipeline and Interactive Graphics for Allele-Specific Expression.
PLoS ONE, 2014, 9, e115740.

Comparing Bioinformatic Gene Expression Profiling Methods: Microarray and RNA-Seq. Medical 06 293
Science Monitor Basic Research, 2014, 20, 138-141. :

Comparative evaluation of gene set analysis approaches for RNA-Seq data. BMC Bioinformatics, 2014, 15,
397.

Transcriptional profiling of reproductive development, lipid storage and molting throughout the

last juvenile stage of the marine copepod Calanus finmarchicus. Frontiers in Zoology, 2014, 11, 91. 0.9 66

Multi-tissue transcriptomics of the black widow spider reveals expansions, co-options, and
functional processes of the silk gland gene toolkit. BMC Genomics, 2014, 15, 365.

Endocrine regulation of predator-induced phenotypic plasticity. Oecologia, 2014, 176, 625-635. 0.9 21

ChIP-Enrich: gene set enrichment testing for ChlP-seq data. Nucleic Acids Research, 2014, 42, e105-e105.

Whole genome association study identifies regions of the bovine genome and biological pathways

involved in carcass trait performance in Holstein-Friesian cattle. BMC Genomics, 2014, 15, 837. 12 38

Integrative analysis of young genes, positively selected genes and IncRNAs in the development of
Drosophila melanogaster. BMC Evolutionary Biology, 2014, 14, 241.

Deep Evolutionary Comparison of Gene Expression Identifies Parallel Recruitment of Trans-Factors in 15 165
Two Independent Origins of C4 Photosynthesis. PLoS Genetics, 2014, 10, e1004365. )

Bioinformatic Dissecting of TP53 Regulation Pathway Underlying Butyrate-induced Histone
Modification in Epigenetic Regulation. Genetics & Epigenetics, 2014, 6, GEG.S14176.

MicroRNA Regulation of Bovine Monocyte Inflammatory and Metabolic Networks in an <i>In Vivo</i> 0.8 62
Infection Model. G3: Genes, Genomes, Genetics, 2014, 4, 957-971. :

Mosaic Epigenetic Dysregulation of Ectodermal Cells in Autism Spectrum Disorder. PLoS Genetics,
2014, 10, e1004402.

The Role of cis Regulatory Evolution in Maize Domestication. PLoS Genetics, 2014, 10, e1004745. 1.5 144

Dual RNA-seq of Parasite and Host Reveals Gene Expression Dynamics during Filarial Worma€“Mosquito

Interactions. PLoS Neglected Tropical Diseases, 2014, 8, e2905.




130

132

134

136

138

140

142

144

146

CITATION REPORT

ARTICLE IF CITATIONS

Drosophila Melanogaster Show a Threshold Effect in Response to Radiation. Dose-Response, 2014, 12,

dose-response.1. 0.7 10

CAMDA 2014: Making sense of RNA-Seq data: From low-level processing to functional analysis. Systems

Biomedicine (Austin, Tex ), 2014, 2, 31-40.

From root to fruit: RNA-Seq analysis shows that arbuscular mycorrhizal symbiosis may affect tomato 1o 149
fruit metabolism. BMC Genomics, 2014, 15, 221. :

Sexual dimorphism in epigenomic responses of stem cells to extreme fetal growth. Nature
Communications, 2014, 5, 5187.

Multiple haplotype-resolved genomes reveal population patterns of gene and protein diplotypes.

Nature Communications, 2014, 5, 5569. 58 27

RNA-seq analyses of cellular responses to elevated body temperature in the high Antarctic cryopelagic
nototheniid fish Pagothenia borchgrevinki. Marine Genomics, 2014, 18, 163-171.

RNA Sequencing of Creatine Transporter (SLC6A8) Deficient Fibroblasts Reveals Impairment of the 11 8
Extracellular Matrix. Human Mutation, 2014, 35, 1128-1135. )

Separate enrichment analysis of pathways for up- and downregulated genes. Journal of the Royal
Society Interface, 2014, 11, 20130950.

An integrative analysis reveals coordinated reprogramming of the epigenome and the transcriptome in

human skeletal muscle after training. Epigenetics, 2014, 9, 1557-1569. 1.3 184

Identification of Wolbachia-responsive microRNAs in the two-spotted spider mite, Tetranychus
urticae. BMC Genomics, 2014, 15, 1122.

Identification of a candidate prognostic gene signature by transcriptome analysis of matched pre- and
post-treatment prostatic biopsies from patients with advanced prostate cancer. BMC Cancer, 2014, 14, 11 49
977.

Identification of co-expression gene networks, regulatory genes and pathways for obesity based on
adipose tissue RNA Sequencing in a porcine model. BMC Medical Genomics, 2014, 7, 57.

Transcriptome analysis reveals novel regulatory mechanisms in a genome-reduced bacterium. Nucleic 6.5 43
Acids Research, 2014, 42, 13254-13268. :

Transcript Profiling Reveals Auxin and Cytokinin Signaling Pathways and Transcription Regulation
during In Vitro Organogenesis of Ramie (Boehmeria nivea L. Gaud). PLoS ONE, 2014, 9, e113768.

Two-stage Genome-wide Methylation Profiling in Childhood-onset CrohnEV4s Disease Implicates
Epigenetic Alterations at the VMP1/MIR21 and HLA Loci. Inflammatory Bowel Diseases, 2014, 20, 1784-1793.

Using RNA-seq Data to Detect Differentially Expressed Genes. , 2014, , 25-49.

Reducing bias in RNA sequencing data: a novel approach to compute counts. BMC Bioinformatics, 2014, 12 51
15, S7. :

Dormancy within Staphylococcus epidermidis biofilms: a transcriptomic analysis by RNA-seq. Applied

Microbiology and Biotechnology, 2014, 98, 2585-2596.




148

150

152

154

156

158

160

162

164

10

CITATION REPORT

ARTICLE IF CITATIONS

A systems-wide comparison of red rice (Oryza longistaminata) tissues identifies rhizome specific genes

and proteins that are targets for cultivated rice improvement. BMC Plant Biology, 2014, 14, 46. 1.6 43

RNA-Seq transcriptome analysis of Spirodela dormancy without reproduction. BMC Genomics, 2014, 15,

60.

Transcriptional responses in a <i><scp>D«</scp>rosophila</i> defensive symbiosis. Molecular Ecology, 2.0 44
2014, 23,1558-1570. ’

Transcriptional data mining of <i>Salvia miltiorrhiza</i> in resFonse to methyl jasmonate to examine
the mechanism of bioactive compound biosynthesis and regulation. Physiologia Plantarum, 2014, 152,
241-255.

The Significance of Transcriptome Sequencing in Personalized Cancer Medicine. , 2014, , 49-64. 2

De novo transcriptome analysis of Liriodendron chinense petals and leaves by lllumina sequencing.
Gene, 2014, 534, 155-162.

The impact of widespread regulatory neofunctionalization on homeolog gene evolution following

whole-genome duplication in maize. Genome Research, 2014, 24, 1348-1355. 24 o4

A central role for Notch in effector CD8+ T cell differentiation. Nature Immunology, 2014, 15, 1143-1151.

Methods for Processing High-Throughput RNA Sequencing Data. Cold Spring Harbor Protocols, 2014, 0.2 6
2014, pdb.top083352. :

A relative shift in cloacal location repositions external genitalia in amniote evolution. Nature, 2014,
516, 391-394.

De Novo Assembly and Characterization of the Transcriptome of the Parasitic Weed Dodder Identifies

Genes Associated with Plant Parasitism A A A. Plant Physiology, 2014, 166, 1186-1199. 2.3 143

The protein Compromised Hydrolysis of Triacylglycerols 7 (CHT7) acts as a repressor of cellular
quiescence in Chlamydomonas. Proceedings of the National Academy of Sciences of the United States
of America, 2014, 111, 15833-15838.

Skin-resident memory CD8 <sup>+<[sup> T cells trigger a state of tissue-wide pathogen alert. Science, 6.0 444
2014, 346, 101-105. :

CORTECON: A Temporal Transcriptome Analysis of InAVitro Human Cerebral Cortex Development from
Human Embryonic Stem Cells. Neuron, 2014, 83, 51-68.

A single locus confers tolerance to continuous light and allows substantial yield increase in tomato.

Nature Communications, 2014, 5, 4549. 58 83

RNA-Seq for gene identification and transcript profiling of three Stevia rebaudiana genotypes. BMC
Genomics, 2014, 15, 571.

De novo transcriptome sequencing and digital gene expression analysis predict biosynthetic pathway
of rhynchophylline and isorhynchophylline from Uncaria rhynchophylla, a non-model plant with 1.2 74
potent anti-alzheimerad€™s properties. BMC Genomics, 2014, 15, 676.

Identification of rapidly induced genes in the response of peanut (Arachis hypogaea) to water deficit

and abscisic acid. BMC Biotechnology, 2014, 14, 58.




166

168

170

172

174

176

178

180

182

11

CITATION REPORT

ARTICLE IF CITATIONS

De novo sequencing, assembly, and analysis of the Taxodiuma€ Zhongshansad€™ roots and shoots

transcriptome in response to short-term waterlogging. BMC Plant Biology, 2014, 14, 201. 1.6 58

Transcriptional diversity during lineage commitment of human blood progenitors. Science, 2014, 345,

1251033.

Epigenetics: Relevance and Implications for Public Health. Annual Review of Public Health, 2014, 35, 76 90
105-122. '

SeqGSEA: a Bioconductor package for gene set enrichment analysis of RNA-Seq data integrating
differential expression and splicing. Bioinformatics, 2014, 30, 1777-1779.

Community-wide transcriptome of the oral microbiome in subjects with and without periodontitis. a4 295
ISME Journal, 2014, 8, 1659-1672. ’

Dramatic expansion of the black widow toxin arsenal uncovered by multi-tissue transcriptomics and
venom proteomics. BMC Genomics, 2014, 15, 366.

The Cysteine Protease CEP1, a Key Executor Involved in Tapetal Programmed Cell Death, Regulates 31 187
Pollen Development in <i>Arabidopsis</i>. Plant Cell, 2014, 26, 2939-2961. :

mRNA sequencing of novel cell lines from human papillomavirus type-16 related vulval intraepithelial
neoplasia: Consequences of expression of HPV16 E4 and ES. Journal of Medical Virology, 2014, 86,
1534-1541.

<i>Streptomyces«<[i>-Induced Resistance Against Oak Powdery Mildew Involves Host Plant Responses in
Defense, Photosynthesis, and Secondary Metabolism Pathways. Molecular Plant-Microbe Interactions, 1.4 101
2014, 27, 891-900.

Gene expression signature in adipose tissue of acromegaly patients. BMC Bioinformatics, 2014, 15, .

Deep sequencing of the microRNA expression in fall dormant and non-dormant alfalfa. Genomics Data, 13 1
2014, 2, 305-307. :

Epigenome-Wide DNA Methylation Analysis of Monozygotic Twins Discordant for Diurnal Preference.
Twin Research and Human Genetics, 2015, 18, 662-669.

Dormant non-culturable Mycobacterium tuberculosis retains stable low-abundant mRNA. BMC 12 89
Genomics, 2015, 16, 954. :

Genome-wide expression profiles of Pyropia haitanensis in response to osmotic stress by using deep
sequencing technology. BMC Genomics, 2015, 16, 1012.

Multiple sources of bias confound functional enrichment analysis of global -omics data. Genome 3.8 131
Biology, 2015, 16, 186. :

miR-34a screened by miRNA profiling negatively regulates Wnt/{2-catenin signaling pathway in Aflatoxin
B1 induced hepatotoxicity. Scientific Reports, 2015, 5, 16732.

Transcriptome and gene expression analysis of DHA producer Aurantiochytrium under low

temperature conditions. Scientific Reports, 2015, 5, 14446. L6 55

Large scale transcriptome analysis reveals interplay between development of forest trees and a

beneficial mycorrhiza helper bacterium. BMC Genomics, 2015, 16, 658.




184

186

188

190

192

194

196

198

200

12

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis of genes involved in defence response in Polyporus umbellatus with Armillaria

mellea infection. Scientific Reports, 2015, 5, 16075. L6 40

Heterogeneous lineage marker expression in naive embryonic stem cells is mostly due to spontaneous

differentiation. Scientific Reports, 2015, 5, 13339.

Advanced Applications of RNA Sequencing and Challenges. Bioinformatics and Biology Insights, 2015, 10 178
9s1, BBL.S28991. :

Transcriptional profiling of predator-induced phenotypic plasticity in Daphnia pulex. Frontiers in
Zoology, 2015, 12, 18.

De novo transcriptome sequencing and comprehensive analysis of the drought-responsive genes in

the desert plant Cynanchum komarovii. BMC Genomics, 2015, 16, 753. 12 37

Methylomic markers of persistent childhood asthma: a longitudinal study of asthma-discordant
monozygotic twins. Clinical Epigenetics, 2015, 7, 130.

Simultaneous transcriptional profiling of Leishmania major and its murine macrophage host cell

reveals insights into host-pathogen interactions. BMC Genomics, 2015, 16, 1108. 1.2 105

Deep sequencing analysis of transcriptomes in Aspergillus flavus in response to resveratrol. BMC
Microbiology, 2015, 15, 182.

Transcriptional analysis of phloem-associated cells of potato. BMC Genomics, 2015, 16, 665. 1.2 14

Integrated analysis of the local and systemic changes preceding the development of post-partum
cytological endometritis. BMC Genomics, 2015, 16, 811.

Transcriptome profile analysis of cell proliferation molecular processes during multicellular

trichome formation induced by tomato Wo v gene in tobacco. BMC Genomics, 2015, 16, 868. 12 42

Deep sequencing of the uterine immune response to bacteria during the equine oestrous cycle. BMC
Genomics, 2015, 16, 934.

A transcriptomic analysis of bermudaFrass (Cynodon dactylon) provides novel insights into the basis
6.

of low temperature tolerance. BMC Plant Biology, 2015, 15, 21 L6 45

An integrative systems genetics approach reveals potential causal genes and pathways related to
obesity. Genome Medicine, 2015, 7, 105.

Transcriptomics of colour patterning and coloration shifts in crows. Molecular Ecology, 2015, 24, 20 -
4617-4628. ’

Transcriptomic differences between day and night in <i>Acropora millepora</i> provide new insights
into metabolite exchange and lightd€enhanced calcification in corals. Molecular Ecology, 2015, 24,
4489-4504.

Identifying differentially expressed genes under heat stress and developing molecular markers in
orchardgrass (<i>Dactylis glomerata</i> L.) through transcriptome analysis. Molecular Ecology 2.2 63
Resources, 2015, 15, 1497-1509.

RNAseq Analysis Highlights Specific Transcriptome Signatures of Yeast and Mycelial Growth Phases in

the Dutch Elm Disease Fungus <i>Ophiostoma novo-ulmi</i>. G3: Genes, Genomes, Genetics, 2015, 5,
2487-2495.




202

204

206

208

210

212

214

216

218

13

CITATION REPORT

ARTICLE IF CITATIONS

Moving from capstones toward cornerstones: successes and challenges in applying systems biology

to identify mechanisms of autism spectrum disorders. Frontiers in Genetics, 2015, 6, 301. 11 14

De Novo Assembly and Discovery of Genes That Are Involved in Drought Tolerance in Tibetan Sophora

moorcroftiana. PLoS ONE, 2015, 10, e111054.

Transcriptional Responses to Sucrose Mimic the Plant-Associated Life Style of the Plant Growth

Promoting Endophyte Enterobacter sp. 638. PLoS ONE, 2015, 10, e0115455. 11 34

Identification of MicroRNAs and Target Genes in the Fruit and Shoot Tip of Lycium chinense: A
Traditional Chinese Medicinal Plant. PLoS ONE, 2015, 10, e0116334.

Comparative Transcriptome Profiling of the Early Infection of Wheat Roots by Gaeumannomyces 11 2
graminis var. tritici. PLoS ONE, 2015, 10, e0120691. :

Transcriptomic Analysis of the Primary Roots of Alhagi sparsifolia in Response to Water Stress. PLoS
ONE, 2015, 10, e0120791.

RNA-Seq Uncovers SNPs and Alternative Splicing Events in Asian Lotus (Nelumbo nucifera). PLoS ONE, 11 24
2015, 10, e0125702. ’

Informatics for RNA Sequencing: A Web Resource for Analysis on the Cloud. PLoS Computational
Biology, 2015, 11, e1004393.

Exploring Differentially Expressed Genes and Natural Antisense Transcripts in Sheep (Ovis aries) Skin
with Different Wool Fiber Diameters by Digital Gene Expression Profiling. PLoS ONE, 2015, 10, e0129249.

Gene Expression Signature in Adipose Tissue of Acromegaly Patients. PLoS ONE, 2015, 10, e0129359.

Transcriptomic Profiling of Spleen in Grass-Fed and Grain-Fed Angus Cattle. PLoS ONE, 2015, 10, 11 9
e0135670. :

Transcriptome Analysis of CD4+ T Cells in Coeliac Disease Reveals Imprint of BACH2 and IFNI3 Regulation.
PLoS ONE, 2015, 10, e0140049.

Novel Pathways Revealed in Bursa of Fabricius Transcriptome in Response to Extraintestinal 11 33
Pathogenic Escherichia coli (EXPEC) Infection. PLoS ONE, 2015, 10, e0142570. )

Comparative Transcriptome Analysis of the Pacific Oyster Crassostrea gigas Characterized by Shell
Colors: Identification of Genetic Bases Potentially Involved in Pigmentation. PLoS ONE, 2015, 10,
e0145257.

Pathway Analysis: State of the Art. Frontiers in Physiology, 2015, 6, 383. 1.3 227

Identification and characterization of miRNAs in ripening fruit of Lycium barbarum L. using
high-throughput sequencing. Frontiers in Plant Science, 2015, 6, 778.

Transcriptome analysis of Ginkgo biloba kernels. Frontiers in Plant Science, 2015, 6, 819. 1.7 30

De novo Transcriptome Assembly of a Chinese Locoweed (Oxytropis ochrocephala) Species Provides

Insights into Genes Associated with Drought, Salinity, and Cold Tolerance. Frontiers in Plant Science,
2015, 6, 1086.




220

222

224

226

228

230

232

234

236

14

CITATION REPORT

ARTICLE IF CITATIONS

A Human-Specific 1+7-Nicotinic Acetylcholine Receptor Gene in Human Leukocytes: Identification, 19 34
Regulation and the Consequences of CHRFAM7A Expression. Molecular Medicine, 2015, 21, 323-336. )

Genetic and epigenetic profiling of CLL disease progression reveals limited somatic evolution and

suggests a relationship to memory-cell development. Blood Cancer Journal, 2015, 5, e303-e303.

Whole transcriptome analysis with sequencing: methods, challenges and potential solutions. 9.4 141
Cellular and Molecular Life Sciences, 2015, 72, 3425-3439. :

Evaluating intra- and inter-individual variation in the human placental transcriptome. Genome
Biology, 2015, 16, 54.

Abiotic and Biotic Stressors Causing Equivalent Mortality Induce Highly Variable Transcriptional

Responses in the Soybean Aphid. G3: Genes, Genomes, Genetics, 2015, 5, 261-270. 0.8 34

De novo identification of differentially methylated regions in the human genome. Epigenetics and
Chromatin, 2015, 8, 6.

Analysis of the Bovine Monocyte-Derived Macrophage Response to Mycobacterium avium Subspecies

Paratuberculosis Infection Using RNA-seq. Frontiers in Inmunology, 2015, 6, 23. 2.2 61

Data quality aware analysis of differential expression in RNA-seq with NOISeq R/Bioc package. Nucleic
Acids Research, 2015, 43, gkv711.

Endogenous rhythmic growth in oak trees is regulated by internal clocks rather than resource

availability. Journal of Experimental Botany, 2015, 66, 7113-7127. 2.4 27

Functional signatures of oral dysbiosis during periodontitis progression revealed by microbial
metatranscriptome analysis. Genome Medicine, 2015, 7, 27.

A Comparison of transgenic and wild type soybean seeds: analysis of transcriptome profiles using 17 29
RNA-Seq. BMC Biotechnology, 2015, 15, 89. :

Transcriptome profile analysis of cell proliferation molecular processes during multicellular
trichome formation induced by tomato Wo v gene in tobacco. Genomics Data, 2015, 6, 173-174.

Widespread intron retention diversifies most cancer transcriptomes. Genome Medicine, 2015, 7, 45. 3.6 283

Light-induced indeterminacy alters shade avoiding tomato leaf morphology. Plant Physiology, 2015,
169, pp.01229.2015.

Differential gene expression analysis of benzo(a)pyrene toxicity in the clam, Ruditapes philippinarum.

Ecotoxicology and Environmental Safety, 2015, 115, 126-136. 2.9 15

Digital gene-expression of alfalfa saponin extract on laying hens. Genomics Data, 2015, 3, 97-99.

Transcriptome Analysis of Shell Color-Related Genes in the Clam Meretrix meretrix. Marine 11 61
Biotechnology, 2015, 17, 364-374. :

Analysis of Genome-Wide RNA-Sequencing Data Suggests Age of the CEPH/Utah (CEU) Lymphoblastoid

Cell Lines Systematically Biases Gene Expression Profiles. Scientific Reports, 2015, 5, 7960.




238

240

242

244

246

248

250

252

254

15

CITATION REPORT

ARTICLE IF CITATIONS

limma powers differential expression analyses for RNA-sequencing and microarray studies. Nucleic 6.5 26.032
Acids Research, 2015, 43, e47-e47. : >

Germline ETV6 mutations in familial thrombocytopenia and hematologic malignancy. Nature Genetics,

2015, 47,180-185.

Hypothalamic differences in expression of genes involved in monoamine synthesis and signaling
pathways after insulin injection in chickens from lines selected for high and low body weight. 0.7 11
Neurogenetics, 2015, 16, 133-144.

Analysis and Visualization of RNA-Seq Expression Data Using RStudio, Bioconductor, and Integrated
Genome Browser. Methods in Molecular Biology, 2015, 1284, 481-501.

Sensing Cardiac Electrical Activity With a Cardiac Myocytea€“Targeted Optogenetic Voltage Indicator. 2.0 57
Circulation Research, 2015, 117, 401-412. :

Integrated analysis of miRNA and mRNA expression profiles in development of porcine testes. RSC
Advances, 2015, 5, 63439-63449.

Genome-Wide Profiling of TRACK Kidneys Shows Similarity to the Human ccRCC Transcriptome. 15 19
Molecular Cancer Research, 2015, 13, 870-878. )

Identification of volatile and softening-related genes using digital gene expression profiles in melting
peach. Tree Genetics and Genomes, 2015, 11, 1.

Transcriptomic profiling of gene expression and RNA processing during<i>Leishmania

major<[i>differentiation. Nucleic Acids Research, 2015, 43, 6799-6813. 6.5 77

Transcriptomic response to low salinity stress in gills of the Pacific white shrimp, Litopenaeus
vannamei. Marine Genomics, 2015, 24, 297-304.

Global identification of the genetic networks and<i>cis</i>-regulatory elements of the cold response 6.5 38
in zebrafish. Nucleic Acids Research, 2015, 43,9198-9213. :

Comparative Analysis of Anther Transcriptome Profiles of Two Different Rice Male Sterile Lines
Genotypes under Cold Stress. International Journal of Molecular Sciences, 2015, 16, 11398-11416.

Ligand-Specific Transcriptional Mechanisms Underlie Aryl Hydrocarbon Receptor-Mediated

Developmental Toxicity of Oxygenated PAHs. Toxicological Sciences, 2015, 147, 397-411. 14 54

An Intracellular Transcriptomic Atlas of the Giant Coenocyte Caulerpa taxifolia. PLoS Genetics, 2015,
11, e1004900.

Global Transcriptional Dynamics of Diapause Induction in Non-Blood-Fed and Blood-Fed Aedes

albopictus. PLoS Neglected Tropical Diseases, 2015, 9, e0003724. 1.3 89

Small RNA Transcriptome of the Oral Microbiome during Periodontitis Progression. Applied and
Environmental Microbiology, 2015, 81, 6688-6699.

Third Report on Chicken Genes and Chromosomes 2015. Cytogenetic and Genome Research, 2015, 145,
78-179. o6 97

Shade Avoidance Components and Pathways in Adult Plants Revealed by Phenotypic Profiling. PLoS

Genetics, 2015, 11, e1004953.




256

258

260

262

264

266

268

270

272

16

CITATION REPORT

ARTICLE IF CITATIONS

Distinct iron architecture in SF3B1-mutant myelodysplastic syndrome patients is linked to an SLC25A37

splice variant with a retained intron. Leukemia, 2015, 29, 188-195. 3.3 52

Transcriptome analysis of controlled and therapy-resistant childhood asthma reveals distinct gene

expression profiles. Journal of Allergy and Clinical Immunology, 2015, 136, 638-648.

Destabilization of pluripotency in the absence of Mad2I2. Cell Cycle, 2015, 14, 1596-1610. 1.3 13

Transcriptomic dissection of sexual differences in Bemisia tabaci, an invasive agricultural pest
worldwide. Scientific Reports, 2014, 4, 4088.

Regulation of early T-lineage gene expression and developmental progression by the progenitor cell

transcription factor PU.1. Genes and Development, 2015, 29, 832-848. 27 59

Comparative transcriptome analysis of the petal degeneration mutant pdm in Chinese cabbage
(Brassica campestris ssp. peRinensis) using RNA-Seq. Molecular Genetics and Genomics, 2015, 290,
1833-1847.

MeSH ORA framework: R/Bioconductor packages to support MeSH over-representation analysis. BMC 12 40
Bioinformatics, 2015, 16, 45. :

Transcriptome analysis of northern elephant seal (Mirounga angustirostris) muscle tissue provides a
novel molecular resource and physiological insights. BMC Genomics, 2015, 16, 64.

Global gene expression patterns of grass carp following compensatory growth. BMC Genomics, 2015,

16, 184. 1.2 37

RNA-Seq analysis and annotation of a draft blueberry genome assembly identifies candidate genes
involved in fruit ripening, biosynthesis of bioactive compounds, and stage-specific alternative
splicing. GigaScience, 2015, 4, 5.

Mutant U2AF1 Expression Alters Hematopoiesis and Pre-mRNA Splicing InAVivo. Cancer Cell, 2015, 27,
631-643. 77 259

Deep sequencing of the scallop Chlamys farreri transcriptome response to tetrabromobisphenol A
(TBBPA) stress. Marine Genomics, 2015, 19, 31-38.

EGF-mediated induction of Mcl-1 at the switch to lactation is essential for alveolar cell survival. 46 65
Nature Cell Biology, 2015, 17, 365-375. ’

Genomic analysis of LPS-stimulated myeloid cells identifies a common pro-inflammatory response but
divergent IL-10 anti-inflammatory responses. Scientific Reports, 2015, 5, 9100.

Somatic mutation in single human neurons tracks developmental and transcriptional history. Science,

2015, 350, 94-98. 6.0 486

Transcriptome profiling provides new insights into the formation of floral scent in Hedychium
coronarium. BMC Genomics, 2015, 16, 470.

RNA-Seq analysis identifies genes associated with differential reproductive success under

drought-stress in accessions of wild barley Hordeum spontaneum. BMC Plant Biology, 2015, 15, 134. 1.6 62

Epigenetic landscape correlates with genetic subtype but does not predict outcome in childhood

acute lymphoblastic leukemia. Epigenetics, 2015, 10, 717-726.




274

276

278

280

282

284

286

288

290

17

CITATION REPORT

ARTICLE IF CITATIONS

Methylomic analysis of monozygotic twins discordant for childhood psychotic symptoms.
Epigenetics, 2015, 10, 1014-1023.

1.3 40

Multi-Scale Molecular Deconstruction of the Serotonin Neuron System. Neuron, 2015, 88, 774-791.

Transcriptomic Analysis of the Adaptation of Listeria monocytogenes to Growth on Vacuum-Packed

Cold Smoked Salmon. Applied and Environmental Microbiology, 2015, 81, 6812-6824. 14 61

Rapid acclimation of juvenile corals to CO<sub>2<[sub>&€mediated acidification by upregulation of heat
shock protein and Bcld€2 genes. Molecular Ecology, 2015, 24, 438-452.

Characterization and comparative profiling of the small RNA transcriptomes in two phases of

flowering in Cymbidium ensifolium. BMC Genomics, 2015, 16, 622. 12 22

Correlation analysis of the transcriptome of growing leaves with mature leaf parameters in a maize
RIL population. Genome Biology, 2015, 16, 168.

Integrated analysis of gene expression and genomic aberration data in osteosarcoma (OS). Cancer

Gene Therapy, 2015, 22, 524-529. 2.2 32

Veterinary Medicine and Multi-Omics Research for Future Nutrition Targets: Metabolomics and
Transcriptomics of the Common Degenerative Mitral Valve Disease in Dogs. OMICS A Journal of
Integrative Biology, 2015, 19, 461-470.

The mechanism of the acclimation of Nannochloropsis oceanica to freshwater deduced from its

transcriptome profiles. Journal of Ocean University of China, 2015, 14, 922-930. 06 4

The miR-146b-3p/PAX8/NIS Regulatory Circuit Modulates the Differentiation Phenotype and Function of
Thyroid Cells during Carcinogenesis. Cancer Research, 2015, 75, 4119-4130.

Increased mitochondrial function downstream from KDM5A histone demethylase rescues

differentiation in pRB-deficient cells. Genes and Development, 2015, 29, 1817-1834. 27 63

Inactivation mechanisms of cryptosporidium parvum oocysts by solar ultraviolet irradiation.
Environmental Science: Water Research and Technology, 2015, 1, 188-198.

De novo transcriptome analysis of Osmanthus serrulatus Rehd. flowers and leaves by lllumina

sequencing. Biochemical Systematics and Ecology, 2015, 61, 531-540. 0.6 4

Global Transcriptome Analysis of Primary Cerebrocortical Cells: Identification of Genes Regulated by
Triiodothyronine in Specific Cell Types. Cerebral Cortex, 2015, 27, bhv273.

Characterization of whole-ﬁenome autosomal differences of DNA methylation between men and 18 176

women. Epigenetics and Chromatin, 2015, 8, 43.

<i>U2AF1<[i> mutations alter splice site recognition in hematological malignancies. Genome Research,
2015, 25, 14-26.

Time Point-Based Integrative Analyses of Deep-Transcriptome Identify Four Signal Pathways in

Blastemal Regeneration of Zebrafish Lower Jaw. Stem Cells, 2015, 33, 806-818. L4 18

Bioinformatics approaches for the functional interpretation of protein lists: From ontology term

enrichment to network analysis. Proteomics, 2015, 15, 981-996.




292

294

296

298

300

302

304

306

308

18

CITATION REPORT

ARTICLE IF CITATIONS

Extensive introgression in a malaria vector species complex revealed by phylogenomics. Science, 2015, 6.0 597
347,1258524. :

RNA-Seq-Based Transcriptome Profiling of Early Nitrogen Deficiency Response in Cucumber Seedlings

Provides New Insight into the Putative Nitrogen Regulatory Network. Plant and Cell Physiology, 2015,
56, 455-467.

Analysis of gene expression changes in peach leaves in response to <i><scp>P</scp>lum pox virus</i>

infection using <scp>RNA</[scp>a€xscp>S</scp>eq. Molecular Plant Pathology, 2015, 16, 164-176. 2.0 26

How do hosts react to endosymbionts? A new insight into the molecular mechanisms underlying the
<i><scp>W«[scp>olbachia</i>&€*host association. Insect Molecular Biology, 2015, 24, 1-12.

Diverse strategies conferring extreme cadmium (Cd) tolerance in the dark septate endophyte (DSE),

Exophiala pisciphila: Evidence from RNA-seq data. Microbiological Research, 2015, 170, 27-35. 2.5 3

Short- and long-term effects of 56Fe irradiation on cognition and hippocampal DNA methylation and
gene expression. BMC Genomics, 2016, 17, 825.

The Protein Elicitor PevD1 Enhances Resistance to Pathogens and Promotes Growth in

<i>Arabidopsis</i>. International Journal of Biological Sciences, 2016, 12, 931-943. 26 27

Cross-phenotype association tests uncover genes mediating nutrient response in Drosophila. BMC
Genomics, 2016, 17, 867.

Comparative transcriptome analysis reveals three potential antiviral signaling pathways in lymph
organ tissue of the red swamp crayfish, Procambarus clarkii. Genetics and Molecular Research, 2016, 0.3 11
15,.

Differences in molecular evolutionary rates among microRNAs in the human and chimpanzee genomes.
BMC Genomics, 2016, 17, 528.

Practical aspects of NGS-based pathways analysis for personalized cancer science and medicine. 0.8 15
Oncotarget, 2016, 7, 52493-52516. :

Molecular profiling of dilated cardiomyopathy that progresses to heart failure. JCl Insight, 2016, 1, .

Screening Driving Transcription Factors in the Processing of Gastric Cancer. Gastroenterology 0.7 17
Research and Practice, 2016, 2016, 1-9. :

<i>De Novo<[i>Assembly and Comparative Transcriptome Analysis Provide Insight into Lysine
Biosynthesis in<i>Toona sinensis</i>Roem. International Journal of Genomics, 2016, 2016, 1-9.

Transcriptome Analysis of HepG2 Cells Expressing ORF3 from Swine Hepatitis E Virus to Determine the 0.9 5
Effects of ORF3 on Host Cells. BioMed Research International, 2016, 2016, 1-8. )

Transcriptome Analysis Identifies Key Candidate Genes Mediating Purple Ovary Coloration in Asiatic
Hybrid Lilies. International Journal of Molecular Sciences, 2016, 17, 1881.

Functional Genomic Analysis of Aspergillus flavus Interacting with Resistant and Susceptible Peanut. 15 33
Toxins, 2016, 8, 46. :

Transcriptome Analysis to Understand the Toxicity of Latrodectus tredecimguttatus Eggs. Toxins,

2016, 8, 378.




310

312

314

316

318

320

322

324

326

19

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomes of Arbuscular Mycorrhizal Fungi and Litchi Host Interaction after Tree Girdling. 15 36
Frontiers in Microbiology, 2016, 7, 408. )

Transcriptomic Analysis Reveals Adaptive Responses of an Enterobacteriaceae Strain LSJC7 to Arsenic

Exposure. Frontiers in Microbiology, 2016, 7, 636.

DNA Phosphorothioate Modification Plays a Role in Peroxides Resistance in Streptomyces lividans.

Frontiers in Microbiology, 2016, 7, 1380. L5 22

Long Noncoding RNA and mRNA Expression Profiles in the Thyroid Gland of Two Phenotypically
Extreme Pig Breeds Using Ribo-Zero RNA Sequencing. Genes, 2016, 7, 34.

Transcriptome Analysis of mMRNA and miRNA in Somatic Embryos of Larix leptolepis Subjected to

Hydrogen Treatment. International Journal of Molecular Sciences, 2016, 17, 1951. 18 17

Identification of differentially expressed genes implicated in peel color (red and green) of Dimocarpus
confinis. SpringerPlus, 2016, 5, 1088.

Order Under Uncertainty: Robust Differential Expression Analysis Using Probabilistic Models for

Pseudotime Inference. PLoS Computational Biology, 2016, 12, e1005212. L5 59

Systematic Identification and Characterization of Long Non-Coding RNAs in the Silkworm, Bombyx
mori. PLoS ONE, 2016, 11, e0147147.

Transcriptome Profiling of Resistance to Fusarium oxysporum f. sp. conglutinans in Cabbage (Brassica) Tj ETQQ0 0 Q 1gBT /Ov&gloch 10T

Effect of Dietary Restriction and Subsequent Re-Alimentation on the Transcriptional Profile of Bovine
Skeletal Muscle. PLoS ONE, 2016, 11, e0149373.

Gene Expression Profile in the Long-Living Lotus: Insights into the Heat Stress Response Mechanism. 11 10
PLoS ONE, 2016, 11, e0152540. :

Comparative Analysis of Transcriptomes among Bombyx mori Strains and Sexes Reveals the Genes
Regulating Melanic Morph and the Related Phenotypes. PLoS ONE, 2016, 11, e0155061.

Transcriptome Analysis and Gene Identification in the Pulmonary Artery of Broilers with Ascites 11 29
Syndrome. PLoS ONE, 2016, 11, e0156045. :

The De Novo Transcriptome and Its Functional Annotation in the Seed Beetle Callosobruchus
maculatus. PLoS ONE, 2016, 11, e0158565.

Characterisation of the Whole Blood mRNA Transcriptome in Holstein-Friesian and Jersey Calves in

Response to Gradual Weaning. PLoS ONE, 2016, 11, 0159707. L1 12

Transcriptome Profile of Near-Isogenic Soybean Lines for 12-Conglycinin T+-Subunit Deficiency during Seed
Maturation. PLoS ONE, 2016, 11, e0159723.

Improving Gene-Set Enrichment Analysis of RNA-Seq Data with Small Replicates. PLoS ONE, 2016, 11, 11 16
e0165919. :

De Novo Sequencing and Comparative Analysis of Schima superba Seedlings to Explore the Response to

Drought Stress. PLoS ONE, 2016, 11, e0166975.




328

330

332

334

336

338

340

342

344

20

CITATION REPORT

ARTICLE IF CITATIONS

RNA-Seq analysis for the potential targets and molecular mechanisms of 17 i2-estradiol in squamous

cell lung carcinoma. Neoplasma, 2016, 63, 394-401. 0.7 1

Transcriptome Analysis of Differentially Expressed Genes Involved in Proanthocyanidin Accumulation

in the Rhizomes of Fagopyrum dibotrys and an Irradiation-Induced Mutant. Frontiers in Physiology,
2016, 7, 100.

Extreme Hypoxic Conditions Induce Selective Molecular Responses and Metabolic Reset in Detached

Apple Fruit. Frontiers in Plant Science, 2016, 7, 146. 17 48

Transcriptome Analyses Reveal the Involvement of Both C and N Termini of Cryptochrome 1 in Its
Regulation of Phytohormone-Responsive Gene Expression in Arabidopsis. Frontiers in Plant Science,
2016, 7, 294.

De novo Sequencing of the Leaf Transcriptome Reveals Complex Light-Responsive Regulatory Networks

in Camellia sinensis cv. Baijiguan. Frontiers in Plant Science, 2016, 7, 332. L7 58

Transcriptomic Changes Drive Physiological Responses to Progressive Drought Stress and
Rehydration in Tomato. Frontiers in Plant Science, 2016, 7, 371.

Transcriptomic Analysis Identifies Differentially Expressed Genes (DEGs) Associated with Bolting and

Flowering in Radish (Raphanus sativus L.). Frontiers in Plant Science, 2016, 7, 682. L7 26

De novo Assembly and Characterization of the Fruit Transcriptome of Idesia polycarpa Reveals
Candidate Genes for Lipid Biosynthesis. Frontiers in Plant Science, 2016, 7, 801.

Transcriptome Profile Analysis from Different Sex Types of Ginkgo biloba L.. Frontiers in Plant Science, 17 21
2016, 7, 871. )

Transcriptome Analysis of Pepper (Capsicum annuum) Revealed a Role of 24-Epibrassinolide in Response
to Chilling. Frontiers in Plant Science, 2016, 7, 1281.

RNA-seq Analysis of Overexpressing Ovine AANAT Gene of Melatonin Biosynthesis in Switchgrass. 17 13
Frontiers in Plant Science, 2016, 7, 1289. :

Comparative Profiling of miRNAs and Target Gene Identification in Distant-Grafting between Tomato
and Lycium (Goji Berry). Frontiers in Plant Science, 2016, 7, 1475.

Transcriptome Analysis of a New Peanut Seed Coat Mutant for the Physiological Regulatory
Mechanism Involved in Seed Coat Cracking and Pigmentation. Frontiers in Plant Science, 2016, 7, 1491.

Comparative Transcriptomic Analyses of Differentially Expressed Genes in Transgenic Melatonin
Biosynthesis Ovine HIOMT Gene in Switchgrass. Frontiers in Plant Science, 2016, 7, 1613.

Transcriptional Profiling of Rice Treated with MoHrip1 Reveal the Function of Protein Elicitor in

Enhancement of Disease Resistance and Plant Growth. Frontiers in Plant Science, 2016, 7, 1818. 17 16

Global Transcriptional Analysis Reveals the Complex Relationship between Tea Quality, Leaf
Senescence and the Responses to Cold-Drought Combined Stress in Camellia sinensis. Frontiers in
Plant Science, 2016, 7, 1858.

Characterization and Comparative Expression Profiling of Browning Response in Medinilla formosana

after Cutting. Frontiers in Plant Science, 2016, 7, 1897. L7 9

Transcriptional Response of Silkworm (Bombyx mori) Eggs to O2 or HCl Treatment. International

Journal of Molecular Sciences, 2016, 17, 1838.




346

348

350

352

354

356

358

360

362

21

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide association mapping and pathway analysis of leukosis incidence in a US Holstein cattle 0.6 25
population. Animal Genetics, 2016, 47, 395-407. :

Engineering E. coli for large-scale production 4€“ Strategies considering ATP expenses and

transcriptional responses. Metabolic Engineering, 2016, 38, 73-85.

Transcriptomic analysis suggests a key role for <i><scp>SQUAMOSA PROMOTER BINDING PROTEIN
LIKE</scp><[i»,<i><scp>NAC<[scp><[i> and <i><scp>YUCCA</scp><[i> genes in the heteroblastic

development of the temperate rainforest tree <i>Gevuina avellana</i> (Proteaceae). New Phytologist, 3.5 47
Q4 Q

Chemosensory proteins involved in host recognition in the storeda€food mite <i>Tyrophagus
putrescentiae<[i>. Pest Management Science, 2016, 72, 1508-1516.

Targets of the <i>StBEL5</i> Transcription Factor Include the FT Ortholog <i>StSP6A</i>. Plant 9.3 -
Physiology, 2016, 170, 310-324. :

Combined Chlorophyll Fluorescence and Transcriptomic Analysis Identifies the P3/P4 Transition as a
Key Stage in Rice Leaf Photosynthetic Development. Plant Physiology, 2016, 170, 1655-1674.

Seed Production Affects Maternal Growth and Senescence in Arabidopsis. Plant Physiology, 2016, 171,
392-404. 23 49

Human glioblastomaa€associated microglia/monocytes express a distinct RNA profile compared to
human control and murine samples. Clia, 2016, 64, 1416-1436.

Regions of variable DNA methylation in human placenta associated with newborn neurobehavior. 13 o1
Epigenetics, 2016, 11, 603-613. '

Differentially expressed genes associated with adaptation to different thermal environments in three
sympatric Cuban <i>Anolis</i> lizards. Molecular Ecology, 2016, 25, 2273-2285.

Transcriptome profiling shows gene regulation patterns in ginsenoside pathway in response to methyl

jasmonate in Panax Quinquefolium adventitious root. Scientific Reports, 2016, 6, 37263. L6 35

In-depth comparative transcriptome analysis of intestines of red swamp crayfish, Procambarus clarkii,
infected with WSSV. Scientific Reports, 2016, 6, 26780.

Cold acclimation wholly reorganizes the Drosophila melanogaster transcriptome and metabolome. 16 176
Scientific Reports, 2016, 6, 28999. :

Robust graph regularized discriminative nonnegative matrix factorization for characteristic gene
selection. , 2016, , .

Transcriptome analysis in oak uncovers a strong impact of endogenous rhythmic growth on the

interaction with plant-parasitic nematodes. BMC Genomics, 2016, 17, 627. 12 24

MicroRNAs in Honey Bee Caste Determination. Scientific Reports, 2016, 6, 18794.

Identification of conserved and novel microRNAs in Porphyridium purpureum via deep sequencing and 12 12
bioinformatics. BMC Genomics, 2016, 17, 612. :

CD14 in the TLRs signaling pathway is associated with the resistance to E. coli F18 in Chinese domestic

weaned piglets. Scientific Reports, 2016, 6, 24611.




364

366

368

370

372

374

376

378

380

22

CITATION REPORT

ARTICLE IF CITATIONS

MicroScope: ChiP-seq and RNA-seq software analysis suite for gene expression heatmaps. BMC 19 13
Bioinformatics, 2016, 17, 390. :

Digital gene expression profiling analysis of duodenum transcriptomes in SD rats administered

ferrous sulfate or ferrous glycine chelate by gavage. Scientific Reports, 2016, 6, 37923.

Hypoxia-driven splicing into noncoding isoforms regulates the DNA damage response. Npj Genomic

Medicine, 2016, 1, 16020. 17 22

Pubertal development in healthy children is mirrored by DNA methylation patterns in peripheral
blood. Scientific Reports, 2016, 6, 28657.

Massive dysregulation of genes involved in cell signaling and placental development in cloned cattle
conceptus and maternal endometrium. Proceedings of the National Academy of Sciences of the United 3.3 44
States of America, 2016, 113, 14492-14501.

Genome maintenance and bioenergetics of the long-lived hypoxia-tolerant and cancer-resistant blind
mole rat, Spalax: a cross-species analysis of brain transcriptome. Scientific Reports, 2016, 6, 38624.

Genome-wide DNA methylation profiles changes associated with constant heat stress in pigs as

measured by bisulfite sequencing. Scientific Reports, 2016, 6, 27507. 1.6 80

RNA&€seq transcriptome analysis of a <i>Pseudomonas«</i> strain with diversified catalytic properties
growth under different culture medium. MicrobiologyOpen, 2016, 5, 626-636.

Effect of ovarian hormones on the healthy equine uterus: a global gene expression analysis.

Reproduction, Fertility and Development, 2016, 28, 1810. 0.1 7

Comparative transcriptome profiling of resistant and susceptible rice genotypes in response to the
seedborne pathogen Fusarium fujikuroi. BMC Genomics, 2016, 17, 608.

Pervasive isoform&€specific translational regulation via alternative transcription start sites in

mammals. Molecular Systems Biology, 2016, 12, 875. 3.2 83

Identification of candidate genes associated with porcine meat color traits by genome-wide
transcriptome analysis. Scientific Reports, 2016, 6, 35224.

From yeast to hypha: defining transcriptomic signatures of the morphological switch in the

dimorphic fungal pathogen Ophiostoma novo-ulmi. BMC Genomics, 2016, 17, 920. 1.2 26

Genome-wide transcriptomic analysis uncovers the molecular basis underlying early flowering and
apetalous characteristic in Brassica napus L. Scientific Reports, 2016, 6, 30576.

Comparative transcriptome analysis among parental inbred and crosses reveals the role of dominance

gene expression in heterosis in Drosophila melanogaster. Scientific Reports, 2016, 6, 21124. L6 13

lllumina-based transcriptomic profiling of Panax notoginseng in response to arsenic stress. , 2016, 57,
13.

RNA Sequencing Analysis of Intracranial Aneurysm Walls Reveals Involvement of Lysosomes and 1.0 55
Immunoglobulins in Rupture. Stroke, 2016, 47, 1286-1293. :

RNA-seq analysis of virR and revR mutants of Clostridium perfringens. BMC Genomics, 2016, 17, 391.




382

384

386

388

390

392

394

396

398

23

CITATION REPORT

ARTICLE IF CITATIONS

Expression of OsMYB55 in maize activates stress-responsive genes and enhances heat and drought

tolerance. BMC Genomics, 2016, 17, 312. 1.2 121

DNA hypermethylation of CD3+ T cells from cord blood of infants exposed to intrauterine growth

restriction. Diabetologia, 2016, 59, 1714-1723.

Transcriptomic response to water accommodated fraction of crude oil exposure in the gill of

Japanese flounder, Paralichthys olivaceus. Marine Pollution Bulletin, 2016, 106, 283-291. 23 15

Condensin | and Il behaviour in interphase nuclei and cells undergoing premature chromosome
condensation. Chromosome Research, 2016, 24, 243-269.

Tissue-overlapping response of half-smooth tongue sole (Cynoglossus semilaevis) to thermostressing

based on transcriptome profiles. Gene, 2016, 586, 97-104. Lo 37

High light exposure on seed coat increases lipid accumulation in seeds of castor bean (Ricinus) Tj ETQql 1 0.7843 14sgBT /O¥gr|och

Proton irradiation induces persistent and tissue-specific DNA methylation changes in the left

ventricle and hippocampus. BMC Genomics, 2016, 17, 273. 1.2 49

A comparative transcriptome and proteomics analysis reveals the positive effect of supplementary Ca
2+ on soybean sprout yield and nutritional qualities. Journal of Proteomics, 2016, 143, 161-172.

Mature maternal mRNAs are longer than zygotic ones and have complex degradation Rinetics in sea

urchin. Developmental Biology, 2016, 414, 121-131. 0.9 8

Modulation of splicing catalysis for therapeutic targeting of leukemia with mutations in genes
encoding spliceosomal proteins. Nature Medicine, 2016, 22, 672-678.

Mining for heat-stress responsive genes by large scale gene expression data from Betula luminifera.

Euphytica, 2016, 210, 245-257. 0-6 1

The circadian clock regulates autophagy directly through the nuclear hormone receptor
Nrld1/Rev-erbl+ and indirectly via Cebpb/(C/ebpl2) in zebrafish. Autophagy, 2016, 12, 1292-13009.

Long noncoding RNAs in B-cell development and activation. Blood, 2016, 128, e10-e19. 0.6 115

Opposing control by transcription factors MYB61 and MYB3 Increases Freezing Tolerance by relieving
C-repeat Binding Factor suppression. Plant Physiology, 2016, 172, pp.00051.2016.

Advanced aging phenotype is revealed by epigenetic modifications in rat liver after <i>in utero</i>

malnutrition. Aging Cell, 2016, 15, 964-972. 3.0 18

Histomorphometric and transcriptomic features characterize silk glands' development during the
molt to intermolt transition process in silkworm. Insect Biochemistry and Molecular Biology, 2016,
76, 95-108.

Gene expression elucidates functional impact of polygenic risk for schizophrenia. Nature 71 952
Neuroscience, 2016, 19, 1442-1453. :

De novo assembly and transcriptome characterization of spruce dwarf mistletoe Arceuthobium

sichuanense uncovers gene expression profiling associated with plant development. BMC Genomics,
2016, 17,771.




400

402

404

406

408

410

412

414

416

24

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome modulation during host shift is driven by secondary metabolites in desert

<i><scp>D</scp>rosophila</i>. Molecular Ecology, 2016, 25, 4534-4550. 2.0 40

Global iTRAQ-based proteomic profiling of Toxoplasma gondii oocysts during sporulation. Journal of

Proteomics, 2016, 148, 12-19.

RNA-seq analysis of Paris polyphylla var. yunnanensis roots identified candidate genes for saponin 18 18
synthesis. Plant Diversity, 2016, 38, 163-170. :

eQTL Regulating Transcript Levels Associated with Diverse Biological Processes in Tomato. Plant
Physiology, 2016, 172, 328-340.

Differential gene expression according to race and host plant in the pea aphid. Molecular Ecology, 2.0 59
2016, 25, 4197-4215. :

On the study of microbial transcriptomes using second- and third-generation sequencing
technologies. Journal of Microbiology, 2016, 54, 527-536.

Investigation of JAKs/STAT-3 in lipopolysaccharide-induced intestinal epithelial cells. Clinical and

Experimental Immunology, 2016, 186, 75-85. 11 >

Target-site and non-target-site based resistance to the herbicide tribenuron-methyl in flixweed
(Descurainia sophia L.). BMC Genomics, 2016, 17, 551.

Transcriptome analysis reveals that constant heat stress modifies the metabolism and structure of
the porcine longissimus dorsi skeletal muscle. Molecular Genetics and Genomics, 2016, 291, 2101-2115.

Systematic Analysis of Long Noncoding RNAs in the Senescence-accelerated Mouse Prone 8 Brain Using
RNA Sequencing. Molecular Therapy - Nucleic Acids, 2016, 5, e343.

Thymus transcriptome reveals novel pathways in response to avian pathogenic Escherichia coli 15 35
infection. Poultry Science, 2016, 95, 2803-2814. :

Intron Length Coevolution across Mammalian Genomes. Molecular Biology and Evolution, 2016, 33,
2682-2691.

RNA-Seq as a Tool to Study the Tumor Microenvironment. Methods in Molecular Biology, 2016, 1458,
311337. o4 7

Chromatin recruitment of activated AMPK drives fasting response genes co-controlled by GR and
PPARI+. Nucleic Acids Research, 2016, 44, 10539-10553.

Cardiometabolic risk loci share downstream cis- and trans-gene regulation across tissues and 6.0 241
diseases. Science, 2016, 353, 827-830. '

Transcriptome Profiling of Patient-Specific Human iPSC-Cardiomyocytes Predicts Individual Drug
Safety and Efficacy Responses InAVitro. Cell Stem Cell, 2016, 19, 311-325.

Genomics of the Effect of Spinal Cord Stimulation on an Animal Model of Neuropathic Pain. 0.4 48
Neuromodulation, 2016, 19, 576-586. :

Unravelling the genomic architecture of bull fertility in Holstein cattle. BMC Genetics, 2016, 17, 143.




419

421

423

425

427

429

431

433

435

25

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide DNA methylation levels and altered cortisol stress reactivity following childhood

trauma in humans. Nature Communications, 2016, 7, 10967. 58 175

Hsf1 and Hsp90 orchestrate temperature-dependent global transcriptional remodelling and chromatin

architecture in Candida albicans. Nature Communications, 2016, 7, 11704.

De novo assembly and characterization of the ovarian transcriptome reveal mechanisms of the final
maturation stage in Chinese scallop Chlamys farreri. Comparative Biochemistry and Physiology Part D: 0.4 5
Genomics and Proteomics, 2016, 20, 118-124.

Transcriptomic analysis of different stages of pigeon ovaries by RNA&€sequencing. Molecular
Reproduction and Development, 2016, 83, 640-648.

Comparative Transcriptomics of Alternative Developmental Phenotypes in a Marine Gastropod. Journal

of Experimental Zoology Part B: Molecular and Developmental Evolution, 2016, 326, 151-167. 0-6 15

Insights into biosynthetic genes involved in the secondary metabolism of Gardenia jasminoides Ellis
using transcriptome sequencing. Biochemical Systematics and Ecology, 2016, 67, 7-16.

Genetic improvement of tomato by targeted control of fruit softening. Nature Biotechnology, 2016, o4 951
34,950-952. :

Comparative pan-cancer DNA methylation analysis reveals cancer common and specific patterns.
Briefings in Bioinformatics, 2016, 18, bbw063.

Comparative performance of transcriptome assembly methods for non-model organisms. BMC

Genomics, 2016, 17, 523. 1.2 47

<i>N<[i>-(3-oxo-hexanoyl)-homoserine lactone has a critical contribution to the
quorum-sensing-dependent regulation in phytopathogenc<i>Pseudomonas syringae pv. tabaci</i>11528.
FEMS Microbiology Letters, 2016, 363, fnw265.

De novo transcriptome sequencing and gene expression profiling of Elymus nutans under cold stress.

BMC Genomics, 2016, 17, 870. 1.2 49

RNAseq analysis of heart tissue from mice treated with atenolol and isoproterenol reveals a
reciprocal transcriptional response. BMC Genomics, 2016, 17, 717.

Mapping epigenetic changes to the host cell genome induced by Burkholderia pseudomallei reveals

pathogen-specific and pathogen-generic signatures of infection. Scientific Reports, 2016, 6, 30861. 1.6 24

GATA1-Deficient Dendritic Cells Display Impaired CCL21-Dependent Migration toward Lymph Nodes Due
to Reduced Levels of Polysialic Acid. Journal of Immunology, 2016, 197, 4312-4324.

Differences in DNA Repair Capacity, Cell Death and Transcriptional Response after Irradiation between

a Radiosensitive and a Radioresistant Cell Line. Scientific Reports, 2016, 6, 27043. 16 36

Genome-Wide Analysis of Alternative Splicing Provides Insights into Stress Adaptation of the Pacific
Oyster. Marine Biotechnology, 2016, 18, 598-609.

A two-step integrated approach to detect differentially expressed genes in RNA-Seq data. Journal of

Bioinformatics and Computational Biology, 2016, 14, 1650034. 0.3 2

Aberrant Meiotic Prophase | Leads to Genic Male Sterility in the Novel TESA Mutant of Brassica napus.

Scientific Reports, 2016, 6, 33955.




437

439

441

443

445

447

449

451

453

26

CITATION REPORT

ARTICLE IF CITATIONS

Paternal under-nutrition programs metabolic syndrome in offspring which can be reversed by

antioxidant/vitamin food fortification in fathers. Scientific Reports, 2016, 6, 27010. L6 56

Evolution of heterogeneous genome differentiation across multiple contact zones in a crow species

complex. Nature Communications, 2016, 7, 13195.

Tissue-Specific Venom Composition and Differential Gene Expression in Sea Anemones. Genome Biology

and Evolution, 2016, 8, 2358-2375. 11 2

miARma-Seq: a comprehensive tool for miRNA, mRNA and circRNA analysis. Scientific Reports, 2016, 6,
25749.

Transcriptome analysis of human brain tissue identifies reduced expression of complement complex 12 37
C1Q Genes in Rett syndrome. BMC Genomics, 2016, 17, 427. :

Reproductive switching analysis of Daphnia similoides between sexual female and parthenogenetic
female by transcriptome comparison. Scientific Reports, 2016, 6, 34241.

The transcriptomes of novel marmoset monkey embryonic stem cell lines reflect distinct genomic

features. Scientific Reports, 2016, 6, 29122. L6 16

Maternal stress has divergent effects on gene expression patterns in the brains of male and female
threespine stickleback. Proceedings of the Royal Society B: Biological Sciences, 2016, 283, 20161734.

Correction of the Bias Derived from the Number of Exons in Exon-Level Enrichment Analysis. Japanese

Journal of Biometrics, 2016, 36, 63-84. 0.0 0

Cell types differ in global coordination of splicing and proportion of highly expressed genes.
Scientific Reports, 2016, 6, 32249.

Contrasting diets reveal metabolic plasticity in the tree-killing beetle, Anoplophora glabripennis

(Cerambycidae: Lamiinae). Scientific Reports, 2016, 6, 33813. L6 21

Transcriptome analysis reveals the genetic basis underlying the seasonal development of keratinized
nuptial spines in Leptobrachium boringii. BMC Genomics, 2016, 17, 978.

Molecular analysis of the Sydney rock oyster (Saccostrea glomerata) CO2 stress response. Climate

Change Responses, 2016, 3, . 2:6 o

Divergence in gene expression within and between two closely related flycatcher species. Molecular
Ecology, 2016, 25, 2015-2028.

Effects of Gene Duplication, Positive Selection, and Shifts in Gene Expression on the Evolution of the

Venom Gland Transcriptome in Widow Spiders. Genome Biology and Evolution, 2016, 8, 228-242. L1 54

Viable But Not Culturable (VBNC) state of Brettanomyces bruxellensis in wine: New insights on
molecular basis of VBNC behaviour using a transcriptomic approach. Food Microbiology, 2016, 59,
196-204.

Sex, Scavengers, and Chaperones: Transcriptome Secrets of Divergent<i>Symbiodinium«</i>Thermal

Tolerances. Molecular Biology and Evolution, 2016, 33, 2201-2215. 35 149

Transcriptomic analysis of porcine PBMCs infected with Toxoplasma gondii RH strain. Acta Tropica,

2016, 154, 82-88.




455

457

459

461

463

465

467

469

471

27

CITATION REPORT

ARTICLE IF CITATIONS

Glycosylation is an Androgen-Regulated Process Essential for Prostate Cancer Cell Viability. 07 76
EBioMedicine, 2016, 8, 103-116. ’

Transcriptome analysis reveals differentially expressed genes associated with germ cell and gonad

development in the Southern bluefin tuna (Thunnus maccoyii). BMC Genomics, 2016, 17, 217.

Identification and expression analysis of genes related to calyx persistence in Korla fragrant pear.

BMC Genomics, 2016, 17, 132. 12 31

Transcriptome profiling analysis of rare minnow (Gobiocypris rarus) gills after waterborne cadmium
exposure. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2016, 19, 120-128.

Dual Transcriptome Profiling of<i>Leishmania</i>-Infected Human Macrophages Reveals Distinct

Reprogramming Signatures. MBio, 2016, 7, . 1.8 11

De novo transcriptome assembly for the lobster Homarus americanus and characterization of
differential gene expression across nervous system tissues. BMC Genomics, 2016, 17, 63.

Effect of dietary restriction and subsequent re-alimentation on the transcriptional profile of hepatic

tissue in cattle. BMC Genomics, 2016, 17, 244. 1.2 36

Comparative transcriEt profiling of resistant and susceptible peanut post-harvest seeds in response to
aflatoxin production by Aspergillus flavus. BMC Plant Biology, 2016, 16, 54.

Deep-sequencing transcriptome analysis of field-grown Medicago sativa L. crown buds acclimated to

freezing stress. Functional and Integrative Genomics, 2016, 16, 495-511. L4 28

Transcriptomes of eight Arabidopsis thaliana accessions reveal core conserved, genotype- and
organ-specific responses to flooding stress. Plant Physiology, 2016, 172, pp.00472.2016.

A Symmetric Length-Aware Enrichment Test. Journal of Computational Biology, 2016, 23, 508-525. 0.8 1

<i>OsSIDP366<[i>, a DUF1644 gene, positively regulates responses to drought and salt stresses in rice.
Journal of Integrative Plant Biology, 2016, 58, 492-502.

AlgU Controls Expression of Virulence Genes in Pseudomonas syringae pv. tomato DC3000. Journal of 10 a7
Bacteriology, 2016, 198, 2330-2344. :

Symbiosis with an endobacterium increases the fitness of a mycorrhizal fungus, raising its
bioenergetic potential. ISME Journal, 2016, 10, 130-144.

The<i>fruRBA<[i>Operon Is Necessary for Group A Streptococcal Growth in Fructose and for
Resistance to Neutrophil Killing during Growth in Whole Human Blood. Infection and Immunity, 2016, 1.0 23
84, 1016-1031.

De novo comparative transcriptome analysis provides new insights into sucrose induced somatic
embryogenesis in camphor tree (Cinnamomum camphora L.). BMC Genomics, 2016, 17, 26.

H)(/jpoxic preconditioning protects photoreceptors against light damage independently of hypoxia
in

ucible transcription factors in rods. Experimental Eye Research, 2016, 146, 60-71. 12 21

De novo transcriptome analysis of Thitarodes jiachaensis before and after infection by the caterpillar

fungus, Ophiocordyceps sinensis. Gene, 2016, 580, 96-103.




473

475

477

479

481

483

485

487

489

28

CITATION REPORT

ARTICLE IF CITATIONS

Quantitative developmental transcriptomes of the Mediterranean sea urchin Paracentrotus lividus. 0.4 23
Marine Genomics, 2016, 25, 89-94. :

DNA Methylation Profiling in Inflammatory Bowel Disease Provides New Insights into Disease

Pathogenesis. Journal of Crohn's and Colitis, 2016, 10, 77-86.

Global Transcriptional Profiling of Diapause and Climatic Adaptation in<i>Drosophila

melanogaster</i>. Molecular Biology and Evolution, 2016, 33, 707-720. 3.5 59

<i>SLTAB2<[i>is the paramutated<i>SULFUREA< [i>locus in tomato. Journal of Experimental Botany,
2016, 67, 2655-2664.

CTCF-mediated chromatin loops enclose inducible gene regulatory domains. BMC Genomics, 2016, 17, 12 58
252. :

GOexpress: an R/Bioconductor package for the identification and visualisation of robust gene
ontology signatures through supervised learning of gene expression data. BMC Bioinformatics, 2016,
17,126

Expansion of antisense IncRNA transcriptomes in budding yeast species since the loss of RNAI. Nature

Structural and Molecular Biology, 2016, 23, 450-455. 3.6 19

Genome-wide transcriptome analysis in the ovaries of two goats identifies differentially expressed
genes related to fecundity. Gene, 2016, 582, 69-76.

A survey of best practices for RNA-seq data analysis. Genome Biology, 2016, 17, 13. 3.8 1,898

Evidence for maternal control of seed size in maize from phenotypic and transcriptional analysis.
Journal of Experimental Botany, 2016, 67, 1907-1917.

Systematic Identification of Long Noncoding RNAs in Immature and Mature Porcine Testes1. Biology of

Reproduction, 2016, 94, 77. 1.2 126

Research Resource: Hormones, Genes, and Athleticism: Effect of Androgens on the Avian Muscular
Transcriptome. Molecular Endocrinology, 2016, 30, 254-271.

Strong Maternal Effects on Gene Expression in<i>Arabidopsis lyrata</i>Hybrids. Molecular Biology

and Evolution, 2016, 33, 984-994, 3.5 22

Identification and characterization of microRNAs in Eucheuma denticulatum by high-throughput
sequencing and bioinformatics analysis. RNA Biology, 2016, 13, 343-352.

RNA-Enrich: a cut-off free functional enrichment testing method for RNA-seq with improved detection

power. Bioinformatics, 2016, 32, 1100-1102. 18 48

RNA-Seqg-Based Transcriptome Analysis of Changes in Gene Expression Linked to Human Pregnancy
Outcome After In Vitro Fertilizationd€“Embryo Transfer. Reproductive Sciences, 2016, 23, 134-145.

missMethyl: an R package for analyzing data from Illuminad€™s HumanMethylation450 platform. 18 573
Bioinformatics, 2016, 32, 286-288. :

Membrane gene ontology bias in sequencing and microarray obtained by housekeeping-gene analysis.

Gene, 2016, 575, 559-566.




491

493

495

497

499

501

503

505

507

29

CITATION REPORT

ARTICLE IF CITATIONS

Interferon Kappa Inhibits Human Papillomavirus 31 Transcription by Inducing Sp100 Proteins. Journal of 15 42
Virology, 2016, 90, 694-704. :

The blue-light receptor CmWC-1 mediates fruit body development and secondary metabolism in

Cordyceps militaris. Applied Microbiology and Biotechnology, 2016, 100, 743-755.

Identification of vitamin D3 target genes in human breast cancer tissue. Journal of Steroid

Biochemistry and Molecular Biology, 2016, 164, 90-97. 12 23

Gene set analysis approaches for RNA-seq data: performance evaluation and application guideline.
Briefings in Bioinformatics, 2016, 17, 393-407.

Elevated <scp>CO«</[scp><sub>2<[sub> improves lipid accumulation by increasing carbon metabolism in

<i>Chlorella sorokiniana</i>. Plant Biotechnology Journal, 2016, 14, 557-566. 41 72

Transgenerational transmission and modification of pathological traits induced by prenatal immune
activation. Molecular Psychiatry, 2017, 22, 102-112.

Serotonin receptor 2C regulates neurite growth and is necessary for normal retinal processing of

visual information. Developmental Neurobiology, 2017, 77, 419-437. L5 19

A Tissue-Mapped Axolotl De Novo Transcriptome Enables Identification of Limb Regeneration Factors.
Cell Reports, 2017, 18, 762-776.

Comparative RNA-seq based transcriptomic analysis of bud dormancy in grape. BMC Plant Biology, 2017, 16 87
17,18. )

The Transcriptional Regulator CpsY Is Important for Innate Immune Evasion in Streptococcus
pyogenes. Infection and Immunity, 2017, 85, .

Whole transcriptome analysis of three leaf stages in two cultivars and one of their F1 hybrid of

Camellia sinensis L. with differing EGCG content. Tree Genetics and Genomes, 2017, 13, 1. 0.6 10

Molecular Profiles of Contrasting Shade Response Strategies in Wild Plants: Differential Control of
Immunity and Shoot Elongation. Plant Cell, 2017, 29, 331-344.

Genome-wide analysis of differential transcriptional and epigenetic variability across human immune

cell types. Genome Biology, 2017, 18, 18. 3.8 97

De novo assembly, annotation, and characterization of the whole brain transcriptome of male and
female Syrian hamsters. Scientific Reports, 2017, 7, 40472.

Divergent functional isoforms drive niche specialisation for nutrient acquisition and use in rumen

microbiome. ISME Journal, 2017, 11, 932-944. 44 70

Mutant U2AF1-expressing cells are sensitive to pharmacological modulation of the spliceosome.
Nature Communications, 2017, 8, 14060.

Evolutionary genomics of the cold-adapted diatom Fragilariopsis cylindrus. Nature, 2017, 541, 536-540. 13.7 332

Improvement of Nannochloropsis oceanica growth performance through chemical mutation and

characterization of fast growth physiology by transcriptome profiling. Chinese Journal of
Oceanology and Limnology, 2017, 35, 792-802.




509

511

513

515

517

519

521

523

525

30

CITATION REPORT

ARTICLE IF CITATIONS
Identification of Brassinosteroid Target Genes by Chromatin Immunoprecipitation Followed by

High-Throughput Sequencing (ChIP-seq) and RNA-Sequencing. Methods in Molecular Biology, 2017, 0.4 10

1564, 63-79.

Transcriptome sequencing and development of novel genic SSR markers for Dendrobium officinale.

Molecular Breeding, 2017, 37, 1.

Transcriptomic analysis reveals differential activation of microglial genes after ischemic stroke in 11 23
mice. Neuroscience, 2017, 348, 212-227. :

Plasticity in gene transcription explains the differential performance of two invasive fish species.
Evolutionary Applications, 2017, 10, 563-576.

RNA sequencing analysis of transcriptional change in the freshwater mussel <i>Elliptio
complanata</i> after environmentally relevant sodium chloride exposure. Environmental Toxicology 2.2 15
and Chemistry, 2017, 36, 2352-2366.

Comparative RNA-seq analysis of transcriptome dynamics during petal development in Rosa chinensis.
Scientific Reports, 2017, 7, 43382.

Transcriptome of the floral transition in Rosa chinensis 8€70ld Blushd€™. BMC Genomics, 2017, 18, 199. 1.2 36

Screening and evaluating of long noncoding RNAs in the puberty of goats. BMC Genomics, 2017, 18, 164.

Transcriptional analysis of defense mechanisms in upland tetraploid switchgrass to greenbugs. BMC 16 53
Plant Biology, 2017, 17, 46. )

Vitamin D receptor as a target for breast cancer therapy. Endocrine-Related Cancer, 2017, 24, 181-195.

Canonical and cellular pathways timing gamete release in <i>Acropora digitifera,</i> Okinawa, Japan. 2.0 04
Molecular Ecology, 2017, 26, 2698-2710. :

Transcriptomic dynamics of breast cancer progression in the MMTV-PyMT mouse model. BMC
Genomics, 2017, 18, 185.

Loggerhead sea turtle embryos (<i>Caretta caretta</i>) regulate expression of stress response and
developmental genes when exposed to a biologically realistic heat stress. Molecular Ecology, 2017, 26, 2.0 39
2978-2992.

Characterization of microRNAs in orange-spotted grouper ( Epinephelus coioides ) fin cells upon
red-spotted grouper nervous necrosis virus infection. Fish and Shellfish Immunology, 2017, 63,
228-236.

Global Gene Expression Patterns and Somatic Mutations in Sporadic Intracranial Aneurysms. World o7 6
Neurosurgery, 2017, 100, 15-21. :

Exploring single nucleotide polymorphism (SNP), microsatellite (SSR) and differentially expressed
genes in the jellyfish (Rhopilema esculentum) by transcriptome sequencing. Marine Genomics, 2017, 34,
31-37.

Laser capture microdissection enables transcriptomic analysis of dividing and quiescent liver stages

of<i>Plasmodiumc</i>relapsing species. Cellular Microbiology, 2017, 19, e12735. 11 [

Transcriptome analysis of Ruditapes philippinarum hepatopancreas provides insights into immune

signaling pathways under Vibrio anguillarum infection. Fish and Shellfish Inmunology, 2017, 64, 14-23.




527

529

531

533

535

537

539

541

543

31

CITATION REPORT

ARTICLE IF CITATIONS

Identification and characterization of long non-coding RNAs in response to early infection by
Melampsora larici-populina using genome-wide high-throughput RNA sequencing. Tree Genetics and 0.6 16
Genomes, 2017, 13, 1.

Identification of quiescent and spatially restricted mammary stem cells that are hormone responsive.

Nature Cell Biology, 2017, 19, 164-176.

Inhibition of Hematopoietic Cell Kinase Activity Suppresses Myeloid Cell-Mediated Colon Cancer 77 57
Progression. Cancer Cell, 2017, 31, 563-575.e5. )

Uncoupling of oxidative stress resistance and lifespan in long-lived isp-1 mitochondrial mutants in
Caenorhabditis elegans. Free Radical Biology and Medicine, 2017, 108, 362-373.

Genome-wide identification and functional prediction of cold and/or drought-responsive IncRNAs in 16 126
cassava. Scientific Reports, 2017, 7, 45981. :

Identification of Biomarkers for Schistosoma-Associated Pulmonary Arterial Hypertension Based on
RNA-Seq Data of Mouse Whole Lung Tissues. Lung, 2017, 195, 377-385.

Network module-based model in the differential expression analysis for RNA-seq. Bioinformatics, 2017, L8 5
33,2699-2705. ’

Transcriptome analyses of differential gene expression in the bursa of Fabricius between Silky Fowl!
and White Leghorn. Scientific Reports, 2017, 7, 45959.

Transcriptome comparison reveals insights into muscle response to hypoxia in blunt snout bream () Tj ETQq0 0 0 rgB] /Overlgah 10Tf5

Transcriptome Analyses of Two Citrus Cultivars (Shiranuhi and Huangguogan) in Seedling Etiolation.
Scientific Reports, 2017, 7, 46245.

WGCNA Application to Proteomic and Metabolomic Data Analysis. Methods in Enzymology, 2017, 585,
135-158. o4 244

Transcriptomic changes in an animal-bacterial symbiosis under modeled microgravity conditions.
Scientific Reports, 2017, 7, 46318.

Wolbachia -induced loss of male fertility is likely related to branch chain amino acid biosynthesis and

iLVE in Laodelphax striatellus. Insect Biochemistry and Molecular Biology, 2017, 85, 11-20. 1.2 33

<i>N<[i>a€acylhomoserine lactonea€regulation of genes mediating motility and pathogenicity in
<i>Pseudomonas syringae«</i> pathovar <i>tabaci<[i> 11528. MicrobiologyOpen, 2017, 6, €00440.

Identification and characterization of miRNAs in two closely related C4 and C3 species of Cleome by

high-throughput sequencing. Scientific Reports, 2017, 7, 46552. 16 4

Epigenome-wide association study of DNA methylation in panic disorder. Clinical Epigenetics, 2017, 9, 6.

Domestication rewired gene expression and nucleotide diversity patterns in tomato. Plant Journal, 0.8 34
2017,91, 631-645. :

Comparative transcript profiling of fertile and sterile flower buds from multiple-allele-inherited

male sterility in Chinese cabbage (Brassica campestris L. ssp. peRinensis). Molecular Genetics and
Genomics, 2017, 292, 967-990.




545

547

549

551

5563

5565

557

5569

561

32

CITATION REPORT

ARTICLE IF CITATIONS

A TRIM insertion in the promoter of Ms2 causes male sterility in wheat. Nature Communications, 2017,
8, 15407.

5.8 79

Transcriptomic analysis of porcine PBMCs in response to FMDV infection. Acta Tropica, 2017, 173, 69-75.

<i>Trichoderma harzianum</i> enhances tomato indirect defense against aphids. Insect Science, 2017,

24,1025-1033. 1.5 69

Unveiling differentially expressed genes upon regulation of transcription factors in sepsis. 3 Biotech,
2017, 7, 46.

FGF-dependent metabolic control of vascular development. Nature, 2017, 545, 224-228. 13.7 256

Response of peanut Arachis hypogaea roots to the presence of beneficial and pathogenic fungi by
transcriptome analysis. Scientific Reports, 2017, 7, 964.

A peripheral epigenetic signature of immune system genes is linked to neocortical thickness and

memory. Nature Communications, 2017, 8, 15193. 58 32

Splicing factor 1 modulates dietary restriction and TORC1 pathway longevity in C. elegans. Nature,
2017, 541, 102-106.

Transcriptome analysis of drought-responsive genes regulated by hydrogen sulfide in wheat (Triticum) Tj ETQq0 O QrgBT /nggoch 10T

Mitochondria-Associated Apoptosis in Human Melanoma Cells Induced by Cardanol Monoene from
Cashew Nut Shell Liquid. Journal of Agricultural and Food Chemistry, 2017, 65, 5620-5631.

Lipid production in Nannochloropsis gaditana is doubled by decreasing expression of a single

transcriptional regulator. Nature Biotechnology, 2017, 35, 647-652. o4 349

Comparative morphology and transcriptome analysis reveals distinct functions of the primary and
secondary laticifer cells in the rubber tree. Scientific Reports, 2017, 7, 3126.

Understanding the mechanisms of dormancy in an invasive alien Sycamore lace bug, Corythucha ciliata

through transcript and metabolite profiling. Scientific Reports, 2017, 7, 2631. 1.6 81

Bioinformatic analysis of bacteria and host cell dual RNA-sequencing experiments. Briefings in
Bioinformatics, 2018, 19, 1115-1129.

Increased temperature and CO?2 alleviate photoinhibition in Desmarestia anceps: from transcriptomics

to carbon utilization. Journal of Experimental Botany, 2017, 68, 3971-3984. 24 30

Biphasic Metabolism and Host Interaction of a Chlamydial Symbiont. MSystems, 2017, 2, .

Gene dispersion is the key determinant of the read count bias in differential expression analysis of

RNA-seq data. BMC Genomics, 2017, 18, 408. 1.2 21

LIN-41 and OMA Ribonucleoprotein Complexes Mediate a Translational Repression-to-Activation Switch

Controlling Oocyte Meiotic Maturation and the Oocyte-to-Embryo Transition in <i>Caenorhabditis
elegans«<[i>. Genetics, 2017, 206, 2007-2039.




563

565

567

569

571

573

575

577

579

33

CITATION REPORT

ARTICLE IF CITATIONS

Metformin alters the gut microbiome of individuals with treatment-naive type 2 diabetes, contributing

to the therapeutic effects of the drug. Nature Medicine, 2017, 23, 850-858. 15.2 1,165

Comparative transcriptome analysis of Rimicaris sp. reveals novel molecular features associated with

survival in deep-sea hydrothermal vent. Scientific Reports, 2017, 7, 2000.

Nascent RNA sequencing reveals mechanisms of gene regulation in the human malaria parasite

Plasmodium falciparum. Nucleic Acids Research, 2017, 45, 7825-7840. 6.5 70

Tin protoporphyrin activates the oxidant-dependent NRF2-cytoprotective pathway and mitigates acute
Ridney injury. Translational Research, 2017, 186, 1-18.

Rapid radiations of both kiwifruit hybrid lineages and their parents shed light on a twoa€layer mode of

species diversification. New Phytologist, 2017, 215, 877-890. 35 52

Comparative transcriptomics provide insight into the morphogenesis and evolution of fistular leaves
in Allium. BMC Genomics, 2017, 18, 60.

De novo assembly and anal?/sis of the Pugionium cornutum (L.) Gaertn. transcriptome and 10 16
identification of genes involved in the drought response. Gene, 2017, 626, 290-297. )

Comparative Transcriptomic Analysis of Race 1 and Race 4 of <i>Fusarium oxysporumc</i> f. sp.
<i>cubense«[i> Induced with Different Carbon Sources. G3: Genes, Genomes, Genetics, 2017, 7, 2125-2138.

YY1 Haploinsufficiency Causes an Intellectual Disability Syndrome Featuring Transcriptional and

Chromatin Dysfunction. American Journal of Human Genetics, 2017, 100, 907-925. 2.6 125

Triterpenoid biosynthesis and the transcriptional response elicited by nitric oxide in submerged
fermenting Ganoderma lucidum. Process Biochemistry, 2017, 60, 19-26.

Gut Transcriptome Analysis Shows Different Food Utilization Efficiency by the Grasshopper

Oedaleous asiaticus (Orthoptera: Acrididae). Journal of Economic Entomology, 2017, 110, 1831-1840. 0.8 1

Early and late gene expression profiles of the ovine mucosa in response to Haemonchus contortus
infection employing lllumina RNA-seq technology. Parasitology International, 2017, 66, 681-692.

Transcriptome analysis of the immune reaction of the pearl oyster Pinctada fucata to xenograft from 16 29
Pinctada maxima. Fish and Shellfish Immunology, 2017, 67, 331-345. )

Immunomodulatory Activity of <i>Ganoderma atrum</i> Polysaccharide on Purified T Lymphocytes
through Ca<sup>2+</[sup>/CaN and Mitogen-Activated Protein Kinase Pathway Based on RNA
Sequencing. Journal of Agricultural and Food Chemistry, 2017, 65, 5306-5315.

Microglia-dependent synapse loss in type | interferon-mediated lupus. Nature, 2017, 546, 539-543. 13.7 173

Whole transcriptome expression of trigeminal ganglia compared to dorsal root ganglia in Rattus
Norvegicus. Neuroscience, 2017, 350, 169-179.

An RNA-Seq transcriptome analysis revealing novel insights into aluminum tolerance and

accumulation in tea plant. Planta, 2017, 246, 91-103. L6 47

Comprehensive analysis of differentially expressed genes under salt stress in pear (Pyrus betulaefolia)

using RNA-Seq. Plant Growth Regulation, 2017, 82, 409-420.




581

583

585

587

589

591

593

595

597

34

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide DNA methylation profiles reveal novel candidate genes associated with meat quality at

different age stages in hens. Scientific Reports, 2017, 7, 45564. 1.6 61

Genome-wide analysis of DNA methylation profiles in a senescence-accelerated mouse prone 8 brain

using whole-genome bisulfite sequencing. Bioinformatics, 2017, 33, 1591-1595.

Aberrant DNA Methylation in Human iPSCs Associates with MYC-Binding Motifs in a Clone-Specific 5.9 33
Manner Independent of Genetics. Cell Stem Cell, 2017, 20, 505-517.e6. :

Transcriptome analysis of the effects of chitosan on the hyperlipidemia and oxidative stress in
high-fat diet fed mice. International Journal of Biological Macromolecules, 2017, 102, 104-110.

The Transcriptome of<i>Leishmania major</i>Developmental Stages in Their Natural Sand Fly Vector. 18 86
MBio, 2017, 8, . :

Transcriptome analysis provides insights into hepatic responses to moderate heat stress in the
rainbow trout (Oncorhynchus mykiss). Gene, 2017, 619, 1-9.

Transcriptome Analysis of Genes Involved in Dendrobine Biosynthesis in Dendrobium nobile Lindl.

Infected with Mycorrhizal Fungus MF23 (Mycena sp.). Scientific Reports, 2017, 7, 316. 1.6 64

Apc inactivation, but not obesity, synergizes with Pten deficiency to drive intestinal stem cell-derived
tumorigenesis. Endocrine-Related Cancer, 2017, 24, 253-265.

RNA-seq analysis reveals a key role of brassinolide-regulated pathways in NaCl-stressed cotton. 19 5
Biologia Plantarum, 2017, 61, 667-674. ’

An integrated analysis based on transcriptome and proteome reveals deastringency-related genes in
CPCNA persimmon. Scientific Reports, 2017, 7, 44671.

Mitochondrial genotype and phenotypic plasticity of gene expression in response to cold acclimation 2.0 39
in Rillifish. Molecular Ecology, 2017, 26, 814-830. :

Analysis of Transcriptional Variability in a Large Human iPSC Library Reveals Genetic and Non-genetic
Determinants of Heterogeneity. Cell Stem Cell, 2017, 20, 518-532.e9.

RNA-seq analysis of unintended effects in transgenic wheat overexpressing the transcription factor 9.3 18
GmDREBL. Crop Journal, 2017, 5, 207-218. :

Transcriptome profiling of the developing male germ line identifies the miR-29 family as a global
regulator during meiosis. RNA Biology, 2017, 14, 219-235.

Pathway-based genome-wide association analysis of milk coagulation properties, curd firmness, cheese

yield, and curd nutrient recovery in dairy cattle. Journal of Dairy Science, 2017, 100, 1223-1231. L4 32

Redeploring [2-Lactam Antibiotics as a Novel Antivirulence Strategy for the Treatment of
Methicillin-Resistant<i>Staphylococcus aureus</i> Infections. Journal of Infectious Diseases, 2017, 215,
80-87.

Gogadget: An R Package for Interpretation and Visualization of GO Enrichment Results. Molecular 14 31
Informatics, 2017, 36, 1600132. )

Comparative transcriptome analysis reveals host-associated differentiation in Chilo suppressalis

(Lepidoptera: Crambidae). Scientific Reports, 2017, 7, 13778.




599

601

603

605

607

609

611

613

615

35

CITATION REPORT

ARTICLE IF CITATIONS

Histone H1 depletion triggers an interferon response in cancer cells via activation of

heterochromatic repeats. Nucleic Acids Research, 2017, 45, 11622-11642. 65 46

A neuroprotective astrocyte state is induced by neuronal signal EphB1 but fails in ALS models. Nature

Communications, 2017, 8, 1164.

N6-methyladenosine demethylase FTO targets pre-mRNAs and regulates alternative splicing and 3a€2-end

processing. Nucleic Acids Research, 2017, 45, 11356-11370. 6.5 337

Severe DCM phenotype of patient harboring RBM20 mutation S635A can be modeled by patient-specific
induced pluripotent stem cell-derived cardiomyocytes. Journal of Molecular and Cellular Cardiology,
2017,113,9-21.

Comparative Transcriptome Analysis of Mink (Neovison vison) Skin Reveals the Key Genes Involved in

the Melanogenesis of Black and White Coat Colour. Scientific Reports, 2017, 7, 12461. L6 31

Insights into beta cell regeneration for diabetes via integration of molecular landscapes in human
insulinomas. Nature Communications, 2017, 8, 767.

Integrating transcriptome and microRNA analysis identifies genes and microRNAs for AHO-induced

systemic acquired resistance in N. tabacum. Scientific Reports, 2017, 7, 12504. 1.6 36

The E3 Ligase TaSAP5 Alters Drought Stress Responses by Promoting the Degradation of DRIP Proteins.
Plant Physiology, 2017, 175, 1878-1892.

Persistent and plastic effects of temperature on DNA methylation across the genome of threespine
stickleback ( <i>Gasterosteus aculeatus</i> ). Proceedings of the Royal Society B: Biological Sciences, 1.2 88
2017, 284,20171667.

Cytological Assessments and Transcriptome Profiling Demonstrate that Evodiamine Inhibits Growth
and Induces Apoptosis in a Renal Carcinoma Cell Line. Scientific Reports, 2017, 7, 12572.

Elucidation of the molecular responses to waterlogging in Sesbania cannabina roots by

transcriptome profiling. Scientific Reports, 2017, 7, 9256. 1.6 29

Transcriptomic analysis of Bama pig's liver in various nutritional states reveals a metabolic difference
of fatty acids. Food and Function, 2017, 8, 3480-3490.

Transcriptome Profiling of<i>Clematis apiifolia</i>: Insights into Heat-Stress Responses. DNA and Cell 0.9 19
Biology, 2017, 36, 938-946. ’

RNA sequencing indicates that atrazine induces multiple detoxification genes in Daphnia magna and
this is a potential source of its mixture interactions with other chemicals. Chemosphere, 2017, 189,
699-708.

Bi-directional and shared epigenomic signatures following proton and 56Fe irradiation. Scientific 16 36
Reports, 2017, 7, 10227. :

The effect of insecticide synergist treatment on genome-wide gene expression in a polyphagous pest.
Scientific Reports, 2017, 7, 13440.

Transcriptome analysis of Meloidogyne incognita encumbered by Pasteuria penetrans endospores

provides new insights intoAbacteria and nematode interaction. Nematology, 2017, 19, 839-851. 0.2 2

Gill transcriptomes reveal involvement of cytoskeleton remodeling and immune defense in ammonia

stress response in the banana shrimp Fenneropenaeus merguiensis. Fish and Shellfish Immunology,
2017,71,319-328.




617

619

621

623

625

627

629

631

633

36

CITATION REPORT

ARTICLE IF CITATIONS

Comparative transcriptomics reveal developmental turning points during embryogenesis of a

hemimetabolous insect, the damselfly Ischnura elegans. Scientific Reports, 2017, 7, 13547. L6 24

Comparative analysis between low- and high-cadmium-accumulating cultivars of Brassica

parachinensis to identify difference of cadmium-induced microRNA and their targets. Plant and Soil,
2017, 420, 223-237.

De novo transcriptomic and metabolomic analysis of docosahexaenoic acid (DHA)-producing

Crypthecodinium cohnii during fed-batch fermentation. Algal Research, 2017, 26, 380-391. 2.4 38

Transcriptional profiling of catechins biosynthesis genes during tea plant leaf development. Planta,
2017, 246, 1139-1152.

RNA-sequencing dissects the transcrili)tome of polyploid cancer cells that are resistant to combined

treatments of cisplatin with paclitaxel and docetaxel. Molecular BioSystems, 2017, 13, 2125-2134. 2.9 12

Genome-wide association and pathway-based analysis using latent variables related to milk protein
composition and cheesemaking traits in dairy cattle. Journal of Dairy Science, 2017, 100, 9085-9102.

Comprehensive epigenetic analysis of the signature genes in lung adenocarcinoma. Epigenomics, 2017, 10 16
9,1161-1173. ’

Transcriptome profiling of the Plutella xylostella (Lepidoptera: Plutellidae) ovary reveals genes
involved in oogenesis. Gene, 2017, 637, 90-99.

Characterization and Identification of a woody lesion mimic mutant Imd, showing defence response

and resistance to Alternaria alternate in birch. Scientific Reports, 2017, 7, 11308. 1.6 15

Evolutionary shifts in gene expression decoupled from gene duplication across functionally distinct
spider silk glands. Scientific Reports, 2017, 7, 8393.

Nitric Oxide Mediates Nitrite-Sensing and Acclimation and Triggers a Remodeling of Lipids. Plant 9.3 a8
Physiology, 2017, 175, 1407-1423. :

Computer Analysis of Glioma Transcriptome Profiling: Alternative Splicing Events. Journal of
Integrative Bioinformatics, 2017, 14, .

Host modification of a bacterial quorum-sensing signal induces a phenotypic switch in bacterial
symbionts. Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 3.3 69
E8488-E8497.

Deep sequencing of antennal transcriptome from Callosobruchus chinensis to characterize odorant
binding protein and chemosensory protein genes. Journal of Stored Products Research, 2017, 74, 13-21.

PP2A-B&€2 holoenzyme substrate recognition, regulation and role in cytokinesis. Cell Discovery, 2017, 3,
17027. 31 68

Transcriptome analyses suggest a novel hypothesis for whitefly adaptation to tobacco. Scientific
Reports, 2017, 7, 12102.

Comparative transcriptome analysis of fast twitch muscle and slow twitch muscle in Takifugu

rubripes. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2017, 24, 79-88. 04 4

Comparative Transcriptomic Analysis in Paddy Rice under Storage and Identification of Differentially

Regulated Genes in Response to High Temperature and Humidity. Journal of Agricultural and Food
Chemistry, 2017, 65, 8145-8153.




635

637

639

641

643

645

647

649

651

37

CITATION REPORT

ARTICLE IF CITATIONS

Sex dimorphic regulation of osteoprogenitor progesterone in bone stromal cells. Journal of 11 9
Molecular Endocrinology, 2017, 59, 351-363. )

UVa€B irradiation differentially regulates terpene synthases and terpene content of peach. Plant, Cell

and Environment, 2017, 40, 2261-2275.

Transcriptome analysis of yellow catfish (Pelteobagrus fulvidraco) liver challenged with

polyriboinosinic polyribocytidylic acid (poly I:C). Fish and Shellfish Immunology, 2017, 68, 395-403. L6 25

TLR4 and C5aR crosstalk in dendritic cells induces a core regulatory network of RSK2, PI3Ki2, SGK1, and
FOXO transcription factors. Journal of Leukocyte Biology, 2017, 102, 1035-1054.

LEC1 sequentially regulates the transcription of genes involved in diverse develoEmental processes
during seed development. Proceedings of the National Academy of Sciences of the United States of 3.3 149
America, 2017, 114, E6710-E6719.

Transcriptome analysis reveals temperature-regulated antiviral response in turbot Scophthalmus
maximus. Fish and Shellfish Immunology, 2017, 68, 359-367.

Aloose endosperm structure of wheat seed produced under low nitrogen level promotes early

germination by accelerating water uptake. Scientific Reports, 2017, 7, 3116. 1.6 26

The CINSARC signature as a prognostic marker for clinical outcome in multiple neoplasms. Scientific
Reports, 2017, 7, 5480.

Genome-wide identification and characterization of circular RNAs by high throughput sequencing in 16 108
soybean. Scientific Reports, 2017, 7, 5636. :

Taming Human Genetic Variability: TranscriFtomic Meta-Analysis Guides the Experimental Design and
Interpretation of iPSC-Based Disease Modeling. Stem Cell Reports, 2017, 8, 1784-1796.

Dual RNA&€8eq of <i>Lysobacter capsici</i> AZ78 4€“ <i>Phytophthora infestans</i> interaction shows the
implementation of attack strategies by the bacterium and unsuccessful oomycete defense responses. 1.8 30
Environmental Microbiology, 2017, 19, 4113-4125.

Diplosporous development in Boehmeria tricuspis: Insights from de novo transcriptome assembly and
comprehensive expression profiling. Scientific Reports, 2017, 7, 46043.

Molecular analysis of polysaccharide accumulation in Dendrobium nobile infected with the 17 8
mycorrhizal fungus Mycena sp.. RSC Advances, 2017, 7, 25872-25884. )

Transcriptome comparative analysis of two Camellia species reveals lipid metabolism during mature
seed natural drying. Trees - Structure and Function, 2017, 31, 1827-1848.

Genome-wide analysis of long non-coding RNAs and their role in postnatal porcine testis development. 13 48
Genomics, 2017, 109, 446-456. :

ChAMP: updated methylation analysis pipeline for Illumina BeadChips. Bioinformatics, 2017, 33,
3982-3984.

Evolutionary Dynamics of Male Reproductive Genes in the<i>Drosophila virilis</i>Subgroup. G3: 0.8 33
Genes, Genomes, Genetics, 2017, 7, 3145-3155. :

The molecular mechanisms of Monascus purpureus M9 responses to blue light based on the

transcriptome analysis. Scientific Reports, 2017, 7, 5537.




653

655

657

659

661

663

665

667

669

38

CITATION REPORT

ARTICLE IF CITATIONS

Parallel embryonic transcriptional programs evolve under distinct constraints and may enable

morphological conservation amidst adaptation. Developmental Biology, 2017, 430, 202-213. 0.9 21

SNP co-association and network analyses identify E2F3, KDM5A and BACH2 as key regulators of the

bovine milk fatty acid profile. Scientific Reports, 2017, 7, 17317.

Genome-wide DNA methylation changes associated with olfactory learning and memory in Apis 16 20
mellifera. Scientific Reports, 2017, 7, 17017. ’

Transcriptome Analysis of Two Species of Jute in Response to Polyethylene Glycol (PEG)- induced
Drought Stress. Scientific Reports, 2017, 7, 16565.

Chromatin Accessibility Dynamics during iPSC Reprogramming. Cell Stem Cell, 2017, 21, 819-833.e6. 5.2 180

Long noncoding RNAs that respond to Fusarium oxysporum infection in 4€"Cavendish&€™ banana (Musa) Tj ETQq] 10.7843]4 rgBT

Identification of novel factors enhancing recombinant protein production in multi-copy Komagataella

phaffii based on transcriptomic analysis of overexpression effects. Scientific Reports, 2017, 7, 16249. 1.6 26

Comparative ecological transcriptomics and the contribution of gene expression to the evolutionary
potential of a threatened fish. Molecular Ecology, 2017, 26, 6841-6856.

Transcriptional profiling provides new insights into the role of nitric oxide in enhancing Ganoderma

oregonense resistance to heat stress. Scientific Reports, 2017, 7, 15694. 16 82

Transcriptomic analysis of the regulation of stalk development in flowering Chinese cabbage
(Brassica campestris) by RNA sequencing. Scientific Reports, 2017, 7, 15517.

Regulation of gene expression and RNA editing in Drosophila adapting to divergent microclimates.

Nature Communications, 2017, 8, 1570. 58 43

De novo Transcriptome Sequencing of MeJA-Induced Taraxacum kRoksaghyz Rodin to Identify Genes
Related to Rubber Formation. Scientific Reports, 2017, 7, 15697.

Transcriptome analysis of the salivary glands of the grain aphid, Sitobion avenae. Scientific Reports, 16 30
2017,7,15911. ’

Transcriptome studies of granulosa cells at different stages of ovarian follicular development in
buffalo. Animal Reproduction Science, 2017, 187, 181-192.

Computational identification of microRNAs and their targets in liver cirrhosis. Oncology Letters, 0.8 5
2017, 14,7691-7698. ’

A single-cell survey of the small intestinal epithelium. Nature, 2017, 551, 333-339.

Arsenic alters transcriptional responses to Pseudomonas aeruginosa infection and decreases
antimicrobial defense of human airway epithelial cells. Toxicology and Applied Pharmacology, 2017, 1.3 18
331, 154-163.

Germline Chd8 haploinsufficiency alters brain development in mouse. Nature Neuroscience, 2017, 20,

1062-1073.




671

673

675

677

679

681

683

685

687

39

CITATION REPORT

ARTICLE IF CITATIONS

Single-point Mutation of an Histidine-aspartic Domain-containing Gene involving in Chloroplast

Ribosome Biogenesis Leads to White Fine Stripe Leaf in Rice. Scientific Reports, 2017, 7, 3298. 1.6 13

Physiological characteristics of Magnetospirillum gryphiswaldense MSR-1 that control cell growth

under high-iron and low-oxygen conditions. Scientific Reports, 2017, 7, 2800.

Identification and characterization of the Chinese giant salamander (Andrias davidianus) miRNAs by

deep sequencing and predication of their targets. 3 Biotech, 2017, 7, 235. L1 >

Disrupted prenatal RNA processing and myogenesis in congenital myotonic dystrophy. Genes and
Development, 2017, 31, 1122-1133.

Genome-Wide Sequence and Expression Analysis of the NAC Transcription Factor Family in Polyploid 0.8 59
Wheat. G3: Genes, Genomes, Genetics, 2017, 7, 3019-3029. :

High-fat high-sugar diet induces polycystic ovary syndrome in a rodent model3€. Biology of
Reproduction, 2017, 96, 551-562.

A Lipid-Anchored NAC Transcription Factor Is Translocated into the Nucleus and Activates

<i>Glyoxalase I«[i> Expression during Drought Stress. Plant Cell, 2017, 29, 1748-1772. 81 116

An epigenome-wide DNA methylation study of PTSD and depression in World Trade Center responders.
Translational Psychiatry, 2017, 7, e1158-e1158.

Verification of mutagen function of Zeocin in Nannochloropsis oceanica through transcriptome

analysis. Journal of Ocean University of China, 2017, 16, 501-508. 0.6 15

Longissimus lumborum muscle transcriptome analysis of Laiwu and Yorkshire pigs differing in
intramuscular fat content. Genes and Genomics, 2017, 39, 759-766.

Integrated analysis of transcriptome and metabolites reveals an essential role of metabolic flux in
starch accumulation under nitrogen starvation in duckweed. Biotechnology for Biofuels, 2017, 10, 6.2 42
167.

RNA-Seq transcriptomics and pathway analyses reveal potential regulatory genes and molecular
mechanisms in high- and low-residual feed intake in Nordic dairy cattle. BMC Genomics, 2017, 18, 258.

Transcriptomic profiling of two Pak Choi varieties with contrasting anthocyanin contents provides
an insight into structural and regulatory genes in anthocyanin biosynthetic pathway. BMC Genomics, 1.2 24
2017, 18, 288.

Single-base resolution methylomes of upland cotton (Gossypium hirsutum L.) reveal epigenome
modifications in response to drought stress. BMC Genomics, 2017, 18, 297.

Differentially expressed genes from RNA-Seq and functional enrichment results are affected by the
choice of single-end versus paired-end reads and stranded versus non-stranded protocols. BMC 1.2 23
Genomics, 2017, 18, 399.

RNA sequencing and transcriptome arrays analyses show opposing results for alternative splicing in
patient derived samples. BMC Genomics, 2017, 18, 443.

Gene set analysis controlling for length bias in RNA-seq experiments. BioData Mining, 2017, 10, 5. 2.2 7

Expression of Aspergillus niger CAZymes is determined by compositional changes in wheat straw

generated by hydrothermal or ionic liquid pretreatments. Biotechnology for Biofuels, 2017, 10, 35.




CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptomic responses of water buffalo liver to infection with the digenetic fluke Fasciola

689 gigantica. Parasites and Vectors, 2017, 10, 56.

1.0 28

The RNA Surveillance Factor UPF1 Represses Myogenesis via Its E3AUbiquitin Ligase Activity. Molecular

Cell, 2017, 67, 239-251.e6.

Characterization of circRNA-Associated-ceRNA Networks in a Senescence-Accelerated Mouse Prone 8

691 Brain. Molecular Therapy, 2017, 25, 2053-2061. 3.7 109

Preferential expression of IGHV and IGHD encoding antibodies with exceptionally long CDR3H and a
rapid global shift in transcriptome characterizes development of bovine neonatal immunity.
Developmental and Comparative Immunology, 2017, 67, 495-507.

Silencing of BnTT1 family genes affects seed flavonoid biosynthesis and alters seed fatty acid

693 composition in Brassica napus. Plant Science, 2017, 254, 32-47.

1.7 54

Characterization and differential expression of microRNA in skeletal muscle of Laiwu and Yorkshire
pig breeds. Genes and Genomics, 2017, 39, 173-182.

Translational profiling of retinal ganglion cell optic nerve regeneration in Xenopus laevis.

695 Developmental Biology, 2017, 426, 360-373. 0.9 20

RNA&€sequencing analysis reveals the hepatotoxic mechanism of perfluoroalkyl alternatives, HFPO2 and
HFPO4, following exposure in mice. Journal of Applied Toxicology, 2017, 37, 436-444.

<scp>SRNAome</scp> and degradome sequencing analysis reveals specific regulation of
697  <scp>sRNA</scp> in response to chilling injury in tomato fruit. Physiologia Plantarum, 2017, 160, 2.6 24
142-154.

BRD4 localization to lineage-specific enhancers is associated with a distinct transcription factor
repertoire. Nucleic Acids Research, 2017, 45, 127-141.

Genome-wide analysis and characterization of molecular evolution of the HCT gene family in pear

699 (Pyrus bretschneideri). Plant Systematics and Evolution, 2017, 303, 71-90.

0.3 23

The effect of iron dextran on the transcriptome of pig hippocampus. Genes and Genomics, 2017, 39, 1-14.

701 Analyses of effects of I+-cembratrien-diol on cell morphology and transcriptome of Valsa mali var. mali. 49 39
Food Chemistry, 2017, 214, 110-118. ’

Development of the photosynthetic apparatus of <i>Cunninghamia lanceolata</i> in light and
darkness. New Phytologist, 2017, 213, 300-313.

Differentially expressed gene analysis of Tamarix chinensis provides insights into NaCl-stress

703 response. Trees - Structure and Function, 2017, 31, 645-658.

0.9 13

RNA-sequencing of a mouse-model of spinal muscular atrophy reveals tissue-wide changes in splicing
of U12-dependent introns. Nucleic Acids Research, 2017, 45, 395-416.

Shear-induced Notch-Cx37-p27 axis arrests endothelial cell cycle to enable arterial specification.

705 Nature Communications, 2017, 8, 2149.

5.8 201

Enhanced Desiccation Tolerance in Mature Cultures of the Streptophytic Green Alga Zygnema

circumcarinatum Revealed by Transcriptomics. Plant and Cell Physiology, 2017, 58, 2067-2084.

40



707

709

711

713

715

717

719

721

723

41

CITATION REPORT

ARTICLE IF CITATIONS

Comparative transcriptome analysis and identification of candidate effectors in two related rust

species (Gymnosporangium yamadae and Gymnosporangium asiaticum). BMC Genomics, 2017, 18, 651. 1.2 20

Transcriptome analysis reveals differences in mechanisms regulating cessation of luteal function in

pregnant and non-pregnant dogs. BMC Genomics, 2017, 18, 757.

Physiological and de novo transcriptome analysis of the fermentation mechanism of Cerasus

sachalinensis roots in response to short-term waterlogging. BMC Genomics, 2017, 18, 649. 1.2 52

Transcriptomic profile of tobacco in response to Tomato zonate spot orthotospovirus infection.
Virology Journal, 2017, 14, 153.

A mouse model of MYCN-driven retinoblastoma reveals MYCN-independent tumor reemergence. 3.9 38
Journal of Clinical Investigation, 2017, 127, 888-898. :

Identification of a novel K311 ubiquitination site critical for androgen receptor transcriptional
activity. Nucleic Acids Research, 2017, 45, 1793-1804.

Characteristics of allelic gene expression in human brain cells from single-cell RNA-seq data analysis. 12 12
BMC Genomics, 2017, 18, 860. :

Analyses of mRNA Profiling through RNA Sequencing on a SAMP8 Mouse Model in Response to
Ginsenoside Rgl and Rb1 Treatment. Frontiers in Pharmacology, 2017, 8, 88.

Lower Expression of SLC27A1 Enhances Intramuscular Fat Deposition in Chicken via Down-Regulated 13 58
Fatty Acid Oxidation Mediated by CPT1A. Frontiers in Physiology, 2017, 8, 449. :

Molecular Ecological Basis of Grasshopper (Oedaleus asiaticus) Phenotypic Plasticity under
Environmental Selection. Frontiers in Physiology, 2017, 8, 770.

Transcriptome Analysis of the Cf-12-Mediated Resistance Response to Cladosporium fulvum in Tomato. 17 25
Frontiers in Plant Science, 2016, 7, 2012. :

Transcriptomic Analysis Implies That GA Regulates Sex Expression via Ethylene-Dependent and
Ethylene-Independent Pathways in Cucumber (Cucumis sativus L.). Frontiers in Plant Science, 2017, 8, 10.

Transcriptomic Analysis Reveals Mechanisms of Sterile and Fertile Flower Differentiation and

Development in Viburnum macrocephalum f. keteleeri. Frontiers in Plant Science, 2017, 8, 261. L7 30

Transcriptomic Profiling of the Maize (Zea mays L.) Leaf Response to Abiotic Stresses at the Seedling
Stage. Frontiers in Plant Science, 2017, 8, 290.

Transcriptome Analysis of the Melon-Fusarium oxysporum f. sp. melonis Race 1.2 Pathosystem in

Susceptible and Resistant Plants. Frontiers in Plant Science, 2017, 8, 362. 17 43

De novo Transcriptome Analysis of Miscanthus lutarioriparius Identifies Candidate Genes in Rhizome
Development. Frontiers in Plant Science, 2017, 8, 492.

Parsing the Regulatory Network between Small RNAs and Target Genes in Ethylene Pathway in Tomato. 17 29
Frontiers in Plant Science, 2017, 8, 527. :

A Combined Comparative Transcriptomic, Metabolomic, and Anatomical Analyses of Two Key

Domestication Traits: Pod Dehiscence and Seed Dormancy in Pea (Pisum sp.). Frontiers in Plant Science,
2017, 8, 542.




725

727

729

731

733

735

737

739

741

42

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic Identification of Drought-Related Genes and SSR Markers in Sudan Grass Based on

RNA-Seq. Frontiers in Plant Science, 2017, 8, 687. L7 14

Transcriptome Analysis of Differentially Expressed Genes Induced by Low and High Potassium Levels

Provides Insight into Fruit Sugar Metabolism of Pear. Frontiers in Plant Science, 2017, 8, 938.

Transcriptome Analysis of Genes Associated with the Artemisinin Biosynthesis by Jasmonic Acid

Treatment under the Light in Artemisia annua. Frontiers in Plant Science, 2017, 8, 971. L7 69

Transcriptional Profiling and Identification of Heat-Responsive Genes in Perennial Ryegrass by
RNA-Sequencing. Frontiers in Plant Science, 2017, 8, 1032.

Co-overexpression of the Constitutively Active Form of OsbZIP46 and ABA-Activated Protein Kinase
SAPK6 Improves Drought and Temperature Stress Resistance in Rice. Frontiers in Plant Science, 2017, 8, 17 68
1102.

Transcriptome Analysis of the Sm-Mediated Hypersensitive Response to Stemphylium lycopersici in
Tomato. Frontiers in Plant Science, 2017, 8, 1257.

Global Gene Expression Analysis Reveals Crosstalk between Response Mechanisms to Cold and

Drought Stresses in Cassava Seedlings. Frontiers in Plant Science, 2017, 8, 1259. L7 37

Transcriptome Profiling to Identify Genes Involved in Mesosulfuron-Methyl Resistance in Alopecurus
aequalis. Frontiers in Plant Science, 2017, 8, 1391.

Histological and Transcriptomic Analysis during Bulbil Formation in Lilium lancifolium. Frontiers in 17 37
Plant Science, 2017, 8, 1508. ’

Mutant Transcriptome Sequencing Provides Insights into Pod Development in Peanut (Arachis) Tj ETQql 1 0.7843 14rgBT IOﬁ/ngoch

Genome-wide comparative analysis of DNA methylation between soybean cytoplasmic male-sterile line 12 34
NJCMS5A and its maintainer NJCMS5B. BMC Genomics, 2017, 18, 596. :

Transcriptome Analysis of Male Drosophila melanogaster Exposed to Ethylparaben Using Digital Gene
Expression Profiling. Journal of Insect Science, 2017, 17, .

Characterization of mechanisms underlying degradation of sclerotia of Sclerotinia sclerotiorum by
Aspergillus aculeatus Asp-4 using a combined qRT-PCR and proteomic approach. BMC Genomics, 2017, 18, 1.2 15
674.

RNA Sequencing and Coexpression Analysis Reveal Key Genes Involved in T+-Linolenic Acid Biosynthesis in
Perilla frutescens Seed. International Journal of Molecular Sciences, 2017, 18, 2433.

Transcriptional Responses of Creeping Bentgrass to 2,3-Butanediol, a Bacterial Volatile Compound 17 39
(BVC) Analogue. Molecules, 2017, 22, 1318. )

Protein Discovery: Combined Transcriptomic and Proteomic Analyses of Venom from the
Endoparasitoid Cotesia chilonis (Hymenoptera: Braconidae). Toxins, 2017, 9, 135.

Succinyl-proteome profiling of Dendrobium officinale, an important traditional Chinese orchid herb,

revealed involvement of succinylation in the glycolysis pathway. BMC Genomics, 2017, 18, 598. 1.2 87

Genome-wide analysis of DNA Methylation profiles on sheep ovaries associated with prolificacy using

whole-genome Bisulfite sequencing. BMC Genomics, 2017, 18, 759.




743

745

747

749

751

753

755

757

759

43

CITATION REPORT

ARTICLE IF CITATIONS

Salt-Stress Response Mechanisms Using de Novo Transcriptome Sequencing of Salt-Tolerant and

Sensitive Corchorus spp. Genotypes. Genes, 2017, 8, 226. 1.0 38

De Novo Transcriptome Characterization, Gene Expression Profiling and lonic Responses of Nitraria

sibirica Pall. under Salt Stress. Forests, 2017, 8, 211.

Transcriptome Characterization of the Chinese Fir (Cunninghamia lanceolata (Lamb.) Hook.) and

Expression Analysis of Candidate Phosphate Transporter Genes. Forests, 2017, 8, 420. 0.9 6

De Novo Transcriptome Sequencing in Passiflora edulis Sims to Identify Genes and Signaling Pathways
Involved in Cold Tolerance. Forests, 2017, 8, 435.

Fine Mapping and Transcriptome Analysis Reveal Candidate Genes Associated with Hybrid Lethality in 1.0 15
Cabbage (Brassica Oleracea). Genes, 2017, 8, 147. :

De Novo Assembly and Analysis of Tartary Buckwheat (Fagopyrum tataricum Garetn.) Transcriptome
Discloses Key Regulators Involved in Salt-Stress Response. Genes, 2017, 8, 255.

Sequencing and De Novo Assembly of the Toxicodendron radicans (Poison lvy) Transcriptome. Genes, 10 19
2017,8,317. )

Novel Insights into Antiviral Gene Regulation of Red Swamp Crayfish, Procambarus clarkii, Infected
with White Spot Syndrome Virus. Genes, 2017, 8, 320.

Comparative Transcriptome Analysis of Male and Female Conelets and Development of Microsatellite

Markers in Pinus bungeana, an Endemic Conifer in China. Genes, 2017, 8, 393. 1o 18

Population Dynamics and Transcriptomic Responses of Chorthippus albonemus (Orthoptera:) Tj ETQq1 1 0.784314 rgBT /Ov§rloch 14

Identification of Splicing Quantitative Trait Loci (sQTL) in Drosophila melanogaster with

Developmental Lead (Pb2+) Exposure. Frontiers in Genetics, 2017, 8, 145. 11 20

Effects of Inhibitors on the Transcriptional Profiling of Gluconobater oxydans NL71 Genes after
Biooxidation of Xylose into Xylonate. Frontiers in Microbiology, 2017, 8, 716.

Transcriptional Responses of Candida albicans to Antimicrobial Peptide MAF-1A. Frontiers in 15 36
Microbiology, 2017, 8, 894. )

Home Alone: Elimination of All but One Alternative Sigma Factor in Listeria monocytogenes Allows
Prediction of New Roles for [fB. Frontiers in Microbiology, 2017, 8, 1910.

Global Transcriptomic Changes Induced by Infection of Cucumber (Cucumis sativus L.) with Mild and

Severe Variants of Hop Stunt Viroid. Frontiers in Microbiology, 2017, 8, 2427. 1.5 62

Screening the Molecular Framework Underlying Local Dendritic mRNA Translation. Frontiers in
Molecular Neuroscience, 2017, 10, 45.

Identification of the Spinal Expression Profile of Non-coding RNAs Involved in Neuropathic Pain

Following Spared Nerve Injury by Sequence Analysis. Frontiers in Molecular Neuroscience, 2017, 10, 91. 14 129

Dysregulation of Alternative Poly-adenylation as a Potential Player in Autism Spectrum Disorder.

Frontiers in Molecular Neuroscience, 2017, 10, 279.




CITATION REPORT

# ARTICLE IF CITATIONS

761 e Role of Alternative Splicing and Differential Gene Expression in Cichlid Adaptive Radiation. 11 63
Genome Biology and Evolution, 2017, 9, 2764-2781. )

Transcriptome Analysis of Two Different Developmental Stages of <i>Paeonia lactiflora</i> Seeds.

International Journal of Genomics, 2017, 2017, 1-10.

Robust Nonnegative Matrix Factorization via Joint Graph Laplacian and Discriminative Information for

763 Identifying Differentially Expressed Genes. Complexity, 2017, 2017, 1-11.

0.9 16

Comparative RNA-Sequence Transcriptome Analysis of Phenolic Acid Metabolism in Salvia miltiorrhiza,
a Traditional Chinese Medicine Model Plant. International Journal of Genomics, 2017, 2017, 1-10.

765  |ranscriptome Sequencing Reveals Key Pathways and Genes Associated with Cisplatin Resistance in 11 39
Lung Adenocarcinoma A549 Cells. PLoS ONE, 2017, 12, e01706009. :

Transcriptomic analysis of Crassostrea sikamea A— Crassostrea angulata hybrids in response to low
salinity stress. PLoS ONE, 2017, 12, e0171483.

Transcriptomic variation of eyestalk reveals the genes and biological processes associated with

767 molting in Portunus trituberculatus. PLoS ONE, 2017, 12, e0175315. 11 29

RNA-seq approach to analysis of gene expression profiles in dark green islands and light green tissues
of Cucumber mosaic virus-infected Nicotiana tabacum. PLoS ONE, 2017, 12, e0175391.

Comparative transcriptome analysis provides insights into molecular mechanisms for parthenocarpic

769 fruit development in eggplant (Solanum melongena L.). PLoS ONE, 2017, 12, €0179491.

1.1 20

Comparative transcriptomes analysis of the wing disc between two silkworm strains with different
size of wings. PLoS ONE, 2017, 12, e0179560.

471 Transcriptomic analysis to uncover genes affecting cold resistance in the Chinese honey bee (Apis) Tj ETQq0 00 rg?’li/OverIo&E 10 Tf 5C

Understanding the molecular mechanisms underlying the effects of light intensity on flavonoid
production by RNA-seq analysis in Epimedium pseudowushanense B.L.Guo. PLoS ONE, 2017, 12, e0182348.

773 Transcriptional profiling of Toll-like receptor 2-deficient primary murine brain cells during 11 .
Toxoplasma gondii infection. PLoS ONE, 2017, 12, e0187703. )

Resolving hosta€“pathogen interactions by dual RNA-seq. PLoS Pathogens, 2017, 13, e1006033.

Comparative transcriptome profiling of virulent and non-virulent Trypanosoma cruzi underlines the

775 role of surface proteins during infection. PLoS Pathogens, 2017, 13, e1006767.

2.1 52

Comparative transcriptome profiling of a thermal resistant vs. sensitive silkworm strain in response
to high temperature under stressful humidity condition. PLoS ONE, 2017, 12, e0177641.

Drosophila TRF2 and TAF9 regulate lipid droplet size and phospholipid fatty acid composition. PLoS

777 Genetics, 2017, 13, e1006664. 15 26

De novo leaf and root transcriptome analysis to identify putative genes involved in triterpenoid

saponins biosynthesis in Hedera helix L.. PLoS ONE, 2017, 12, e0182243.

44



779

781

783

785

787

789

791

793

795

45

CITATION REPORT

ARTICLE IF CITATIONS

Comprehensive transcriptome analysis reveals distinct regulatory programs during vernalization and

floral bud development of orchardgrass (Dactylis glomerata L.). BMC Plant Biology, 2017, 17, 216. 1.6 28

Towards integrated oncogenic marker recognition through mutual informationd€based statistically

significant feature extraction: an association rule mining based study on cancer expression and
methylation profiles. Quantitative Biology, 2017, 5, 302-327.

Comparative transcriptome analysis reveals differentially expressed genes associated with sex

expression in garden asparagus (Asparagus officinalis). BMC Plant Biology, 2017, 17, 143. L6 29

Transcriptome analysis of Pseudostellaria heterophylla in response to the infection of pathogenic
Fusarium oxysporum. BMC Plant Biology, 2017, 17, 155.

Transcriptomic analysis of Pak Choi under acute ozone exposure revealed regulatory mechanism

against ozone stress. BMC Plant Biology, 2017, 17, 236. L6 19

RNA sequencing reveals candidate genes and polymorphisms related to sperm DNA integrity in testis
tissue from boars. BMC Veterinary Research, 2017, 13, 362.

Substantial contribution of genetic variation in the expression of transcription factors to

phenotypic variation revealed by eRD-GWAS. Genome Biology, 2017, 18, 192. 3.8 56

The transcription factors Hsfl and Msn2 of thermotolerant Kluyveromyces marxianus promote cell
growth and ethanol fermentation of Saccharomyces cerevisiae at high temperatures. Biotechnology
for Biofuels, 2017, 10, 289.

Differential gene expression in Anopheles stephensi following infection with drug-resistant

Plasmodium yoelii. Parasites and Vectors, 2017, 10, 401. 1o 6

Identification of differential co-expressed gene networks in early rheumatoid arthritis achievin
sustained drug-free remission after treatment with a tocilizumab-based or methotrexate-base
strategy. Arthritis Research and Therapy, 2017, 19, 170.

Transcriptomic analyses reveal clathrin-mediated endocytosis involved in symbiotic seed germination 23
of Gastrodia elata., 2017, 58, 31.

Identification of differentially expressed genes in sunflower (Helianthus annuus) leaves and roots
under drought stress by RNA sequencing. , 2017, 58, 42.

Differential gene expression in response to Fusarium oxysporum infection in resistant and susceptible

genotypes of flax (Linum usitatissimum L.). BMC Plant Biology, 2017, 17, 253. 1.6 61

Transcriptome analyses of immune tissues from three Japanese frogs (genus Rana ) reveals their utility
in characterizing major histocompatibility complex class Il. BMC Genomics, 2017, 18, 994.

Transcriptome analysis reveals plant response to colchicine treatment during on chromosome 16 17
doubling. Scientific Reports, 2017, 7, 8503. :

Gene length and detection bias in single cell RNA sequencing protocols. F1000Research, 2017, 6, 595.

Comparative transcriptomic analysis of two important life stages of Angiostrongylus cantonensis:

fifth-stage larvae and female adults. Genetics and Molecular Biology, 2017, 40, 540-549. 0.6 4

Comparative transcriptome and potential antiviral signaling pathways analysis of the gills in the red

swamp crayfish, Procambarus clarkii infected with White Spot Syndrome Virus (WSSV). Genetics and
Molecular Biology, 2017, 40, 168-180.




797

799

801

803

805

807

809

811

813

46

CITATION REPORT

ARTICLE IF CITATIONS

Comparative transcriptome analysis reveals key cadmium transport-related genes in roots of two pak

choi (Brassica rapa L. ssp. chinensis) cultivars. BMC Genomics, 2017, 18, 587. 1.2 43

Effect of short term diet restriction on gene expression in the bovine hypothalamus using next

generation RNA sequencing technology. BMC Genomics, 2017, 18, 857.

Identification of the Sex-Biased Gene Expression and Putative Sex-Associated Genes in Eucommia

ulmoides Oliver Using Comparative Transcriptome Analyses. Molecules, 2017, 22, 2255. L7 16

Single cell transcriptome profiling revealed differences in gene expression during oocyte maturation
in Haimen white goats. Genetics and Molecular Research, 2017, 16, .

T Cells in Nonlymphoid Tissues Give Rise to Lymph-Node-Resident Memory T Cells. Immunity, 2018, 48,
327-338.e5. 6.6 191

The Citrus Transcription Factor CsMADS6 Modulates Carotenoid Metabolism by Directly Regulating
Carotenogenic Genes. Plant Physiology, 2018, 176, 2657-2676.

Cooption of heat shock regulatory system for anhydrobiosis in the sleeping chironomid
<i>Polypedilum vanderplanki</i>. Proceedings of the National Academy of Sciences of the United 3.3 25
States of America, 2018, 115, E2477-E2486.

De Novo Transcriptome Assembly of Isatis indigotica at Reproductive Stages and Identification of
Candidate Genes Associated with Flowering Pathways. Journal of the American Society for
Horticultural Science, 2018, 143, 56-66.

Caloric Restriction Engages Hepatic RNA Processing Mechanisms in Rhesus Monkeys. Cell Metabolism, 79 56
2018, 27, 677-688.e5. )

RNA-Seq-based transcriptomic analysis of Saccharomyces cerevisiae during solid-state fermentation
of crushed sweet sorghum stalks. Process Biochemistry, 2018, 68, 53-63.

Gonad Transcriptome Analysis of the Pacific Oyster Crassostrea gigas Identifies Potential Genes
Regulating the Sex Determination and Differentiation Process. Marine Biotechnology, 2018, 20, 206-219.

Transcriptome analysis reveals the role of nitric oxide in Pleurotus eryngii responses to Cd2+ stress.
Chemosphere, 2018, 201, 294-302.

Comparative transcriptomic analysis of white and red Chinese bayberry ( Myrica rubra ) fruits reveals

flavonoid biosynthesis regulation. Scientia Horticulturae, 2018, 235, 9-20. L7 19

Novel Genes, Ancient Genes, and Gene Co-Option Contributed to the Genetic Basis of the Radula, a
Molluscan Innovation. Molecular Biology and Evolution, 2018, 35, 1638-1652.

Avian transcriptomics: opportunities and challenges. Journal of Ornithology, 2018, 159, 599-629. 0.5 31

PathwaySplice: an R package for unbiased pathway analysis of alternative splicing in RNA-Seq data.
Bioinformatics, 2018, 34, 3220-3222.

Similarities in temperatured€dependent gene expression plasticity across timescales in threespine 2.0 25
stickleback (<i>Gasterosteus aculeatusﬁb). Molecular Ecology, 2018, 27, 2381-2396. :

Comparison analysis of microRNAs in response to dengue virus type 2 infection between the Vero

cell-adapted strain and its source, the clinical C6/36 isolated strain. Virus Research, 2018, 250, 65-74.




815

817

819

821

823

825

827

829

831

47

CITATION REPORT

ARTICLE IF CITATIONS

CC-401 Promotes [2-Cell Replication via Pleiotropic Consequences of DYRK1A/B Inhibition. 14 48
Endocrinology, 2018, 159, 3143-3157. )

Chromatin Accessibility Dynamics during Chemical Induction of Pluripotency. Cell Stem Cell, 2018, 22,

529-542.e5.

Concurrent Host-Pathogen Transcriptional Responses in a <i>Clostridium perfringens</i> Murine

Myonecrosis Infection. MBio, 2018, 9, . 1.8 38

Activation of PhoBR under phosphatea€rich conditions reduces the virulence of <i>Xanthomonas
oryzae«<[i> pv. <i>oryzae<[i>. Molecular Plant Pathology, 2018, 19, 2066-2076.

Identification and characterization of long non-coding RNAs involved in the formation and

development of poplar adventitious roots. Industrial Crops and Products, 2018, 118, 334-346. 2.5 66

The RNA-Seg-based high resolution gene expression atlas of chickpea (<i>Cicer arietinum</i> L.) reveals
dynamic spatio-temporal changes associated with growth and development. Plant, Cell and
Environment, 2018, 41, 2209-2225.

Opposite Roles of Salicylic Acid Receptors NPR1 and NPR3/NPR4 in Transcriptional Regulation of Plant 135 510
Immunity. Cell, 2018, 173, 1454-1467.e15. )

Phylostratigraphic analysis of tumor and developmental transcriptomes reveals relationship between
oncogenesis, phylogenesis and ontogenesis. Convergent Science Physical Oncology, 2018, 4, 025002.

Methylation pattern variation between goats and rats during the onset of puberty. Reproduction in

Domestic Animals, 2018, 53, 793-800. 0.6 12

Multiple R genes and phenolic compounds synthesis involved in the durable resistance to
Phytophthora infestans in potato cv. Cooperation 88. Agri Gene, 2018, 8, 28-36.

Transcriptome analysis revealed anti-obesity effects of the Sodium Alginate in high-fat diet -induced

obese mice. International Journal of Biological Macromolecules, 2018, 115, 861-870. 3.6 39

Overexpression of OsPGIP2 confers Sclerotinia sclerotiorum resistance in Brassica napus through
increased activation of defense mechanisms. Journal of Experimental Botany, 2018, 69, 3141-3155.

Advances in molecular and genomic research to safeguard food and feed supply from aflatoxin

contamination. World Mycotoxin Journal, 2018, 11, 47-72. 0.8 21

De novo transcriptome assembly and analysis of differential gene expression following peptidoglycan
(PGN) challenge in Antheraea pernyi. International Journal of Biological Macromolecules, 2018, 112,
1199-1207.

Ezh2 promotes clock function and hematopoiesis independent of histone methyltransferase activity in 6.5 04
zebrafish. Nucleic Acids Research, 2018, 46, 3382-3399. :

DNA methylation is not involved in dietary restriction induced lifespan extension in adult
<i>Drosophila</i>. Genetical Research, 2018, 100, el.

Analysis of digital gene expression profiling in the gonad of male silkworms (Bombyx mori) under

fluoride stress. Ecotoxicology and Environmental Safety, 2018, 153, 127-134. 2.9 17

Transcriptional and splicing dysregulation in the prefrontal cortex in valproic acid rat model of

autism. Reproductive Toxicology, 2018, 77, 53-61.




CITATION REPORT

# ARTICLE IF CITATIONS

An Integrated Understanding of the Rapid Metabolic Benefits of a Carbohydrate-Restricted Diet on

833 Hepatic Steatosis in Humans. Cell Metabolism, 2018, 27, 559-571.e5.

7.2 321

SQANTI: extensive characterization of long-read transcript sequences for quality control in

fulllength transcriptome identification and quantification. Genome Research, 2018, 28, 396-411.

Genetic variation in the shape of colda€survival curves in a single fly population suggests potential for

835 selection from climate varia ility. Journal of Evolutionary Biology, 2018, 31, 543-555.

0.8 33

Transcriptomic characterization and potential marker development of contrasting sugarcane
cultivars. Scientific Reports, 2018, 8, 1683.

The Biotrophic Development of <i>Ustilago maydis</i> Studied by RNA-Seq Analysis. Plant Cell, 2018, 30,
837 300323 3.1 186

Deciphering the Link between Doubly Uniparental Inheritance of mtDNA and Sex Determination in
Bivalves: Clues from Comparative Transcriptomics. Genome Biology and Evolution, 2018, 10, 577-590.

Physiological and RNA-seq analyses provide insights into the response mechanism of the
839  Cf-10-mediated resistance to Cladosporium fulvum infection in tomato. Plant Molecular Biology, 2018, 2.0 22
96, 403-416.

The root transcriptome of Achyranthes bidentata and the identification of the genes involved in the
replanting benefit. Plant Cell Reports, 2018, 37, 611-625.

Identifying metabolic pathways for production of extracellular polymeric substances by the diatom

84l <i>Fragilariopsis cylindrus</i> inhabiting sea ice. ISME Journal, 2018, 12, 1237-1251.

4.4 43

Loss of disease tolerance during Citrobacter rodentium infection is associated with impaired
epithelial differentiation and hyperactivation of T cell responses. Scientific Reports, 2018, 8, 847.

Integration of GWAS, pathway and network analyses reveals novel mechanistic insights into the

843 synthesis of milk proteins in dairy cows. Scientific Reports, 2018, 8, 566.

1.6 39

Mining, characterization and application of transcriptome-based SSR markers in Chinese jiaotou. Plant
Genetic Resources: Characterisation and Utilisation, 2018, 16, 306-314.

Epigenome-wide association study of DNA methylation in narcolepsy: an integrated genetic and

845 epigenetic approach. Sleep, 2018, 41, .

0.6 16

Native soils with their microbiotas elicit a state of alert in tomato plants. New Phytologist, 2018, 220,
1296-1308.

Impact of mid-season sulphur deficiency on wheat nitrogen metabolism and biosynthesis of grain

847 protein. Scientific Reports, 2018, 8, 2499.

1.6 43

Transcriptome analysis of genes involved in the response of a pollinator fig wasp to volatile organic
compounds from its host figs. Acta Oecologica, 2018, 90, 91-98.

Plant-Mediated Female Transcriptomic Changes Post-Mating in a Tephritid Fruit Fly, Bactrocera tryoni.

849 Genome Biology and Evolution, 2018, 10, 94-107.

11 12

An exact test for comparing a fixed quantitative property between gene sets. Bioinformatics, 2018, 34,

971-977.

48



851

853

8565

857

859

861

863

865

867

49

CITATION REPORT

ARTICLE IF CITATIONS

Conservation, evolution, and regulation of splicing during prefrontal cortex development in humans,

chimpanzees, and macaques. Rna, 2018, 24, 585-596. L6 14

Transcriptional Response to Lactic Acid Stress in the Hybrid Yeast Zygosaccharomyces parabailii.

Applied and Environmental Microbiology, 2018, 84, .

Comparative transcriptomic analysis of shrimp hemocytes in response to acute hepatopancreas
necrosis disease (AHPND) causing Vibrio parahemolyticus infection. Fish and Shellfish Immunology, 1.6 47
2018, 74, 10-18.

MicroRNA expression profiling involved in MC-LR-induced hepatotoxicity using high-throughput
sequencing analysis. Journal of Toxicology and Environmental Health - Part A: Current Issues, 2018, 81,
89-97.

Transcriptomic analysis of topping-induced axillary shoot outgrowth in Nicotiana tabacum. Gene, 1.0 19
2018, 646, 169-180. :

Identification of key microRNAs affecting drip loss in porcine longissimus dorsi by RNA-Seq. Gene, 2018,
647,276-282.

Ultraviolet radiation significantly enhances the molecular response to dispersant and sweet crude

oil exposure in Nematostella vectensis. Marine Environmental Research, 2018, 134, 96-108. 11 17

A Non-canonical BCOR-PRC1.1 Complex Represses Differentiation Programs in Human ESCs. Cell Stem
Cell, 2018, 22, 235-251.€9.

Inte%rated analysis of transcriptomic and metabolomic data reveals critical metabolic pathways
involved in rotenoid biosynthesis in the medicinal plant Mirabilis himalaica. Molecular Genetics and 1.0 21
Genomics, 2018, 293, 635-647.

Transcriptome analysis reveals anthocyanin acts as a protectant in Begonia semperflorens under low
temperature. Acta Physiologiae Plantarum, 2018, 40, 1.

Selected microRNA-192 mutant indicates association with several function genes in bovine cells. Genes 05 o
and Genomics, 2018, 40, 361-371. :

Integrated study on comparative transcriptome and skeletal muscle function in aged rats. Mechanisms
of Ageing and Development, 2018, 169, 32-39.

Enriched expression of genes associated with autism spectrum disorders in human inhibitory

neurons. Translational Psychiatry, 2018, 8, 13. 24 52

Whole transcriptome analysis reveals potential novel mechanisms of low-level linezolid resistance in
Enterococcus faecalis. Gene, 2018, 647, 143-149.

A key structural gene, AaLDOX , is involved in anthocyanin biosynthesis in all red-fleshed kiwifruit () Tj ETQq0 0 O 2By /Overl%k 10 Tf 5

Systematic analysis of the regulatory roles of microRNAs in postnatal maturation and metergasis of
liver of breeder cocks. Scientific Reports, 2018, 8, 61.

Mechanisms for rescue of corpus luteum during pregnancy: gene expression in bovine corpus luteum
following intrauterine pulses of prostaglandins E1 and F2I+4€. Biology of Reproduction, 2018, 98, 465-479.

Transcriptomic and Metabolomic Reprogramming from Roots to Haustoria in the Parasitic Plant,

Thesium chinense. Plant and Cell Physiology, 2018, 59, 729-738.




CITATION REPORT

# ARTICLE IF CITATIONS

SmJAZ8 acts as a core repressor regulating JA-induced biosynthesis of salvianolic acids and

869 tanshinones in Salvia miltiorrhiza hairy roots. Journal of Experimental Botany, 2018, 69, 1663-1678.

2.4 80

Trio, a novel high fecundity allele: I. Transcriptome analysis of granulosa cells from carriers and

noncarriers of a major gene for bovine ovulation ratea€. Biology of Reproduction, 2018, 98, 323-334.

Comparative Transcriptome Analysis Reveals the Mechanism Underlyin%
871  3,5-Dibromo-4-Hydroxybenzoate Catabolism via a New Oxidative Decarboxylation Pathway. Applied and 1.4 19
Environmental Microbiology, 2018, 84, .

An epigenome-wide methylation study of healthy individuals with or without depressive symptoms.
Journal of Human Genetics, 2018, 63, 319-326.

Transcriptome analysis reveals differential gene expression in intramuscular adipose tissues of Jinhua

873 and Landrace pigs. Journal of Veterinary Medical Science, 2018, 80, 953-959.

0.3 21

mRNA Cap Methyltransferase, RNMT-RAM, Promotes RNA Pol Il-Dependent Transcription. Cell Reports,
2018, 23, 1530-1542.

Comparative analysis of root transcriptome profiles between drought-tolerant and susceptible wheat

875 genotypes in response to water stress. Plant Science, 2018, 272, 276-293.

1.7 73

Transcriptome profiling of lentil (Lens culinaris) through the first 24 hours of Ascochyta lentis
infection reveals key defence response genes. BMC Genomics, 2018, 19, 108.

Genome sequence of an aflatoxigenic pathogen of Argentinian peanut, Aspergillus arachidicola. BMC

877 Genomics, 2018, 19, 189. 1.2 o

Comparative transcriptome analysis of hypothalamus-regulated feed intake induced by exogenous
visfatin in chicks. BMC Genomics, 2018, 19, 249.

Effect of early calf-hood nutrition on the transcriptomic profile of subcutaneous adipose tissue in

879 Holstein-Friesian bulls. BMC Genomics, 2018, 19, 281. 12 10

Transcriptomic analysis reveals vacuolar Na+ (K+)/H+ antiporter gene contributing to growth,
development, and defense in switchgrass (Panicum virgatum L.). BMC Plant Biology, 2018, 18, 57.

Digital gene expression profiling analysis and its application in the identification of genes associated
881  with improved response to neoadjuvant chemotherapy in breast cancer. World Journal of Surgical 0.8 8
Oncology, 2018, 16, 82.

Characterization and potential role of microRNA in the Chinese dominant malaria mosquito
Anopheles sinensis (Diptera: Culicidae) throughout four different life stages. Cell and Bioscience,
2018, 8, 29.

&lti&gt;Aspergillus flavus&lt;i&gt; Secondary Metabolites: More than Just Aflatoxins. Food Safety

883 (Tokyo, Japan), 2018, 6, 7-32. 1.0 33

Genome-wide ldentification and characterization of circular RNAs in the rice blast fungus
Magnaporthe oryzae. Scientific Reports, 2018, 8, 6757.

Transcriptomic profiling of maize (Zea mays L.) seedlings in response to Pseudomonas putida stain

885 EBKV2 inoculation under drought stress. Annals of Microbiology, 2018, 68, 331-349.

11 40

Using Transcriptomics to Study Behavior. , 2018, , 267-288.

50



887

889

891

893

895

897

899

901

903

51

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic profiling of trigeminal nucleus caudalis and spinal cord dorsal horn. Brain Research, 11 5
2018, 1692, 23-33. )

Transcriptome Reveals Differentially Expressed Genes in Saccharum spontaneum GX83-10 Leaf Under

Drought Stress. Sugar Tech, 2018, 20, 756-764.

Glucose Levels Alter the Mga Virulence Regulon in the Group A Streptococcus. Scientific Reports, 16 33
2018, 8, 4971. )

The plant hormone abscisic acid regulates the growth and metabolism of endophytic fungus
Aspergillus nidulans. Scientific Reports, 2018, 8, 6504.

The miR-200b/200a/429 cluster prevents metastasis and induces dormancy in a murine claudin-low

mammary tumor cell line. Experimental Cell Research, 2018, 369, 17-26. 12 21

trans-10,cis-12 conjugated linoleic acid alters lipid metabolism of goat mammary epithelial cells by
regulation of de novo synthesis and the AMPK signaling pathway. Journal of Dairy Science, 2018, 101,
5571-5581.

Adaptation to the deep-sea throthermal vents and cold seeps: Insights from the transcriptomes of
Alvinocaris longirostris in both environments. Deep-Sea Research Part I: Oceanographic Research 0.6 20
Papers, 2018, 135, 23-33.

iSeq: Web-Based RNA-seq Data Analysis and Visualization. Methods in Molecular Biology, 2018, 1754,
167-181.

Screening for Biologically Annotated Drugs That Trigger Triacylglycerol Accumulation in the Diatom 9.3 43
<i>Phaeodactylum<[i>. Plant Physiology, 2018, 177, 532-552. :

Insight into Genes Regulating Postharvest Aflatoxin Contamination of Tetraploid Peanut from
Transcriptional Profiling. Genetics, 2018, 209, 143-156.

An ex vivo abomasal ovine model to study the immediate immune response in the context of

Haemonchus contortus larval-stage. Veterinary Parasitology, 2018, 254, 105-113. 0.7 5

An ex vivo ruminal ovine model to study the immediate immune response in the context of bacterial
lipopolysaccharide. Functional and Integrative Genomics, 2018, 18, 277-285.

Wheat miR9678 Affects Seed Germination by Generating Phased siRNAs and Modulating Abscisic 31 75
Acid/Gibberellin Signaling. Plant Cell, 2018, 30, 796-814. ’

LML1, Encoding a Conserved Eukaryotic Release Factor 1 Protein, Regulates Cell Death and Pathogen
Resistance by Forming a Conserved Complex with SPL33 in Rice. Plant and Cell Physiology, 2018, 59,
887-902.

Regulation of trichome development in tobacco by JcZFP8 , a C2H2 zinc finger protein gene from 10 17
Jatropha curcas L.. Gene, 2018, 658, 47-53. :

Transcriptomic analysis of Portunus trituberculatus reveals a critical role for WNT4 and WNT
signalling in limb regeneration. Gene, 2018, 658, 113-122.

NCoR/SMRT co-repressors cooperate with c-MYC to create an epigenetic barrier to somatic cell

reprogramming. Nature Cell Biology, 2018, 20, 400-412. 46 64

Draft %enome analysis provides insi%‘hts into the fiber yield, crude protein biosynthesis, and vegetative
of domesticated ramie (Boehmeria nivea L. Gaud). DNA Research, 2018, 25, 173-181.

growt




905

907

909

911

913

915

917

919

921

52

CITATION REPORT

ARTICLE IF CITATIONS

Genomewide analysis of the lateral organ boundaries domain gene family in <i>Eucalyptus grandis</i>
reveals members that differentially impact secondary growth. Plant Biotechnology Journal, 2018, 16, 4.1 44
124-136.

Type 2 innate lymphoid cells disrupt bronchial epithelial barrier integrity by targeting tight junctions

through IL-13 in asthmatic patients. Journal of Allergy and Clinical Immunology, 2018, 141, 300-310.e11.

<i><scp>RESISTANCE TO POWDERY MILDEW«<[scp>8.1<[i> boosts patterna€triggered immunity against

multiple pathogens in Arabidopsis and rice. Plant Biotechnology Journal, 2018, 16, 428-441. 41 39

High-throughput sequencing provides an insight into the hepatotoxicity mechanism of MC-LR in HepG2
cells. Toxin Reviews, 2018, 37, 1-10.

De novo assembly and annotation of the whole transcriptome of Sepiella maindroni. Marine

Genomics, 2018, 38, 13-16. 04 8

Smooth muscle cells of human veins show an increased response to injury at valve sites. Journal of
Vascular Surgery, 2018, 67, 1556-1570.e9.

Higha€throughput Transcriptome Sequencing Reveals the Role of Anthocyanin Metabolism in <i>Begonia

semperflorens</i> Under High Light Stress. Photochemistry and Photobiology, 2018, 94, 105-114. 1.3 19

Comparative transcriptome analysis of Apis mellifera antennae of workers performing different tasks.
Molecular Genetics and Genomics, 2018, 293, 237-248.

Comparative transcriptome analysis reveals multiple functions for Mhy1p in lipid biosynthesis in the
oleaginous yeast Yarrowia lipolytica. Biochimica Et Biophysica Acta - Molecular and Cell Biology of 1.2 30
Lipids, 2018, 1863, 81-90.

Controlling the false-discovery rate by procedures adapted to the length bias of RNA-Seq. Journal of
the Korean Statistical Society, 2018, 47, 13-23.

Mutant p53 as a therapeutic target for the treatment of triple-negative breast cancer: Preclinical

investigation with the anti-p53 drug, PK11007. Cancer Letters, 2018, 414, 99-106. 3.2 48

Similarity Measurement of Gene Using Arc Tan Function in Gene Ontology. Lecture Notes in Electrical
Engineering, 2018, , 801-808.

De novo transcriptome sequencing and identification of genes related to salt stress in Eucommia

ulmoides Oliver. Trees - Structure and Function, 2018, 32, 151-163. 0.9 10

MicroRNA expression profile in RAW264A.7 macrophage cells exposed to<i>Echinococcus
multilocularis<[i>metacestodes. Parasitology, 2018, 145, 416-423.

Hepatic transcriptome analysis of juvenile GIFT tilapia (Oreochromis niloticus), fed diets supplemented
with different concentrations of resveratrol. Ecotoxicology and Environmental Safety, 2018, 147, 2.9 27
447-454,

cDNA microarray analysis of human keratinocytes cells of patients submitted to chemoradiotherapy
and oral photobiomodulation therapy: pilot study. Lasers in Medical Science, 2018, 33, 11-18.

Metabolomics and transcriptomics reveal the toxicity of difenoconazole to the early life stages of

zebrafish (Danio rerio). Aquatic Toxicology, 2018, 194, 112-120. 19 89

A Workflow Guide to RNA-seq Analysis of Chaperone Function and Beyond. Methods in Molecular

Biology, 2018, 1709, 233-252.




923

925

927

929

931

933

935

937

939

53

CITATION REPORT

ARTICLE IF CITATIONS

Digital gene expression analysis in the gills of Ruditapes philippinarum exposed to short- and

long-term exposures of ammonia nitrogen. Aquatic Toxicology, 2018, 194, 121-131. 1.9 87

Sex determination and differentiation genes in a functional hermaphrodite scallop, Nodipecten

subnodosus. Marine Genomics, 2018, 37, 161-175.

Soldiera€biased gene expression in a subterranean termite implies functional specialization of the

defensive caste. Evolution & Development, 2018, 20, 3-16. 11 14

Characterization of a gene regulatory network underlying astringency loss in persimmon fruit.
Planta, 2018, 247, 733-743.

Transcriptome profiling of PeCRY1 transgenic Populus tomentosa. Genes and Genomics, 2018, 40,
349-359. o5 4

De novo transcriptome assembly and analysis of differential gene expression following
lipopolysaccharide challenge in Pelteobagrus fulvidraco. Fish and Shellfish Inmunology, 2018, 73,
84-91.

Integrated analysis of motif activity and gene expression changes of transcription factors. Genome 24 58
Research, 2018, 28, 243-255. ’

Orthogonality and Burdens of Heterologous AND Gate Gene Circuits in <i>E.Acoli</i>. ACS Synthetic
Biology, 2018, 7, 553-564.

Zebrafish Rfx4 controls dorsal and ventral midline formation in the neural tube. Developmental 0.8 16
Dynamics, 2018, 247, 650-659. ’

Transcriﬁtomic and proteomic feature of salt stress-regulated network in Jerusalem artichoke
(Helianthus tuberosus L.) root based on de novo assembly sequencing analysis. Planta, 2018, 247,
715-732.

Aging and neurodegeneration are associated with increased mutations in single human neurons. 6.0 496
Science, 2018, 359, 555-559. )

Gene expression differs in codominant prairie grasses under drought. Molecular Ecology Resources,
2018, 18, 334-346.

Ectopic expression of Arabidopsis broad-spectrum resistance gene RPW8.2 improves the resistance to

powdery mildew in grapevine (Vitis vinifera). Plant Science, 2018, 267, 20-31. L7 28

Signatures of selection in embryonic transcriptomes of lizards adapting in parallel to cool climate.
Evolution; International Journal of Organic Evolution, 2018, 72, 67-81.

Diluted seawater affects phytohormone receptors and maintains the protonema stage in

<i>Physcomitrella patens</i>. Plant Journal, 2018, 93, 119-130. 28 3

Transcriptome profile analysis reveals cardiotoxicity of maduramicin in primary chicken myocardial
cells. Archives of Toxicology, 2018, 92, 1267-1281.

Transcriptome analysis of gene expression patterns during embryonic development in golden

cuttlefish (Sepia esculenta). Genes and Genomics, 2018, 40, 253-263. 0.5 12

Characterization and fine mapping of qkc7.03: a major locus for kernel cracking in maize. Theoretical

and Applied Genetics, 2018, 131, 437-448.




941

943

945

947

949

951

953

955

957

54

CITATION REPORT

ARTICLE IF CITATIONS

Singled€base methylome analysis reveals dynamic epigenomic differences associated with water deficit

in apple. Plant Biotechnology Journal, 2018, 16, 672-687. 41 130

Organa€specific phytohormone synthesis in two <i>Geranium</i> species with antithetical responses to

fara€red light enrichment. Plant Direct, 2018, 2, e00066.

Identification and characteristics of muscle growth-related microRNA in the Pacific abalone, Haliotis

discus hannai. BMC Genomics, 2018, 19, 915. 12 15

A meta-analysis portal for human breast cancer transcriptomics data: BreastCancerVis. , 2018, , .

The histone deacetylase NIHDAC1 regulates both female and male fertility in the brown

planthopper,<i>Nilaparvata lugens</i>. Open Biology, 2018, 8, 180158. L5 15

Using set theory to reduce redundancy in pathway sets. BMC Bioinformatics, 2018, 19, 386.

BioRank: A Similarity Assessment Method for Single Cell Clustering. , 2018, , . 1

Transcriptome approach to understand the potential mechanisms of resistant and susceptible alfalfa
(Medicago sativa L.) cultivars in response to aphid feeding. Journal of Integrative Agriculture, 2018, 17,
2518-2527.

Transcriptomic analysis identifies differentially expressed genes (DEGs) associated with bolting and

flowering in Saposhnikovia divaricata. Chinese Journal of Natural Medicines, 2018, 16, 446-455. 07 2

A mitochondrial phosphate transporter, McPht gene, confers an acclimation regulation of the
transgenic rice to phosphorus deficiency. Journal of Integrative Agriculture, 2018, 17, 1932-1945.

Bayesian Modeling Approaches for Temporal Dynamics in RNA-seq Data. , 2018, , . 2

Unravelling transcriptome changes between two distinct maize inbred lines using RNA-seq. Journal of
Integrative Agriculture, 2018, 17, 1574-1584.

Comparative RNA-Seq analysis on the regulation of cucumber sex differentiation under different

ratios of blue and red light. , 2018, 59, 21. 14

Insights into the seasonal adaptive mechanisms of Chinese alligators (Alligator sinensis) from
transcriptomic analyses. Australian Journal of Zoology, 2018, 66, 93.

Expression profiling of IncRNAs and mRNAs reveals regulation of muscle growth in the Pacific

abalone, Haliotis discus hannai. Scientific Reports, 2018, 8, 16839. 1.6 13

Transcriptome Analysis of Long Non-Coding RNA in the Bovine Mammary Gland Following Dietary
Supplementation with Linseed Oil and Safflower Oil. International Journal of Molecular Sciences,
2018, 19, 3610.

Effect of Early Calf-Hood Nutrition on the Transcriptional Regulation of the
Hypothalamic-Pituitary-Testicular axis in Holstein-Friesian Bull Calves. Scientific Reports, 2018, 8, 1.6 19
16577.

Natural variation in a CENTRORADIALIS homolog contributed to cluster fruiting and early maturity in

cotton. BMC Plant Biology, 2018, 18, 286.




959

961

963

965

967

969

971

973

975

55

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome Analysis of the Biosynthesis of Anthocyanins in Begonia semperflorens under
Low-Temperature and High-Light Conditions. Forests, 2018, 9, 87.

0.9 7

Tamoxifen therapy in a murine model of myotubular myopathy. Nature Communications, 2018, 9, 4849.

Analysis of long non-coding RNA profiled following MC-LR-induced hepatotoxicity using
high-throughput sequencing. Journal of Toxicology and Environmental Health - Part A: Current 11 20
Issues, 2018, 81, 1165-1172.

Spen limits intestinal stem cell self-renewal. PLoS Genetics, 2018, 14, e1007773.

Genetic variants influence on the placenta regulatory landscape. PLoS Genetics, 2018, 14, e1007785. 1.5 57

Maser: one-stog platform for NGS big data from analysis to visualization. Database: the Journal of
Biological Databases and Curation, 2018, 2018, .

Insecticidal Activities of Chloramphenicol Derivatives Isolated from a Marine Alga-Derived Endophytic
Fungus, Acremonium vitellinum, against the Cotton Bollworm, Helicoverpa armigera (HA%bner) 1.7 17
(Lepidoptera: Noctuidae). Molecules, 2018, 23, 2995.

A Myogenic Double-Reporter Human Pluripotent Stem Cell Line Allows Prospective Isolation of
Skeletal Muscle Progenitors. Cell Reports, 2018, 25, 1966-1981.e4.

Increased virulence of the oral microbiome in oral squamous cell carcinoma revealed by

metatranscriptome analyses. International Journal of Oral Science, 2018, 10, 32. 3.6 88

Genome-wide transcriptome profiling and spatial expression analyses identify signals and switches of
development in tapeworms. EvoDevo, 2018, 9, 21.

Transcriptomic insights into the early host-pathogen interaction of cat intestine with Toxoplasma

gondii. Parasites and Vectors, 2018, 11, 592. Lo 9

Response of Tribolium castaneum to dietary mannitol, with remarks on its possible nutritive effects.
PLoS ONE, 2018, 13, e0207497.

Transcriptome profiling of two contrasting ornamental cabbage (Brassica oleracea var. acephala)

lines provides insights into purple and white inner leaf pigmentation. BMC Genomics, 2018, 19, 797. 1.2 27

Comparative genomics reveals the molecular determinants of rapid growth of the cyanobacterium
<i>Synechococcus elongatus<[i> UTEX 2973. Proceedings of the National Academy of Sciences of the
United States of America, 2018, 115,E11761-E11770.

High-throughput sequencing of small RNAs revealed the diversified cold-responsive pathways during

cold stress in the wild banana (Musa itinerans). BMC Plant Biology, 2018, 18, 308. 1.6 26

Transcriptome profile in bursa of Fabricius reveals potential mode for stress-influenced immune
function in chicken stress model. BMC Genomics, 2018, 19, 918.

Sensitivity to inhibition of DNA repair by Olaparib in novel oropharyngeal cancer cell lines infected

with Human Papillomavirus. PLoS ONE, 2018, 13, €0207934. 11 12

Integrated PTR-ToF-MS, GWAS and biological pathway analyses reveal the contribution of cowa€™s

genome to cheese volatilome. Scientific Reports, 2018, 8, 17002.




977

979

981

983

985

987

989

991

993

56

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome and proteome profiling reveals stress-induced expression signatures of

imiquimod-treated Tasmanian devil facial tumor disease (DFTD) cells. Oncotarget, 2018, 9, 15895-15914. 0.8 13

Circular RNA profile of breast cancer brain metastasis: identification of potential biomarkers and

therapeutic targets. Epigenomics, 2018, 10, 1619-1630.

Transgenic Rice Overexperessing a Tomato Mitochondrial Phosphate Transporter, SIMPT3;1, Promotes

Phosphate Uptake and Increases Grain Yield. Journal of Plant Biology, 2018, 61, 383-400. 0.9 7

Genome re-sequencing reveals the evolutionary history of peach fruit edibility. Nature
Communications, 2018, 9, 5404.

Analysis and correction of compositional bias in sparse sequencing count data. BMC Genomics, 2018, 12 85
19, 799. :

Mitochondrial unfolded protein response transcription factor ATFS-1 promotes longevity in a
long-lived mitochondrial mutant through activation of stress response pathways. BMC Biology, 2018,
16, 147.

A NAC transcription factor, NOR-likel, is a new positive regulator of tomato fruit ripening.

Horticulture Research, 2018, 5, 75. 2.9 152

Analyses of long non-coding RNA and mRNA profiling in the spleen of diarrheic piglets caused by
<i>Clostridium perfringens</i> type C. Peer}, 2018, 6, €5997.

Insulin signaling and reduced glucocorticoid receptor activity attenuate postprandial gene

expression in liver. PLoS Biology, 2018, 16, e2006249. 2.6 45

RNA Sequencing Provides Insights into the Regulation of Solanesol Biosynthesis in Nicotiana tabacum
Induced by Moderately High Temperature. Biomolecules, 2018, 8, 165.

Effect of Aspergillus flavus Fungal Elicitor on the Production of Terpenoid Indole Alkaloids in

Catharanthus roseus Cambial Meristematic Cells. Molecules, 2018, 23, 3276. L7 20

Dynamic transcriptomes of resistant and susceptible peach lines after infestation by green peach
aphids (Myzus persicae SAV4lzer) reveal defence responses controlled by the Rm3 locus. BMC Genomics,
2018, 19, 846.

Circular RNA Transcriptomic Analysis of Primary Human Brain Microvascular Endothelial Cells

Infected with Meningitic Escherichia coli. Molecular Therapy - Nucleic Acids, 2018, 13, 651-664. 2.3 21

Genome-wide identification and characterization of long non-coding RNAs during postnatal
development of rabbit adipose tissue. Lipids in Health and Disease, 2018, 17, 271.

Genome-Wide Profiling of Cardinium-Responsive MicroRNAs in the Exotic Whitefly, Bemisia tabaci

(Gennadius) Biotype Q. Frontiers in Physiology, 2018, 9, 1580. 13 18

Integrated QTL and eQTL Mapping Provides Insights and Candidate Genes for Fatty Acid Composition,
Flowering Time, and Growth Traits in a F2 Population of a Novel Synthetic Allopolyploid Brassica
napus. Frontiers in Plant Science, 2018, 9, 1632.

Filtered reproductive long non-coding RNAs by genome-wide analyses of goat ovary at different 19 55
estrus periods. BMC Genomics, 2018, 19, 866. :

Transcriptomic analysis reveals the effect of the exopolysaccharide of Psychrobacter sp. B-3 on gene

expression in RAW264.7 macrophage cells. Acta Oceanologica Sinica, 2018, 37, 46-53.




995

997

999

1001

1003

1005

1007

1009

1011

57

CITATION REPORT

ARTICLE IF CITATIONS

Chemical and biological transfer: Which one is responsible for the maternal transfer toxicity of a7 14
tris(1,3-dichloro-2-propyl) phosphate in zebrafish?. Environmental Pollution, 2018, 243, 1376-1382. )

Decreased number of locules and Fericarp cell layers underlie smaller and ovoid fruit in

tomatoc<i>smaller fruit</i>(<i>sf</i>) mutant. Botany, 2018, 96, 883-895.

Transcriptional profiling reveals that a MYB transcription factor MsMYB4 contributes to the salinity 11 31
stress response of alfalfa. PLoS ONE, 2018, 13, e0204033. :

A functional transcriptomic analysis in the relict marsupial <i>Dromiciops gliroides</i> reveals
adaptive regulation of protective functions during hibernation. Molecular Ecology, 2018, 27,
4489-4500.

The Transcriptomic Responses of Pinus massoniana to Drought Stress. Forests, 2018, 9, 326. 0.9 45

Evolution in chronic cold: varied loss of cellular response to heat in Antarctic notothenioid fish.
BMC Evolutionary Biology, 2018, 18, 143.

Full-length transcriptome sequences of ephemeral plant Arabidopsis pumila provides insight into gene

expression dynamics during continuous salt stress. BMC Genomics, 2018, 19, 717. 1.2 54

Large-scale transcriptome-wide association study identifies new prostate cancer risk regions. Nature
Communications, 2018, 9, 4079.

Transcriptomic insights into the blue light-induced female floral sex expression in cucumber

(Cucumis sativus L.). Scientific Reports, 2018, 8, 14261. 1.6 12

Which Genes in a Typical Intertidal Seagrass (Zostera japonica) Indicate Copper-, Lead-, and Cadmium
Pollution?. Frontiers in Plant Science, 2018, 9, 1545.

Transcriptome analysis reveals the molecular mechanisms of the defense response to gray leaf spot 12 29
disease in maize. BMC Genomics, 2018, 19, 742. :

Intestinal toxicity of deoxynivalenol is limited by supplementation with Lactobacillus plantarum JM113
and consequentially altered gut microbiota in broiler chickens. Journal of Animal Science and
Biotechnology, 2018, 9, 74.

New Insight into the Molecular Mechanism of the FUT2 Regulating Escherichia coli F18 Resistance in

Weaned Piglets. International Journal of Molecular Sciences, 2018, 19, 3301. 1.8 18

WRKY Transcription Factors Associated With NPR1-Mediated Acquired Resistance in Barley Are
Potential Resources to Improve Wheat Resistance to Puccinia triticina. Frontiers in Plant Science,
2018, 9, 1486.

Characterization of Rinase gene expression and splicing profile in prostate cancer with RNA-Seq data. 1o 6
BMC Genomics, 2018, 19, 564. :

A combined small RNA and transcriptome sequencing analysis reveal regulatory roles of miRNAs
during anther development of Upland cotton carrying cytoplasmic male sterile Gossypium harknessii
(D2) cytoplasm. BMC Plant Biology, 2018, 18, 242.

Differential Brain MicroRNA Expression Profiles After Acute and Chronic Infection of Mice With

Toxoplasma gondii Oocysts. Frontiers in Microbiology, 2018, 9, 2316. L5 42

Extremophiles as a Model of a Natural Ecosystem: Transcriptional Coordination of Genes Reveals

Distinct Selective Responses of Plants Under Climate Change Scenarios. Frontiers in Plant Science,
2018, 9, 1376.




1013

1015

1017

1019

1021

1023

1025

1027

1029

58

CITATION REPORT

ARTICLE IF CITATIONS

Lead Modulates trans- and cis-Expression Quantitative Trait Loci (eQTLs) in Drosophila melanogaster

Heads. Frontiers in Genetics, 2018, 9, 395. 11 o

Identification and characterization of circRNAs involved in the regulation of low nitrogen-promoted

root growth in hexaploid wheat. Biological Research, 2018, 51, 43.

Transcriptomic Analysis of Betula halophila in Response to Salt Stress. International Journal of 18 17
Molecular Sciences, 2018, 19, 3412. )

Effects of Nitrogen Level during Seed Production on Wheat Seed Vigor and Seedling Establishment at
the Transcriptome Level. International Journal of Molecular Sciences, 2018, 19, 3417.

Network Analysis Reveals a Role for Salicylic Acid Pathway Components in Shade Avoidance. Plant 9.3 o4
Physiology, 2018, 178, 1720-1732. :

Non-target site-based resistance to tribenuron-methyl and essential involved genes in Myosoton
aquaticum (L.). BMC Plant Biology, 2018, 18, 225.

A Population of Navigator Neurons |s Essential for Olfactory Map Formation during the Critical 2.8 28
Period. Neuron, 2018, 100, 1066-1082.e6. :

Effects of dietarf/ protein restriction followed by realimentation on growth performance and liver
transcriptome alterations of lamb. Scientific Reports, 2018, 8, 15185.

Transcriptome analysis of the genes regulating phytohormone and cellular patterning in

Lagerstroemia plant architecture. Scientific Reports, 2018, 8, 15162. 1.6 20

Lignin Involvement in Programmed Changes in Peach-Fruit Texture Indicated by Metabolite and
Transcriptome Analyses. Journal of Agricultural and Food Chemistry, 2018, 66, 12627-12640.

Single cell RNA-seq reveals profound transcriptional similarity between Barretta€™s oesophagus and

oesophageal submucosal glands. Nature Communications, 2018, 9, 4261. 58 65

Transcriptome analysis of radish sprouts hypocotyls reveals the regulatory role of hydrogen-rich
water in anthocyanin biosynthesis under UV-A. BMC Plant Biology, 2018, 18, 227.

Chd2 Is Necessary for Neural Circuit Development and Long-Term Memory. Neuron, 2018, 100, 2.8 56
1180-1193.e6. :

Circular RNA expression profile of spleen in a ClostridiumAperfringens type Ca€induced piglet model of
necrotizing enteritis. FEBS Open Bio, 2018, 8, 1722-1732.

Biochemical characterization of mtd€Pem<scp>IK</scp>, a novel toxind€antitoxin system in 13 8
<i>Mycobacterium tuberculosis</i>. FEBS Letters, 2018, 592, 4039-4050. )

Coa€expression analysis aids in the identification of genes in the cuticular wax pathway in maize. Plant
Journal, 2019, 97, 530-542.

Transcriptome analysis of extended-spectrum i2-lactamase-producing Escherichia coli and

methicillin-resistant Staphylococcus aureus exposed to cefotaxime. Scientific Reports, 2018, 8, 16076. 1.6 12

Transcriptome Profiles Reveal the Crucial Roles of Auxin and CytoRinin in the &4€ceShoot Branchinga€-of

Cremastra appendiculata. International Journal of Molecular Sciences, 2018, 19, 3354.




1031

1033

1035

1037

1039

1041

1043

1045

1047

59

CITATION REPORT

ARTICLE IF CITATIONS

T Helper Cell Cytokines Modulate Intestinal Stem Cell Renewal and Differentiation. Cell, 2018, 175, 135 388
1307-1320.e22. :

Transcriptome Comparative Analysis of Salt Stress Responsiveness in Chrysanthemum

(<i>Dendranthema grandiflorum</i>) Roots by lllumina- and Single-Molecule Real-Time-Based RNA
Sequencing. DNA and Cell Biology, 2018, 37, 1016-1030.

Imgact of Variable RNA-Sequencing Depth on Gene Expression Signatures and Target Compound
Robustness: Case Study Examining Brain Tumor (Glioma) Disease Progression. JCO Precision Oncology, 15 3
2018, 2, 1-17.

Down-Regulation of <i>hspb9</i> and <i>hspb11<[i> Contributes to Wavy Notochord in Zebrafish
Embryos Following Exposure to Polychlorinated Diphenylsulfides. Environmental Science &amp;
Technology, 2018, 52, 12829-12840.

Species groups distributed across elevational gradients reveal convergent and continuous genetic
adaptation to high elevations. Proceedings of the National Academy of Sciences of the United States 3.3 57
of America, 2018, 115, E10634-E10641.

Differential Expression Analysis of RNA-seq Reads: Overview, Taxonomy and Tools. [EEE/ACM
Transactions on Computational Biology and Bioinformatics, 2018, 17, 1-1.

Key miRNAs and target genes played roles in the development of clear cell renal cell carcinoma. 0.8 6
Cancer Biomarkers, 2018, 23, 279-290. :

Normal and Abortive Buds Transcriptomic Profiling of Broccoli ogu Cytoplasmic Male Sterile Line and
Its Maintainer. International Journal of Molecular Sciences, 2018, 19, 2501.

Transcriptomic analysis of immune-related %enes in the lipopolysaccharide-stimulated hepatopancreas

of the mudflat crab Helice tientsinensis. Fish and Shellfish Inmunology, 2018, 83, 272-282. 1.6 8

Systematic Analysis of Gene Expression Profiles Controlled by hnRNP Q and hnRNP R, Two Closely
Related Human RNA Binding Proteins Implicated in mRNA Processing Mechanisms. Frontiers in
Molecular Biosciences, 2018, 5, 79.

Detection of Highly Differentiated Genomic Regions Between Lotus (Nelumbo nucifera Gaertn.) With
Contrasting Plant Architecture and Their Functional Relevance to Plant Architecture. Frontiers in 1.7 8
Plant Science, 2018, 9, 1219.

Transcriptome analysis of Nicotiana benthamiana infected by Tobacco curly shoot virus. Virology
Journal, 2018, 15, 138.

Systematic transcriptomic analysis provides insights into lotus (Nelumbo nucifera) seed development. L8 21
Plant Growth Regulation, 2018, 86, 339-350. )

Co-activation of super-enhancer-driven CCAT1 by TP63 and SOX2 promotes squamous cancer
progression. Nature Communications, 2018, 9, 3619.

Transcriptome analysis reveals complex response of the medicinal/ornamental halophyte Iris
halophila Pall. to high environmental salinity. Ecotoxicology and Environmental Safety, 2018, 165, 2.9 19
250-260.

Aberrant splicing and defective mRNA production induced by somatic spliceosome mutations in
myelodysplasia. Nature Communications, 2018, 9, 3649.

Transcriptome assembly of Modiolus modiolus and comparative analysis with Bathymodiolus

platifrons. Acta Oceanologica Sinica, 2018, 37, 38-45. 04 1

De novo assembly and comparative transcriptome characterization of Poecilobdella javanica provide

insight into blood feeding of medicinal leeches. Molecular Omics, 2018, 14, 352-361.




1049

1051

1063

1055

1057

1059

1061

1063

1065

60

CITATION REPORT

ARTICLE IF CITATIONS

Screening of candidate gene responses to cadmium stress by RNA sequencing in oilseed rape (Brassica) Tj ETQqO 00 rgBT |Opgrlock 10

Functional signaling and gene regulatory networks between the oocyte and the surrounding

cumulus cells. BMC Genomics, 2018, 19, 351.

Transcriptome changes provide genetic insights into the effects of rearing systems on chicken

welfare and product quality. Journal of Animal Science, 2018, 96, 4552-4561. 0-2 o

Identification and characterization of microRNAs in the liver of rainbow trout in response to heat
stress by high-throughput sequencing. Gene, 2018, 679, 274-281.

Cancer expression quantitative trait loci (eQTLs) can be determined from heterogeneous tumor gene

expression data by modeling variation in tumor purity. Genome Biology, 2018, 19, 130. 3.8 27

Transcriptome Analysis of Gossypium hirsutum L. Reveals Different Mechanisms among NaCl, NaOH and
Na2CO3 Stress Tolerance. Scientific Reports, 2018, 8, 13527.

Lung morphogenesis is orchestrated through Grainyhead-like 2 (Grhl2) transcriptional programs.

Developmental Biology, 2018, 443, 1-9. 0.9 21

Genome-wide transcriptome analysis of the salt stress tolerance mechanism in Rosa chinensis. PLoS
ONE, 2018, 13, e0200938.

Global Transcriptome Analyses Reveal Differentially Expressed Genes of Six Organs and Putative Genes
Involved in (Iso)flavonoid Biosynthesis in Belamcanda chinensis. Frontiers in Plant Science, 2018, 9, 17 9
1160.

Transcriptomic Analysis of the Candidate Genes Related to Aroma Formation in Osmanthus fragrans.
Molecules, 2018, 23, 1604.

Exploring the Mechanisms of Electroacupuncture-Induced Analgesia through RNA Sequencing of the

Periaqueductal Gray. International Journal of Molecular Sciences, 2018, 19, 2. 18 53

Genetic dissection of bull fertility in <scp>US</scp> Jersey dairy cattle. Animal Genetics, 2018, 49,
393-402.

Identification of the RNA polymerase I-RNA interactome. Nucleic Acids Research, 2018, 46, 11002-11013. 6.5 19

Identification of transposons near predicted IncRNA and mRNA pools of Prunus mume using an
integrative transposable element database constructed from Rosaceae plant genomes. Molecular
Genetics and Genomics, 2018, 293, 1301-1316.

Molecular Mechanism of Modified Clay Controlling the Brown Tide Organism <i>Aureococcus
anophagefferens</i> Revealed by Transcriptome Analysis. Environmental Science &amp; Technology, 4.6 23
2018, 52, 7006-7014.

RNA-Seq and Expression Arrays: Selection Guidelines for Genome-Wide Expression Profiling. Methods
in Molecular Biology, 2018, 1783, 7-33.

Activity-dependent neuroprotective protein recruits HP1 and CHD4 to control lineage-specifying 13.7 169
genes. Nature, 2018, 557, 739-743. :

Molecular Mechanisms Preventing Senescence in Response to Prolonged Darkness in a

Desiccation-Tolerant Plant. Plant Physiology, 2018, 177, 1319-1338.




1067

1069

1071

1073

1075

1077

1079

1081

1083

61

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis reveals the genetic foundation for the dynamics of starch and lipid

production in Ettlia oleoabundans. Algal Research, 2018, 33, 142-155. 24 21

Global Transcriptomic Effects of Environmentally Relevant Concentrations of the Neonicotinoids

Clothianidin, Imidacloprid, and Thiamethoxam in the Brain of Honey Bees (<i>Apis mellifera</i>).
Environmental Science &amp; Technology, 2018, 52, 7534-7544.

Transcriptome analysis of the Yesso scallop, Patinopecten yessoensis gills in response to water

temperature fluctuations. Fish and Shellfish Immunology, 2018, 80, 133-140. 1.6 30

Genome-wide DNA methylation profile of prepubertal porcine testis. Reproduction, Fertility and
Development, 2018, 30, 349.

The novel 19q13 KRAB zinc-finger tumour suppressor ZNF382 is frequently methylated in oesophageal
squamous cell carcinoma and antagonises Wht/i2-catenin signalling. Cell Death and Disease, 2018, 9, 573.

Comparative transcriptome analysis reveals significant differences in gene expression between
appressoria and hyphae in Colletotrichum gloeosporioides. Gene, 2018, 670, 63-69.

Speciation in sympatry with ongoing secondary gene flow and a potential olfactory trigger in a 20 45
radiation of Cameroon cichlids. Molecular Ecology, 2018, 27, 4270-4288. ’

3D Culture Method for Alzheimer's Disease Modeling Reveals Interleukin-4 Rescues Ai242-Induced Loss
of Human Neural Stem Cell Plasticity. Developmental Cell, 2018, 46, 85-101.e8.

Transcriptome Analysis Reveals Dynamic Gene Expression Profiles in Porcine Alveolar Macrophages in
Response to the Chinese Highly Pathogenic Porcine Reproductive and Respiratory Syndrome Virus. 0.9 24
BioMed Research International, 2018, 2018, 1-23.

Identification and comparison of long non-conding RNA in Jinhua and Landrace pigs. Biochemical and
Biophysical Research Communications, 2018, 506, 765-771.

Integrated transcriptomics and metabolomics reveal signatures of lipid metabolism dysregulation in

HepaRC liver cells exposed to PCB 126. Archives of Toxicology, 2018, 92, 2533-2547. 1.9 48

Intraflagellar transport 46 (IFT46) is essential for trafficking IFT proteins between cilia and cytoplasm
in Paramecium. Scientific Reports, 2018, 8, 9259.

Copper-related toxicity in replicating and dormant<i>Mycobacterium tuberculosis</i>caused by

1-hydroxy-5-<i>R<[i>-pyridine-2(1<i>H«<[i>)-thiones. Metallomics, 2018, 10, 992-1002. 1.0 22

RNA-seq Reveals the Overexpression of IGSF9 in Endometrial Cancer. Journal of Oncology, 2018, 2018,
1-13.

Uncovering pseudotemporal trajectories with covariates from single cell and bulk expression data.

Nature Communications, 2018, 9, 2442. 58 80

Deep Transcriptomic Analysis of Black Rockfish (Sebastes schlegelii) Provides New Insights on
Responses to Acute Temperature Stress. Scientific Reports, 2018, 8, 9113.

Differential aginga€related changes in neurophysiology and gene expression in IB44€positive and

IB43a€negative nociceptive neurons. Aging Cell, 2018, 17, e12795. 3.0 6

Whole genome comparison of Aspergillus flavus L-morphotype strain NRRL 3357 (type) and

S-morphotype strain AF70. PLoS ONE, 2018, 13, e0199169.




1085

1087

1089

1091

1093

1095

1097

1099

1101

62

CITATION REPORT

ARTICLE IF CITATIONS

Effect of dietary energy restriction and subsequent compensatory feeding on testicular

transcriptome in developing rams. Theriogenology, 2018, 119, 198-207. 0.9 4

Digital Gene Expression Profiling Analysis of Aged Mice under Moxibustion Treatment. Evidence-based

Complementary and Alternative Medicine, 2018, 2018, 1-10.

Transcriptome analysis of leaf senescence in red clover (Trifolium pratense L.). Physiology and 14 29
Molecular Biology of Plants, 2018, 24, 753-765. )

Analysis of long non-coding RNA expression profiles using RNA sequencing in ovarian endometriosis.
Gene, 2018, 673, 140-148.

Transcriptome reveals B Iymf)hocyte apoptosis in duck embryonic bursa of Fabricius mediated by
i

mitochondrial and Fas signaling pathways. Molecular Immunology, 2018, 101, 120-129. 1.0 4

Antitumor Effect by Hydroxyapatite Nanospheres: Activation of Mitochondria-Dependent Apoptosis
and Negative Regulation of Phosphatidylinositol-3-Kinase/Protein Kinase B Pathway. ACS Nano, 2018, 12,
7838-7854.

Transcriptomic response to GABA-producing Lactobacillus plantarum CGMCC 1.2437T induced by L-MSG. 11 36
PLoS ONE, 2018, 13, e0199021. ’

Serotonin uptake is required for Racl activation in Krasd€induced acinard€tod€ductal metaplasia in the
pancreas. Journal of Pathology, 2018, 246, 352-365.

Colony-Stimulating Factor 1 Receptor (CSF1R) Regulates Microglia Density and Distribution, but Not 9.9 110
Microglia Differentiation InAVivo. Cell Reports, 2018, 24, 1203-1217.e6. :

Cucumber ovaries inhibited by dominant fruit express a dynamic developmental program, distinct from
either senescenced€edetermined or fruitd€setting ovaries. Plant Journal, 2018, 96, 651-669.

Liver transcriptome analysis reveals extensive transcriptional plasticity during acclimation to low

salinity in Cynoglossus semilaevis. BMC Genomics, 2018, 19, 464. 12 48

siRNAs regulate DNA methylation and interfere with gene and IncRNA expression in the heterozygous
polyploid switchgrass. Biotechnology for Biofuels, 2018, 11, 208.

Arevised airway epithelial hierarchy includes CFTR-expressing ionocytes. Nature, 2018, 560, 319-324. 13.7 878

Efficient pathway enrichment and network analysis of GWAS summary data using GSA-SNP2. Nucleic
Acids Research, 2018, 46, e60-e60.

Molecular mechanism of seed dormancy release induced by fluridone compared with cod

stratification in Notopterygium incisum. BMC Plant Biology, 2018, 18, 116. L6 7

Mapping and Functional Analysis of a Maize Silkless Mutant sk-A7110. Frontiers in Plant Science, 2018, 9,
1227.

Comparative Transcriptomic Profiling to Understand Pre- and Post-Ripening Hormonal Regulations

and Anthocyanin Biosynthesis in Early Ripening Apple Fruit. Molecules, 2018, 23, 1908. L7 33

Transcriptional Convergence of Oligodendrocyte Lineage Progenitors during Development.

Developmental Cell, 2018, 46, 504-517.e7.




1103

11056

1107

1109

1111

1113

1115

1117

1119

63

CITATION REPORT

ARTICLE IF CITATIONS

GFAP Mutations in Astrocytes Impair Oligodendrocyte Progenitor Proliferation and Myelination in an 5.9 o1
hiPSC Model of Alexander Disease. Cell Stem Cell, 2018, 23, 239-251.e6. )

Serine/threonine protein phosphatase 1 (PP1) controls growth and reproduction in<i>Schistosoma

japonicumc<i>. FASEB Journal, 2018, 32, 6626-6642.

Transcriptomic responses to heat stress in rainbow trout Oncorhynchus mykiss head kidney. Fish and 16 83
Shellfish Immunology, 2018, 82, 32-40. )

Establishing normal metabolism and differentiation in hepatocellular carcinoma cells by culturing in
adult human serum. Scientific Reports, 2018, 8, 11685.

Response gene to complement 32 suppresses adipose tissue thermogenic genes through inhibiting

AY3a€adrenergic receptor/mTORC1 signaling. FASEB Journal, 2018, 32, 4836-4847. 0.2 8

Alleled€specific expression and genetic determinants of transcriptomic variations in response to mild
water deficit in tomato. Plant Journal, 2018, 96, 635-650.

Genome-wide transcriptome analysis and identification of benzothiadiazole-induced genes and

pathways potentially associated with defense response in banana. BMC Genomics, 2018, 19, 454. 1.2 16

Transcriptome Reveals Long Non-coding RNAs and mRNAs Involved in Primary Wool Follicle Induction
in Carpet Sheep Fetal Skin. Frontiers in Physiology, 2018, 9, 446.

Optimization of an RNA-Seq Differential Gene Expression Analysis Depending on Biological Replicate

Number and Library Size. Frontiers in Plant Science, 2018, 9, 108. 17 75

Analysis of Extreme Phenotype Bulk Copy Number Variation (XP-CNV) Identified the Association of rp1
with Resistance to Goss's Wilt of Maize. Frontiers in Plant Science, 2018, 9, 110.

A Systems Biology Study in Tomato Fruit Reveals Correlations between the Ascorbate Pool and Genes
Involved in Ribosome Biogenesis, Translation, and the Heat-Shock Response. Frontiers in Plant Science, 17 11
2018, 9, 137.

An APETALA2 Homolog, RcAP2, Regulates the Number of Rose Petals Derived From Stamens and
Response to Temperature Fluctuations. Frontiers in Plant Science, 2018, 9, 481.

Molecular Mechanisms of Acclimatization to Phosphorus Starvation and Recovery Underlying
Full-Length Transcriptome Profiling in Barley (Hordeum vulgare L.). Frontiers in Plant Science, 2018, 9, 1.7 57
500.

Cotton rat lung transcriptome reveals host immune response to Respiratory Syncytial Virus
infection. Scientific Reports, 2018, 8, 11318.

Transcriptome Analysis of a Premature Leaf Senescence Mutant of Common Wheat (Triticum aestivum) Tj ETQqO 0,Q,rgBT /Oﬁ/grloch 10

RNA-Seq reveals novel genes and pathways involved in bovine mammary involution during the dry
period and under environmental heat stress. Scientific Reports, 2018, 8, 11096.

Comparison of transcriptomic landscapes of different lamb muscles using RNA-Seq.. PLoS ONE, 2018, 13, 11 8
e0200732. :

Genome-wide analysis of long non-coding RNAs affecting roots development at an early stage in the

rice response to cadmium stress. BMC Genomics, 2018, 19, 460.




1121

1123

1125

1127

1129

1131

1133

1135

1137

64

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis and identification of genes related to terpenoid biosynthesis in Cinnamomum 12 88
camphora. BMC Genomics, 2018, 19, 550. :

Transcriptomic analysis identifies the Rey genes involved in stamen petaloid in lotus (Nelumbo) Tj ETQq1 1 0.7843 14,rgBT /Oﬁrloch

Transcriptome and metabolome analysis reveal candidate genes and biochemicals involved in tea 11 38
geometrid defense in Camellia sinensis. PLoS ONE, 2018, 13, e0201670. :

De novo transcriptome assembly based on RNA-seq and dynamic expression of key enzyme genes in
loganin biosynthetic pathway of Cornus officinalis. Tree Genetics and Genomes, 2018, 14, 1.

Transcriptome profiling and identification of functional genes involved in H2S response in grapevine

tissue cultured plantlets. Genes and Genomics, 2018, 40, 1287-1300. 05 16

ZBTB38, a novel regulator of autophagy initiation targeted by RBICC1/FIP200 in spinal cord injury. Gene,
2018, 678, 8-16.

Growth Hormone Overexpression Disrupts Reproductive Status Through Actions on Leptin. Frontiers 15 29
in Endocrinology, 2018, 9, 131. )

Pituitary Action of E2 in Prepubertal Grass Carp: Receptor Specificity and Signal Transduction for
Luteinizing Hormone and Follicle-Stimulating Hormone Regulation. Frontiers in Endocrinology, 2018,
9, 308.

The Listeria monocytogenes Bile Stimulon under Acidic Conditions Is Characterized by Strain-Specific
Patterns and the Upregulation of Motility, Cell Wall Modification Functions, and the PrfA Regulon. 1.5 22
Frontiers in Microbiology, 2018, 9, 120.

Dicer-Like Proteins Regulate Sexual Development via the Biogenesis of Perithecium-Specific MicroRNAs
in a Plant Pathogenic Fungus Fusarium graminearum. Frontiers in Microbiology, 2018, 9, 818.

Regulation Mechanism Mediated by Trans-Encoded sSRNA Nc117 in Short Chain Alcohols Tolerance in 15 .
Synechocystis sp. PCC 6803. Frontiers in Microbiology, 2018, 9, 863. :

Comparative Transcriptome Analysis Between a Spontaneous Albino Mutant and Its Sibling Strain of
Cordyceps militaris in Response to Light Stress. Frontiers in Microbiology, 2018, 9, 1237.

Trehalose Contributes to Gamma-Linolenic Acid Accumulation in Cunninghamella echinulata Based on

de Novo Transcriptomic and Lipidomic Analyses. Frontiers in Microbiology, 2018, 9, 1296. 15 12

RNA-sequencing Analysis Identifies Genes Associated with Chilling-mediated Endodormancy Release in
Apple. Journal of the American Society for Horticultural Science, 2018, 143, 194-206.

Comparative analysis of the male inflorescence transcriptome profiles of an ms22 mutant of maize. 11 5
PLoS ONE, 2018, 13, e0199437. )

A transcriptome analysis of two apple (Malus&€ A—a€ domestica) cultivars with different flowering abilities
reveals a gene network module associated with floral transitions. Scientia Horticulturae, 2018, 239,
269-281.

The interaction between DNA methylation and long nona€eoding RNA during the onset of puberty in

goats. Reproduction in Domestic Animals, 2018, 53, 1287-1297. 0.6 5

Gene expression analysis of porcine whole blood cells infected with foot-and-mouth disease virus

using high-throughput sequencing technology. PLoS ONE, 2018, 13, e0200081.




1139

1141

1143

1145

1147

1149

1151

1153

1155

65

CITATION REPORT

ARTICLE IF CITATIONS

FUS(1-359) transgenic mice as a model of ALS: pathophysiological and molecular aspects of the

proteinopathy. Neurogenetics, 2018, 19, 189-204. 0.7 29

Genome-Wide Analysis of Long Non-Coding RNAs in Potato and Their Potential Role in Tuber Sprouting

Process. International Journal of Molecular Sciences, 2018, 19, 101.

Transcriptome Analysis of Flounder (Paralichthys olivaceus) Gill in Response to Lymphocystis Disease
Virus (LCDV) Infection: Novel Insights into Fish Defense Mechanisms. International Journal of 1.8 43
Molecular Sciences, 2018, 19, 160.

Transcriptome Analysis in Haematococcus pluvialis: Astaxanthin Induction by High Light with Acetate
and Fe2+. International Journal of Molecular Sciences, 2018, 19, 175.

Transcriptome Analysis Reveals Candidate Genes Associated with Leaf Etiolation of a Cytoplasmic Male
Sterility Line in Chinese Cabbage (Brassica Rapa L. ssp. Pekinensis). International Journal of Molecular 1.8 9
Sciences, 2018, 19, 922.

Candidate Genes for Yellow Leaf Color in Common Wheat (Triticum aestivum L.) and Major Related
Metabolic Pathways according to Transcriptome Profiling. International Journal of Molecular
Sciences, 2018, 19, 1594.

Comparative Analyses of Anatomical Structure, Phytohormone Levels, and Gene Expression Profiles
Reveal Potential Dwarfing Mechanisms in Shengyin Bamboo (Phyllostachys edulis f. tubaeformis). 1.8 19
International Journal of Molecular Sciences, 2018, 19, 1697.

Transcriptomics Analysis of the Chinese Pear Pathotype of Alternaria alternata Gives Insights into
Novel Mechanisms of HSAF Antifungal Activities. International Journal of Molecular Sciences, 2018, 19,
1841.

Comparative Transcriptome Analysis of Genes Involved in Anthocyanin Biosynthesis in Red and Green

Walnut (Juglans regia L.). Molecules, 2018, 23, 25. L7 36

Identification and Expression of miRNAs Related to Female Flower Induction in Walnut (Juglans regia) Tj ETQq1 1 0.784314 rgBT [Ov

Transcriptome analﬁsis of Cd-treated switchgrass root revealed novel transcripts and the importance 0.8 29

of HSF/HSP networR in switchgrass Cd tolerance. Plant Cell Reports, 2018, 37, 1485-1497.

Differentially expressed genes in hemocytes of Litopenaeus vannamei challenged with Vibrio
parahaemolyticus AHPND (VPAHPND) and VPAHPND toxin. Fish and Shellfish Inmunology, 2018, 81,
284-296.

A selective gut bacterial bile salt hydrolase alters host metabolism. ELife, 2018, 7, . 2.8 177

The positive effects of exogenous 5-aminolevulinic acid on the chlorophyll biosynthesis, photosystem
and calvin cycle of KentucRy bluegrass seedlings in response to osmotic stress. Environmental and
Experimental Botany, 2018, 155, 260-271.

Comparative transcriptome study of hairy and hairless tea plant (Camellia sinensis) shoots. Journal of 16 16
Plant Physiology, 2018, 229, 41-52. '

Gene expression profiles of germ-free and conventional piglets from the same litter. Scientific
Reports, 2018, 8, 10745.

Deep Sequencing-Based Transcriptome Profiling Reveals Avian Interferon-Stimulated Genes and
Provides Comprehensive Insight into Newcastle Disease Virus-Induced Host Responses. Viruses, 2018, 1.5 25
10, 162.

Genome-wide identification and characterization of mRNAs and IncRNAs involved in cold stress in the

wild banana (Musa itinerans). PLoS ONE, 2018, 13, e0200002.




1157

1159

1161

1163

1165

1167

1169

1171

1173

66

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome profile analysis identifies candidate genes for the melanin pigmentation of breast

muscle in Muchuan black-boned chicken. Poultry Science, 2018, 97, 3446-3455. L5 28

Disease-specific regulation of gene expression in a comparative analysis of juvenile idiopathic arthritis

and inflammatory bowel disease. Genome Medicine, 2018, 10, 48.

Gene profiles to characterize the combined toxicity induced by low level co-exposure of silica
nanoparticles and benzo[a]pyrene using whole genome microarrays in zebrafish embryos. 2.9 12
Ecotoxicology and Environmental Safety, 2018, 163, 47-55.

MADS-Box Transcription Factor MadsA Regulates Dimorphic Transition, Conidiation, and Germination
of Talaromyces marneffei. Frontiers in Microbiology, 2018, 9, 1781.

InfAcrOnt: calculating cross-ontology term similarities using information flow by a random walk.

BMC Genomics, 2018, 19, 919. 1.2 o8

Identification and characterization of long noncoding RNAs and mRNAs expression profiles related to
postnatal liver maturation of breeder roosters using Ribo-zero RNA sequencing. BMC Genomics, 2018,
19, 498.

Morphological Observation and Comparative Transcriptomic Analysis of Clostridium perfringens 10 1
Biofilm and Planktonic Cells. Current Microbiology, 2018, 75, 1182-1189. )

De novo transcriptome sequencing of Torreya grandis reveals gene regulation in sciadonic acid
biosynthesis pathway. Industrial Crops and Products, 2018, 120, 47-60.

Molecular mechanism of the TP53-MDM2-AR-AKT signalling network regulation by USP12. Oncogene,

2018, 37, 4679-4691. 2.6 31

Ubiquitin-related genes are differentially expressed in isogenic lines contrasting for pericarp cell size
and grain weight in hexaploid wheat. BMC Plant Biology, 2018, 18, 22.

Complete genome sequence and the expression pattern of plasmids of the model ethanologen
Zymomonas mobilis ZM4 and its xylose-utilizing derivatives 8b and 2032. Biotechnology for Biofuels, 6.2 79
2018, 11, 125.

Commensal microbiota modulate gene expression in the skin. Microbiome, 2018, 6, 20.

Developmental transcriptome analysis of floral transition in Rosa odorata var. gigantea. Plant

Molecular Biology, 2018, 97, 113-130. 2.0 1

Environmental history impacts gene expression during diapause development in the alfalfa leafcutting
bee, <i>Megachile rotundata</i>. Journal of Experimental Biology, 2018, 221, .

Exploration of the Regulatory Mechanism of Secondary Metabolism by Comparative Transcriptomics

in Aspergillus flavus. Frontiers in Microbiology, 2018, 9, 1568. L5 27

Modulation of xenobiotic nuclear receptors in high-fat diet induced non-alcoholic fatty liver disease.
Toxicology, 2018, 410, 199-213.

Control of inducible gene expression links cohesin to hematopoietic progenitor self-renewal and

differentiation. Nature Immunology, 2018, 19, 932-941. 7.0 175

Clusterin Is Required for 12-Amyloid Toxicity in Human iPSC-Derived Neurons. Frontiers in Neuroscience,

2018, 12, 504.




1175

1177

1179

1181

1183

1185

1187

1189

1191

67

CITATION REPORT

ARTICLE IF CITATIONS

Substantial Epi§enetic Variation Causing Flower Color Chimerism in the Ornamental Tree Prunus
mume Revealed by Single Base Resolution Methylome Detection and Transcriptome Sequencing. 1.8 17
International Journal of Molecular Sciences, 2018, 19, 2315.

Functional insights into the infective larval stage of Anisakis simplex s.s., Anisakis pegreffii and their

hybrids based on gene expression patterns. BMC Genomics, 2018, 19, 592.

Transcriptome analysis in Malus halliana roots in response to iron deficiency reveals insight into

sugar regulation. Molecular Genetics and Genomics, 2018, 293, 1523-1534. 1o 15

Synthetic Lethal and Convergent Biological Effects of Cancer-Associated Spliceosomal Gene
Mutations. Cancer Cell, 2018, 34, 225-241.e8.

Seed genome hypomethylated regions are enriched in transcription factor genes. Proceedings of the

National Academy of Sciences of the United States of America, 2018, 115, E8315-E8322. 33 19

Heterologous Expression of a Novel Zoysia japonica C2H2 Zinc Finger Gene, ZjZFN1, Improved Salt
Tolerance in Arabidopsis. Frontiers in Plant Science, 2018, 9, 1159.

Non-redundant ISGF3 Components Promote NK Cell Survival in an Auto-regulatory Manner during 9.9 23
Viral Infection. Cell Reports, 2018, 24, 1949-1957.e6. ’

Common and differential transcriptional responses to different models of traumatic stress exposure
in rats. Translational Psychiatry, 2018, 8, 165.

Enhanced Herbicide Metabolism and Metabolic Resistance Genes Identified in Tribenuron-Methyl
Resistant <i>Myosoton aquaticum</i> L.. Journal of Agricultural and Food Chemistry, 2018, 66, 2.4 33
9850-9857.

Life cycle adapted upstream open reading frames (UORFs) in Trypanosoma congolense: A
post-transcriptional approach to accurate gene regulation. PLoS ONE, 2018, 13, e0201461.

Isolation of a natural DNA virus of Drosophila melanogaster, and characterisation of host resistance 01 59
and immune responses. PLoS Pathogens, 2018, 14, e1007050. :

Transcriptomic analysis of drought stress responses of sea buckthorn (Hippophae rhamnoidessubsp.) Tj ETQq1 1 0784314 rgBT |Ov

Analysis of Transcriptional Responses of the Inflorescence Meristems in Jatropha curcas Following

Gibberellin Treatment. International Journal of Molecular Sciences, 2018, 19, 432. 1.8 36

Comparison of microRNA Profiles between Bovine Mammary Glands Infected with <i>Staphylococcus
aureus<[i> and <i>Escherichia coli</i>. International Journal of Biological Sciences, 2018, 14, 87-99.

Developmental Dynamics of Long Noncoding RNA Expression during Sexual Fruiting Body Formation in

Fusarium graminearum. MBio, 2018, 9, . 1.8 37

Comparative transcriptome analysis of the interaction between Actinidia chinensis var. chinensis and
Pseudomonas syringae pv. actinidiae in absence and presence of acibenzolar-S-methyl. BMC Genomics,
2018, 19, 585.

Algorithm for Physiological Interpretation of Transcriptome Profiling Data for Non-Model 0.4 1
Organisms. Molecular Biology, 2018, 52, 497-509. :

De novo transcriptome analysis deciphered polyoxypregnane glycoside biosynthesis pathway in

Gymnema sylvestre. 3 Biotech, 2018, 8, 381.




1193

1195

1197

1199

1201

1203

1205

1207

1209

68

CITATION REPORT

ARTICLE IF CITATIONS

Metabolomic and transcriptomic analyses reveal the reasons why Hordeum marinum has higher salt

tolerance than Hordeum vulgare. Environmental and Experimental Botany, 2018, 156, 48-61. 2.0 45

Transcriptome Analysis Identifies a Zinc Finger Protein Regulating Starch Degradation in Kiwifruit.

Plant Physiology, 2018, 178, 850-863.

Transcriptome profiling of short-term response to chilling stress in tolerant and sensitive Oryza

sativa ssp. Japonica seedlings. Functional and Integrative Genomics, 2018, 18, 627-644. 14 34

Transcriptomic and functional analyses unveil the role of long non-coding RNAs in anthocyanin
biosynthesis during sea buckthorn fruit ripening. DNA Research, 2018, 25, 465-476.

Widespread antisense transcription of Populus genome under drought. Molecular Genetics and 1.0 5
Genomics, 2018, 293, 1017-1033. :

Comparative transcriptome analysis reveals significant metabolic alterations in eri-silkworm (Samia) Tj ETQq1 1 0.784314 rg8T, /Overl

RNA sequencing and differential expression reveals the effects of serial oestrus synchronisation on

ovarian genes in dairy goats. Reproduction, Fertility and Development, 2018, 30, 1622. 0-1 4

WSL5, a pentatricopeptide reTeat protein, is essential for chloroplast biogenesis in rice under cold
stress. Journal of Experimental Botany, 2018, 69, 3949-3961.

Comparative analysis on liver transcriptome profiles of different methods to establish type 2 diabetes

mellitus models in Guangxi Bama mini-pig. Gene, 2018, 673, 194-200. 1o 20

De novo transcriptome assembly and functional annotation of the southern rock lobster (Jasus) Tj ETQq1 1 0.784314,rgBT /(%verloch

Transcriptome profiling of pumpkin (Cucurbita moschata Duch.) leaves infected with powdery mildew. 11 51
PLoS ONE, 2018, 13, e0190175. :

Impact of spliceosome mutations on RNA splicing in myelodysplasia: dysregulated genes/pathways and
clinical associations. Blood, 2018, 132, 1225-1240.

Transcriptome seciuencing reveals role of light in promoting anthocyanin accumulation of L8 29
strawberry fruit. Plant Growth Regulation, 2018, 86, 121-132. )

Transcriptome analysis using RNA-Seq revealed the effects of nitrogen form on major secondary
metabolite biosynthesis in tea (Camellia sinensis) plants. Acta Physiologiae Plantarum, 2018, 40, 1.

Transcriptome Analysis Reveals the Molecular Mechanism of Resting Cyst Formation in <i>Colpoda

aspera<[i>. Journal of Eukaryotic Microbiology, 2019, 66, 212-220. 08 1

Influence of isopropylmalate synthase <i>Os<scp>IPMS</[scp>1</i> on seed vigour associated with
amino acid and energy metabolism in rice. Plant Biotechnology Journal, 2019, 17, 322-337.

Transcriptome Analysis. , 2019, , 792-805. 8

Transcriptome analysis of <i>Lilium Oriental</i> A— <i>Trumpet<[i> hybrid roots reveals auxin-related

genes and stress-related genes involved in picloram-induced somatic embryogenesis induction.
Journal of Horticultural Science and Biotechnology, 2019, 94, 317-330.




1211

1213

1215

1217

1219

1221

1223

1225

1227

69

CITATION REPORT

ARTICLE IF CITATIONS
Anthocyanins accumulation and molecular analysis of correlated genes by metabolome and

transcriptome in green and purple asparaguses (Asparagus officinalis, L.). Food Chemistry, 2019, 271, 4.2 120
18-28.

Differential activity of transcribed enhancers in the prefrontal cortex of 537 cases with

schizophrenia and controls. Molecular Psychiatry, 2019, 24, 1685-1695.

Transcriptome profiling of the low-salinity stress responses in the %]ills of the juvenile
Pseudopleuronectes yokohamae. Comparative Biochemistry and Physiology Part D: Genomics and 0.4 18
Proteomics, 2019, 32, 100612.

Histological, biochemical and transcriptomic analyses reveal liver damage in zebrafish (Danio rerio)
exposed to phenanthrene. Comparative Biochemistry and Physiology Part - C: Toxicology and
Pharmacology, 2019, 225, 108582.

Expansion of Luminal Progenitor Cells in the Aging Mouse and Human Prostate. Cell Reports, 2019, 28, 2.9 56
1499-1510.e6. :

The Oral Mouse Microbiome Promotes Tumorigenesis in Oral Squamous Cell Carcinoma. MSystems,
2019, 4, .

Evaluation of dynamic developmental processes and the molecular basis of the high body fat

percentage of different proglottid types of Moniezia expansa. Parasites and Vectors, 2019, 12, 390. 1.0 8

Transcriptome analysis reveals the different compatibility between LAAA A— AA and LAAA A— LL in
&lt;i&gt;Lilium&lt;[i&gt;. Breeding Science, 2019, 69, 297-307.

Global Mapping of H3K4 Trimethylation (H3K4me3) and Transcriptome Analysis Reveal Genes Involved in

the Response to Epidemic Diarrhea Virus Infections in Pigs. Animals, 2019, 9, 523. 1o 12

Comparative transcriptomic analysis illuminates the host-symbiont interactions in the deep-sea mussel
Bathymodiolus platifrons. Deep-Sea Research Part I: Oceanographic Research Papers, 2019, 151, 103082.

RNAi based transcriptome suggests genes potentially regulated by HSF1 in the Pacific oyster

Crassostrea gigas under thermal stress. BMC Genomics, 2019, 20, 6309. 12 18

N4-Cytosine DNA Methylation Is Involved in the Maintenance of Genomic Stability in Deinococcus
radiodurans. Frontiers in Microbiology, 2019, 10, 1905.

Hybrid-Transcriptome Sequencing and Associated Metabolite Analysis Reveal Putative Genes Involved

in Flower Color Difference in Rose Mutants. Plants, 2019, 8, 267. L6 14

Gene Coexpression Networks Reveal Key Drivers of Flavonoid Variation in Eleven Tea Cultivars
(<i>Camellia sinensis</[i>). Journal of Agricultural and Food Chemistry, 2019, 67, 9967-9978.

RNASeq analysis of giant cane reveals the leaf transcriptome dynamics under long-term salt stress. 16 37
BMC Plant Biology, 2019, 19, 355. :

Genome-Wide Identification and Characterization of Long Noncoding RNAs of Brown to White
Adipose Tissue Transformation in Goats. Cells, 2019, 8, 904.

Transcriptomic analysis of Pacific white shrimp (Litopenaeus vannamei, Boone 1931) in response to
acute hepatopancreatic necrosis disease caused by Vibrio parahaemolyticus. PLoS ONE, 2019, 14, 11 43
€0220993.

Transcriptomic Analysis of the Influence of Methanol Assimilation on the Gene Expression in the

Recombinant Pichia pastoris Producing Hirudin Variant 3. Genes, 2019, 10, 606.




1229

1231

1233

1235

1237

1239

1241

1243

1245

70

CITATION REPORT

ARTICLE IF CITATIONS

Identification of Potential Inmune-Related circRNAZ€“miRNAZ€“mRNA Regulatory Network in Intestine of

Paralichthys olivaceus During Edwardsiella tarda Infection. Frontiers in Genetics, 2019, 10, 731. 11 49

S-Adenosylmethionine Affects Cell Cycle Pathways and Suppresses Proliferation in Liver Cells. Journal

of Cancer, 2019, 10, 4368-4379.

RNA components of the spliceosome regulate tissue- and cancer-specific alternative splicing. Genome

Research, 2019, 29, 1591-1604. 24 96

Comparative transcriptomics of early petal development across four diverse species of Aquilegia
reveal few genes consistently associated with nectar spur development. BMC Genomics, 2019, 20, 668.

Cloning and Functional Assessments of Floral-Expressed SWEET Transporter Genes from Jasminum

sambac. International Journal of Molecular Sciences, 2019, 20, 4001. 18 18

Transcriptome sequencing of a toxic dinoflagellate, Karenia mikimotoi subjected to stress from solar
ultraviolet radiation. Harmful Algae, 2019, 88, 101640.

<p class="Body">Reproductive performance and transcriptome analyses of Tetranychus urticae when

feeding on bean leaves and an artificial diet. Systematic and Applied Acarology, 2019, 24, 1272-1283. 0-5 1

Development of an attenuated oral vaccine strain of tilapia Group B Streptococci serotype la by gene
knockout technology. Fish and Shellfish Immunology, 2019, 93, 924-933.

Comparative transcriptomic analysis reveals gene expression associated with cold adaptation in the

tea plant Camellia sinensis. BMC Genomics, 2019, 20, 624. 12 82

Differential gene expression analysis of symbiotic and aposymbiotic Exaiptasia anemones under immune
challenge with Vibrio coralliilyticus. Ecology and Evolution, 2019, 9, 8279-8293.

Morphological Characteristics and Comparative Transcriptome Analysis of Three Different

Phenotypes of Pristella maxillaris. Frontiers in Genetics, 2019, 10, 698. 11 14

The Combination of IFN 12 and TNF Induces an Antiviral and Immunoregulatory Program via
Non-Canonical Pathways Involving STAT2 and IRF9. Cells, 2019, 8, 919.

Transcriptome analysis reveals corresponding genes and key pathways involved in heat stress in Hu

sheep. Cell Stress and Chaperones, 2019, 24, 1045-1054. 1.2 13

Sex-specific changes in gene expression in response to estrogen pollution around the onset of sex
differentiation in grayling (Salmonidae). BMC Genomics, 2019, 20, 583.

DUX4 Suppresses MHC Class | to Promote Cancer Immune Evasion and Resistance to Checkpoint

Blockade. Developmental Cell, 2019, 50, 658-671.e7. 3.1 76

TranscriEtome profiling of Puccinellia tenuiflora during seed germination under a long-term
saline-alkali stress. BMC Genomics, 2019, 20, 589.

Transcriptome Analysis of Differentially Expressed Genes Related to the Growth and Development of

the Jinghai Yellow Chicken. Genes, 2019, 10, 539. Lo 19

Transcriptomic analysis of differentially expressed genes in the oviduct of Rhacophorus omeimontis

provides insights into foam nest construction. BMC Genomics, 2019, 20, 562.




1247

1249

1251

1253

1255

1257

1259

1261

1263

71

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome and Metabolome Reprogramming in Tomato Plants by Trichoderma harzianum strain 722

Primes and Enhances Defense Responses Against Aphids. Frontiers in Physiology, 2019, 10, 745. 1.3 116

Transcriptomic analysis reveals Rey factors in fruit ripening and rubbery texture caused by 1-MCP in

papaya. BMC Plant Biology, 2019, 19, 309.

Hypothalamic and Eituitary transcriptome profiling using RNA-sequencing in high-yielding and 16 30
low-yielding laying hens. Scientific Reports, 2019, 9, 10285. :

Transcriptome analysis of oriental river Prawn(Macrobrachium nipponense)Hepatopancreas in
response to ammonia exposure. Fish and Shellfish Inmunology, 2019, 93, 223-231.

The roles of Nrf2 and autophagy in modulating inflammation mediated by TLR4 - NFi*B in A549a€cell

exposed to layer house particulate matter 2.5 (PM2.5). Chemosphere, 2019, 235, 1134-1145. 42 87

[3VPE plays an important role in programmed cell death for xylem fiber cells by activating protease CEP1
maturation in Arabidopsis thaliana. International Journal of Biological Macromolecules, 2019, 137,
703-711.

Exploration of long noncoding RNA in bovine milk exosomes and their stability during digestion in 14 49
vitro. Journal of Dairy Science, 2019, 102, 6726-6737. :

A Gene Regulatory Network Controlled by BpERF2 and BpMYB102 in Birch under Drought Conditions.
International Journal of Molecular Sciences, 2019, 20, 3071.

Artificial selection on GmOLEO1 contributes to the increase in seed oil during soybean domestication. 15 75
PLoS Genetics, 2019, 15, e1008267. )

Transcriptional Analysis of the Early Ripening of &€ Kyohoa€™ Grape in Response to the Treatment of
Riboflavin. Genes, 2019, 10, 514.

Early Response of Radish to Heat Stress by Strand-Specific Transcriptome and miRNA Analysis.

International Journal of Molecular Sciences, 2019, 20, 3321. 18 28

Comparative transcriptomics reveals the selection patterns of domesticated ramie. Ecology and
Evolution, 2019, 9, 7057-7068.

Transcriptome analysis reveals the mechanism by which spraying diethyl aminoethyl hexanoate after

anthesis regulates wheat grain filling. BMC Plant Biology, 2019, 19, 327. 1.6 8

Characterization of Circular RNA and microRNA Profiles in Septic Myocardial Depression: a
Lipopolysaccharide-Induced Rat Septic Shock Model. Inflammation, 2019, 42, 1990-2002.

MTOR involved in bacterial elimination against Trueperella pyogenes infection based on mice model by

transcriptome and biochemical analysis. Veterinary Microbiology, 2019, 235, 199-208. 08 o

Trichoderma atroviride P1 Colonization of Tomato Plants Enhances Both Direct and Indirect Defense
Barriers Against Insects. Frontiers in Physiology, 2019, 10, 813.

Identification of putative genes for polyphenol biosynthesis in olive fruits and leaves using

full-length transcriptome sequencing. Food Chemistry, 2019, 300, 125246. 42 39

Histone Deacetylase HDT1 is Involved in Stem Vascular Development in Arabidopsis. International

Journal of Molecular Sciences, 2019, 20, 3452.




1265

1267

1269

1271

1273

1275

1277

1279

1281

72

CITATION REPORT

ARTICLE IF CITATIONS

Exosomal Micro RNAs Derived from Dermal Papilla Cells Mediate Hair Follicle Stem Cell Proliferation

and Differentiation. International Journal of Biological Sciences, 2019, 15, 1368-1382. 2:6 77

Transcriptomic response and hydrocarbon accumulation in the eastern oyster (Crassostrea virginica)

exposed to crude oil. Comparative Biochemistry and Physiology Part - C: Toxicology and
Pharmacology, 2019, 225, 108571.

Molecular insights into ovary degeneration induced by environmental factors in female oriental

river prawns Macrobrachium nipponense. Environmental Pollution, 2019, 253, 882-888. 3.7 5

Evolution of Lineage-Specific Gene Networks Underlying the Considerable Fruit Shape Diversity in
Persimmon. Plant and Cell Physiology, 2019, 60, 2464-2477.

Patterns of Geographical and Potential Adaptive Divergence in the Genome of the Common Carp

(Cyprinus carpio). Frontiers in Genetics, 2019, 10, 660. 11 12

Flavonoid Biosynthesis Is Likely More Susceptible to Elevation and Tree Age Than Other Branch
Pathways Involved in Phenylpropanoid Biosynthesis in Ginkgo Leaves. Frontiers in Plant Science, 2019,
10, 983.

The relationship between cuticular llEIdS and associated gene expression in above ground organs of 17 4
Thellungiella salsugineum (Pall.) Al-Shehbaz &amp; Warwick. Plant Science, 2019, 287, 110200. )

Transcriptome-wide analysis of immune responses in Eriocheir sinensis hemocytes after challenge
with different microbial derivatives. Developmental and Comparative Immunology, 2019, 101, 103457.

Transcriptome analysis reveals the influence of anaesthetic stress on the immune system of crucian
carp ( <i>Carassius auratus<[i> ) under the process of treatment and low concentration transport by 0.9 9
MSa€222 and Eugenol. Aquaculture Research, 2019, 50, 3138-3153.

Structure-Specific Regulation of Nutrient Transport and Metabolism in Arbuscular Mycorrhizal
Fungi. Plant and Cell Physiology, 2019, 60, 2272-2281.

Integrated Genome-Scale Analysis Identifies Novel Genes and Networks Underlying Senescence in

Maize. Plant Cell, 2019, 31, 1968-1989. 3.1 63

Low-temperature tolerance and transcriptome analyses during seed germination of <i>Anabasis
aphylla</i>. Journal of Plant Interactions, 2019, 14, 254-264.

Ethylene-mediated improvement in sucrose accumulation in ripening sugarcane involves increased 16 49
sink strength. BMC Plant Biology, 2019, 19, 285. )

Comparative Transcriptome Analysis Reveals Molecular Basis Underlying Fast Growth of the
Selectively Bred Pacific Oyster, Crassostrea gigas. Frontiers in Genetics, 2019, 10, 610.

Comparative transcriptome analysis of salt tolerance mechanism of Meyerozyma guilliermondii W2

under NaCl stress. 3 Biotech, 2019, 9, 286. 11 o

Cardiac transcriptome study of the effect of heat stress in yellow-feather broilers. Italian Journal of
Animal Science, 2019, 18, 971-975.

Magnesium Deficiency Induced Global Transcriptome Change in Citrus sinensis Leaves Revealed by

RNA-Seq. International Journal of Molecular Sciences, 2019, 20, 3129. 18 28

Comparative transcriptome analysis reveals genes related to the yolk ratio of duck eggs. Animal

Genetics, 2019, 50, 484-492.




1283

1285

1287

1289

1291

1293

1295

1297

1299

73

CITATION REPORT

ARTICLE IF CITATIONS

De novo transcriptome analysis of Tibetan medicinal plant Dysphania schraderiana. Genetics and 0.6 8
Molecular Biology, 2019, 42, 480-487. :

Integrative analysis of metabolome and transcriptome reveals anthocyanins biosynthesis regulation

in grass species Pennisetum purpureum. Industrial Crops and Products, 2019, 138, 111470.

Morphological, Transcriptomic and Hormonal Characterization of Trimonoecious and
Subandroecious Pumpkin (Cucurbita maxima) Suggests Important Roles of Ethylene in Sex Expression. 1.8 12
International Journal of Molecular Sciences, 2019, 20, 3185.

Evolutionary adaptation analysis of immune defense and hypoxia tolerance in two closely related
Marsupenaeus species based on comparative transcriptomics. Fish and Shellfish Inmunology, 2019, 92,
861-870.

Immune and environment&€driven gene expression during invasion: An ecod€immunological application of 0.8 16
RNA3€8eq. Ecology and Evolution, 2019, 9, 6708-6721. :

Transcriptome Network Analysis Identifies CXCL13-CXCRS5 Signaling Modules in the Prostate Tumor
Immune Microenvironment. Scientific Reports, 2019, 9, 14963.

A Co-Expression Network in Hexaploid Wheat Reveals Mostly Balanced Expression and Lack of
Significant Gene Loss of Homeologous Meiotic Genes Upon Polyploidization. Frontiers in Plant 1.7 24
Science, 2019, 10, 1325.

Integrated Analysis of Small RNA, Transcriptome and Degradome Sequencing Provides New Insights
into Floral Development and Abscission in Yellow Lupine (Lupinus luteus L.). International Journal of
Molecular Sciences, 2019, 20, 5122.

Physiological and Transcriptomic Analyses Elucidate That Exogenous Calcium Can Relieve Injuries to
Potato Plants (Solanum tuberosum L.) under Weak Light. International Journal of Molecular Sciences, 1.8 8
2019, 20, 5133.

Conjoint Analysis of Genome-Wide IncRNA and mRNA Expression of Heteromorphic Leavesin Response
to Environmental Heterogeneityin Populus euphratica. International Journal of Molecular Sciences,
2019, 20, 5148.

Environmental entrainment demonstrates natural circadian rhythmicity in the cnidarian

<i>Nematostella vectensis</[i>. Journal of Experimental Biology, 2019, 222, . 0.8 16

Activation and Characterization of Cryptic Gene Cluster: Two Series of Aromatic Polyketides
Biosynthesized by Divergent Pathways. Angewandte Chemie - International Edition, 2019, 58,
18046-18054.

Exposure to environmental radionuclides is associated with altered metabolic and immunity pathways 20 25
in a wild rodent. Molecular Ecology, 2019, 28, 4620-4635. ’

Transcriptomic Responses of Dove Tree (Davidia involucrata Baill.) to Heat Stress at the Seedling
Stage. Forests, 2019, 10, 656.

RNA-Seq analysis of ileocecal valve and peripheral blood from Holstein cattle infected with
Mycobacterium avium subsp. paratuberculosis revealed dysregulation of the CXCL8/IL8 signaling 1.6 38
pathway. Scientific Reports, 2019, 9, 14845.

Short-term inhibition of glutamine synthetase leads to reprogramming of amino acid and lipid
metabolism in roots and leaves of tea plant (Camellia sinensis L.). BMC Plant Biology, 2019, 19, 425.

De novo transcriptome of Gymnema sylvestre identified putative IncRNA and genes regulating

terpenoid biosynthesis pathway. Scientific Reports, 2019, 9, 14876. 1.6 19

Identification of Candidate Adaxiala€“Abaxial-Related Genes Regulating Petal Expansion During Flower

Opening in Rosa chinensis 4€0eOld Blusha€: Frontiers in Plant Science, 2019, 10, 1098.




1301

1303

1305

1307

1309

1311

1313

1315

1317

74

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis reveals differential gene expression in Lateolabrax maculatus following

waterborne Zn exposure. Aquaculture Reports, 2019, 15, 100229. 0-7 4

Digital gene expression analysis in the gills of Ruditapes philippinarum after nitrite exposure.

Ecotoxicology and Environmental Safety, 2019, 184, 109661.

SMRT sequencing of full-length transcriptome of seagrasses Zostera japonica. Scientific Reports, 2019, 16 20
9, 14537. )

Altered short chain fatty acid profiles induced by dietary fiber intervention regulate AMPK levels and
intestinal homeostasis. Food and Function, 2019, 10, 7174-7187.

Putative Mitochondrial Sex Determination in the Bivalvia: Insights From a Hybrid Transcriptome

Assembly in Freshwater Mussels. Frontiers in Genetics, 2019, 10, 840. 11 18

Hosta€induced gene silencing of BcTOR in Botrytis cinerea enhances plant resistance to grey mould.
Molecular Plant Pathology, 2019, 20, 1722-1739.

Extensive genetic differentiation between recently evolved sympatric Arctic charr morphs. Ecology 0.8 20
and Evolution, 2019, 9, 10964-10983. :

Single-base resolution methylomes of cotton CMS system reveal epigenomic changes in response to
high-temperature stress during anther development. Journal of Experimental Botany, 2020, 71, 951-969.

Transcriptome analysis reveals that barnyard grass exudates increase the allelopathic potential of

allelopathic and non-allelopathic rice (Oryza sativa) accessions. Rice, 2019, 12, 30. 17 14

Sexual Transcription Differences in Brachymeria lasus (Hymenoptera: Chalcididae), a Pupal Parasitoid
Species of Lymantria dispar (Lepidoptera: Lymantriidae). Frontiers in Genetics, 2019, 10, 172.

Transcriptome sequencing reveals the effect of biochar improvement on the development of tobacco

plants before and after topping. PLoS ONE, 2019, 14, e0224556. 11 6

Transcriptome analysis of roots from resistant and susceptible rice varieties infected with
<i>HirschmanniellaAmucronata</i>. FEBS Open Bio, 2019, 9, 1968-1982.

Metformin strongly affects transcriptome of peripheral blood cells in healthy individuals. PLoS ONE, 11 19
2019, 14, e0224835. ’

Transcriptome Analysis Implicates Involvement of Long Noncoding RNAs in Cytoplasmic Male Sterility
and Fertility Restoration in Cotton. International Journal of Molecular Sciences, 2019, 20, 5530.

A systemic study of indoxacarb resistance in Spodoptera litura revealed complex expression profiles

and regulatory mechanism. Scientific Reports, 2019, 9, 14997. 1.6 42

PacBio single-molecule long-read sequencing shed new light on the complexity of the Carex
breviculmis transcriptome. BMC Genomics, 2019, 20, 789.

A specific fungal transcription factor controls effector gene expression and orchestrates the

establishment of the necrotrophic pathogen lifestyle on wheat. Scientific Reports, 2019, 9, 15884. 1.6 34

Integrated Metabolome and Transcriptome Analysis Uncovers the Role of Anthocyanin Metabolism in

<i>Michelia maudiae«</i>. International Journal of Genomics, 2019, 2019, 1-14.




1319

1321

1323

1325

1327

1329

1331

1333

1335

75

CITATION REPORT

ARTICLE IF CITATIONS

Comparative analysis of the accelerated aged seed transcriptome profiles of two maize chromosome 11 8
segment substitution lines. PLoS ONE, 2019, 14, e0216977. )

Identification of IncRNAs by RNA Sequencing Analysis During in Vivo Pre-Implantation Developmental

Transformation in the Goat. Frontiers in Genetics, 2019, 10, 1040.

Transcriptome analysis of MAPK signaling pathway and associated genes to angiogenesis in chicken
erythrocytes on response to thiram-induced tibial lesions. Research in Veterinary Science, 2019, 127, 0.9 14
65-75.

Physiological and transcriptome analyses of photosynthesis and chlorophyll metabolism in
variegated Citrus (Shiranuhi and Huangguogan) seedlings. Scientific Reports, 2019, 9, 15670.

The ETS transcription factor ELF1 regulates a broadly antiviral program distinct from the type | 01 7
interferon response. PLoS Pathogens, 2019, 15, e1007634. :

Integrated transcriptomics and metabolomics analyses provide insights into cold stress response in
wheat. Crop Journal, 2019, 7, 857-866.

A novel strategy to enhance terpenoids production using cambial meristematic cells of Tripterygium 19 18
wilfordii Hook. f.. Plant Methods, 2019, 15, 129. )

Transcriptome analysis provides insight into the role of the melanin pathway in two differently
pigmented strains of the turtle Pelodiscus sinensis. Development Genes and Evolution, 2019, 229,
183-195.

Transcriptome profiling reveals exposure to predicted end-of-century ocean acidification as a stealth

stressor for Atlantic cod larvae. Scientific Reports, 2019, 9, 16908. 1.6 7

Activation and Characterization of Cryptic Gene Cluster: Two Series of Aromatic Polyketides
Biosynthesized by Divergent Pathways. Angewandte Chemie, 2019, 131, 18214-18222.

MicroRNAs and their regulatory networks in Chinese Gushi chicken abdominal adipose tissue during

postnatal late development. BMC Genomics, 2019, 20, 778. 12 23

Malpighian tubules of caterpillars: blending RNAseq and physiology to reveal regional functional
diversity and novel epithelial ion transport control mechanisms. Journal of Experimental Biology,
2019, 222,.

Differential Gene expression related to morphological variation in the adductor muscle tissues of
diploid and triploid fujian oysters, <i>Crassostrea angulata</i>. Aquaculture Research, 2019, 50, 0.9 6
3567-3578.

Mitochondria, sex and variation in routine metabolic rate. Molecular Ecology, 2019, 28, 4608-4619.

Seedling response to water stress in valley oak (<i>Quercus lobata</i>) is shaped by different gene

networks across populations. Molecular Ecology, 2019, 28, 5248-5264. 2.0 19

The differences of gonadal hormones and uterine transcriptome during shell calcification of hens
laying hard or weak-shelled eggs. BMC Genomics, 2019, 20, 707.

Identification of microRNA in Houttuynia cordata Thunb and prediction of cross kingdom functions. 1.0 5
EXRNA, 2019, 1, . :

Transcriptomic Responses in the Livers and Jejunal Mucosa of Pigs under Different Feeding

Frequencies. Animals, 2019, 9, 675.




1337

1339

1341

1343

1345

1347

1349

1351

13563

76

CITATION REPORT

ARTICLE IF CITATIONS

Interaction Differences of the Avian Host-Specific Salmonella enterica Serovar Gallinarum, the
Host-Generalist <i>S«<[i> . Typhimurium, and the Cattle Host-Adapted <i>S</i> . Dublin with Chicken 1.0 20
Primary Macrophage. Infection and Immunity, 2019, 87, .

Integrative analysis of genetic and epigenetic profiling of lung squamous cell carcinoma (LSCC)

patients to identify smoking level relevant biomarkers. BioData Mining, 2019, 12, 18.

Transcriptome Analysis of Ovary Development in Nile Tilapia Under Different Photoperiod Regimes. 11 4
Frontiers in Genetics, 2019, 10, 894. :

Comparative multi-omics systems analysis reveal the glycolysis | gluconeogenesis signal pathway play
an important role in virulence attenuation in fish-derived GBS YMOO1. PLoS ONE, 2019, 14, e0221634.

De novo Assembly of the Pokeweed Genome Provides Insight Into Pokeweed Antiviral Protein (PAP)

Gene Expression. Frontiers in Plant Science, 2019, 10, 1002. L7 10

Physiological responses and transcriptome analysis of the Kochia prostrata (L.) Schrad. to seedling
drought stress. AIMS Genetics, 2019, 06, 017-035.

Metatranscriptomic and metabolite profiling reveals vertical heterogeneity within a <i>Zygnemac/i>

green algal mat from Svalbard (High Arctic). Environmental Microbiology, 2019, 21, 4283-4299. 1.8 81

Comparative Transcriptomic and Proteomic Analyses Identify Key Genes Associated With Milk Fat Traits
in Chinese Holstein Cows. Frontiers in Genetics, 2019, 10, 672.

Assessment of network module identification across complex diseases. Nature Methods, 2019, 16,
843-852. 9.0 213

Endothelial TGF-12 signalling drives vascular inflammation and atherosclerosis. Nature Metabolism,
2019, 1,912-926.

A 3-bp deletion of WLS5 gene leads to weak growth and early leaf senescence in rice. Rice, 2019, 12, 26. 1.7 6

Gtf2i and Gtf2ird1 mutation do not account for the full phenotypic effect of the Williams syndrome
critical region in mouse models. Human Molecular Genetics, 2019, 28, 3443-3465.

Dual RNA-seq uncovers the immune response of Larimichthys crocea to the secY %ene of Pseudomonas
plecoglossicida from the perspective of host-pathogen interactions. Fish and Shellfish Inmunology, 1.6 19
2019, 93, 949-957.

Dual RNA-Seq Analysis of the Pine-Fusarium circinatum Interaction in Resistant (Pinus tecunumanii)
and Susceptible (Pinus patula) Hosts. Microorganisms, 2019, 7, 315.

RNA-seq analysis of local tissue of Carassius auratus gibelio with pharyngeal myxobolosis: Insights
into the pharyngeal mucosal immune response in a fish-parasite dialogue. Fish and Shellfish 1.6 22
Immunology, 2019, 94, 99-112.

Transcriptional analysis reveals the relativity of acid tolerance and antimicrobial peptide resistance
of Salmonella. Microbial Pathogenesis, 2019, 136, 103701.

Retrotransposon insertions can initiate colorectal cancer and are associated with poor survival. 5.8 53
Nature Communications, 2019, 10, 4022. :

Transcriptome Analysis of Female and Male Conopomorpha sinensis (Lepidoptera: Gracilariidae) Adults

With a Focus on Hormone and Reproduction. Journal of Economic Entomology, 2019, 112, 2966-2975.




1355

1357

1359

1361

1363

1365

1367

1369

1371

CITATION REPORT

ARTICLE IF CITATIONS

Analyses of miRNA in the ileum of diarrheic piglets caused by Clostridium perfringens type C. Microbial 13 10
Pathogenesis, 2019, 136, 103699. :

Transcriptome Analysis of Cordyceps militaris Reveals Genes Associated With Carotenoid Synthesis

and Identification of the Function of the Cmtns Gene. Frontiers in Microbiology, 2019, 10, 2105.

Transcriptomic analysis reveals Apis mellifera adaptations to high temperature and high humidity.

Ecotoxicology and Environmental Safety, 2019, 184, 109599. 2.9 33

Thermal cues drive plasticity of desiccation resistance in montane salamanders with implications for
climate change. Nature Communications, 2019, 10, 4091.

Differentially Expressed Genes and Enriched Pathways During Drought-Sensitive Period Under Field

Conditions in Bread Wheat. Plant Molecular Biology Reporter, 2019, 37, 389-400. Lo 8

Re%ulation of zebrafish dorsoventral patterning by phase separation of RNA-binding protein Rbm14.
Cell Discovery, 2019, 5, 37.

Extensive Thioautotrophic Gill Endosymbiont Diversity within a Single <i>Ctena orbiculata</i>
(Bivalvia: Lucinidae) Population and Implications for Defining Host-Symbiont Specificity and Species 1.7 7
Recognition. MSystems, 2019, 4, .

A Transcriptomic Study of the Tail Fat Deposition in Two Types of Hulun Buir Sheep According to Tail
Size and Sex. Animals, 2019, 9, 655.

Differential Regulation of Anthocyanins in Green and Purple Turnips Revealed by Combined De Novo

Transcriptome and Metabolome Analysis. International Journal of Molecular Sciences, 2019, 20, 4387. 1.8 66

A Unique Epigenomic Landscape Defines Human Erythropoiesis. Cell Reports, 2019, 28, 2996-3009.e7.

Transcriptome analysis of the effect of C-C chemokine receptor 5 deficiency on cell response to

Toxoplasma gondii in brain cells. BMC Genomics, 2019, 20, 705. 12 7

Genome-Wide Expression Profiling of Genes Associated with the Lr47-Mediated Wheat Resistance to
Leaf Rust (Puccinia triticina). International Journal of Molecular Sciences, 2019, 20, 4498.

Evolutionary flexibility in flooding response circuitry in angiosperms. Science, 2019, 365, 1291-1295. 6.0 101

Genome-wide association and differential expression analysis of salt tolerance in Gossypium hirsutum
L at the germination stage. BMC Plant Biology, 2019, 19, 394.

NAL8 encodes a prohibitin that contributes to leaf and spikelet development by regulating

mitochondria and chloroplasts stability in rice. BMC Plant Biology, 2019, 19, 395. L6 10

Genome-wide analysis of DNA methylation profile identifies differentially methylated loci associated
with human intervertebral disc degeneration. PLoS ONE, 2019, 14, e0222188.

Genome Sequence of Striga asiatica Provides Insight into the Evolution of Plant Parasitism. Current

Biology, 2019, 29, 3041-3052.e4. 1.8 109

Histone Methylation Participates in Gene Expression Control during the Early Development of the

Pacific Oyster Crassostrea gigas. Genes, 2019, 10, 695.




1373

1375

1377

1379

1381

1383

1385

1387

1389

78

CITATION REPORT

ARTICLE IF CITATIONS

De novo transcriptome analysis of Viola A—wittrockiana exposed to high temperature stress. PLoS ONE, 11 4
2019, 14, e0222344. ’

BORDER proteins protect expression of neighboring genes by promoting 34€2 Pol Il pausing in plants.

Nature Communications, 2019, 10, 4359.

Cold Acclimation Improves the Desiccation Stress Resilience of Polar Strains of Klebsormidium

(Streptophyta). Frontiers in Microbiology, 2019, 10, 1730. L5 15

Dynamic Incorporation of Histone H3 Variants into Chromatin Is Essential for Acquisition of
Aggressive Traits and Metastatic Colonization. Cancer Cell, 2019, 36, 402-417.e13.

Nitrate stimulation of N-Methylpyrrolidone biodegradation by Paracoccus pantotrophus: Metabolite

mechanism and Genomic characterization. Bioresource Technology, 2019, 294, 122185. 4.8 28

L-proline feeding for augmented freeze tolerance of Camponotus japonicus Mayr. Science Bulletin,
2019, 64, 1795-1804.

Maize<i>sugary enhancerl<[i>(<i>sel<[i>) is a gene affecting endosperm starch metabolism.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 3.3 36
20776-20785.

De Novo Assembly and Discovery of Genes That Involved in Drought Tolerance in the Common Vetch.
International Journal of Molecular Sciences, 2019, 20, 328.

Transcriptomic and physiological changes in western mosquitofish (Gambusia affinis) after exposure

to norgestrel. Ecotoxicology and Environmental Safety, 2019, 171, 579-586. 2.9 10

C1 CAGE detects transcription start sites and enhancer activity at single-cell resolution. Nature
Communications, 2019, 10, 360.

Combining LOPIT with differential ultracentrifugation for high-resolution spatial proteomics. Nature

Communications, 2019, 10, 331. 5.8 146

Pathway enrichment analysis and visualization of omics data using g:Profiler, GSEA, Cytoscape and
EnrichmentMap. Nature Protocols, 2019, 14, 482-517.

Discovery of potential transcriptional biomarkers in broiler chicken for detection of amantadine
abuse based on RNA sequencing technology. Food Additives and Contaminants - Part A Chemistry, 11 3
Analysis, Control, Exposure and Risk Assessment, 2019, 36, 254-269.

A gene expression signature in developing Purkinje cells predicts autism and intellectual disability
co-morbidity status. Scientific Reports, 2019, 9, 485.

Tissue-Specific Transcriptome Analysis Reveals Candidate Genes for Terpenoid and Phenylpropanoid
Metabolism in the Medicinal Plant <i>Ferula assafoetida</i>. G3: Genes, Genomes, Genetics, 2019, 9, 0.8 25
807-816.

Stem Cell-Derived Neurons as Cellular Models of Sporadic Alzheimera€™s Disease. Journal of Alzheimer's
Disease, 2019, 67, 893-910.

Gene Expression Program Underlying Tail Resorption During Thyroid Hormone-Dependent
Metamorphosis of the Ornamented Pygmy Frog Microhyla fissipes. Frontiers in Endocrinology, 2019, 1.5 11
10, 11.

Evolutionary mechanism of genome duplication enhancing natural autotetraploid sea barley

adaptability to drought stress. Environmental and Experimental Botany, 2019, 159, 44-54.




1391

1393

1395

1397

1399

1401

1403

1405

1407

79

CITATION REPORT

ARTICLE IF CITATIONS

Bifidobacterium bifidum ATCC 15696 and Bifidobacterium breve 24b Metabolic Interaction Based on 24€2-
<i>O«[i> -Fucosyl-Lactose Studied in Steady-State Cultures in a Freter-Style Chemostat. Applied and 1.4 32
Environmental Microbiology, 2019, 85, .

Patterns of alternative splicing in response to cold acclimation in fish. Journal of Experimental

Biology, 2019, 222, .

Study of the whole genome, methylome and transcriptome of Cordyceps militaris. Scientific Reports, 16 17
2019, 9, 898. )

Determination of the Global Pattern of Gene Expression in Yeast Cells by Intracellular Levels of
Guanine Nucleotides. MBio, 2019, 10, .

Transcriptional Basis of Copper-Induced Olfactory Impairment in the Sea Lamprey, a Primitive Invasive 0.8 °
Fish. G3: Genes, Genomes, Genetics, 2019, 9, 933-941. :

TaE?eted expression proﬂlin$ by RNA-Seq improves detection of cellular dynamics during pregnancy
and identifies a role for T cells in term parturition. Scientific Reports, 2019, 9, 848.

Comparative transcriptomics in <i>Leishmania braziliensis</i>: disclosing differential gene expression

of coding and putative noncoding RNAs across developmental stages. RNA Biology, 2019, 16, 639-660. 15 20

Comparative analysis of two sister Erythrophleum species (Leguminosae) reveal contrasting
transcriptome-wide responses to early drought stress. Gene, 2019, 694, 50-62.

Common CHD8 Genomic Targets Contrast With Model-Specific Transcriptional Impacts of CHD8

Haploinsufficiency. Frontiers in Molecular Neuroscience, 2018, 11, 481. 14 34

LncRNA expression profile and ceRNA analysis in tomato during flowering. PLoS ONE, 2019, 14,
e0210650.

Expression and functional analysis of cytochrome P450 genes in the wolf spider Pardosa

pseudoannulata under cadmium stress. Ecotoxicology and Environmental Safety, 2019, 172, 19-25. 2.9 27

Newly Discovered Occurrences and Gene Tree of the Extracellular Globins and Linker Chains from the
Giant Hexagonal Bilayer Hemoglobin in Metazoans. Genome Biology and Evolution, 2019, 11, 597-612.

Regulatory Effect of Bacillus subtilis on Cytokines of Dendritic Cells in Grass Carp

(Ctenopharyngodon Idella). International Journal of Molecular Sciences, 2019, 20, 389. 1.8 14

Identification and characterization of circular RNAs during the sea buckthorn fruit development. RNA
Biology, 2019, 16, 354-361.

Different Transcriptomic Responses to Thermal Stress in Heat-Tolerant and Heat-Sensitive Pacific

Abalones Indicated by Cardiac Performance. Frontiers in Physiology, 2018, 9, 1895. L3 27

Comparative transcriptome analysis reveals key genes in the regulation of squalene and 2-sitosterol
biosynthesis in Torreya grandis. Industrial Crops and Products, 2019, 131, 182-193.

Hormone and RNA-seq analyses reveal the mechanisms underlying differences in seed vigour at

different maize ear positions. Plant Molecular Biology, 2019, 99, 461-476. 2.0 1

Comparison of splenocyte microRNA expression profiles of pigs during acute and chronic

toxoplasmosis. BMC Genomics, 2019, 20, 97.




CITATION REPORT

# ARTICLE IF CITATIONS

1410 'Il';rgeting NOTCH activation in small cell lung cancer through LSD1 inhibition. Science Signaling, 2019, 16 130

SOX2 participates in spermatogenesis of Zhikong scallop Chlamys farreri. Scientific Reports, 2019, 9,

76.

Transcriptomic Analysis Reveals a Comprehensive Calcium- and Phytohormone-Dominated Signaling
1412 Response in Leymus chinensis Self-lncompatibility. International Journal of Molecular Sciences, 2019, 1.8 16
20, 2356.

MicroRNA858-mediated regulation of anthocyanin biosynthesis in Riwifruit (Actinidia arguta) based on
small RNA sequencing. PLoS ONE, 2019, 14, e0217480.

Acteoside From Ligustrum robustum (Roxb.) Blume Ameliorates Lipid Metabolism and Synthesis in a

1414 HepG2 Cell Model of Lipid Accumulation. Frontiers in Pharmacology, 2019, 10, 602.

1.6 9

Identification of microRNAs from transcriptome data in gurmar (Gymnema sylvestre). Horticulture
Environment and Biotechnology, 2019, 60, 383-397.

Factor Analysis for Bicluster Acquisition (FABIA) revealed vincristine-sensitive transcript pattern of

1416 anine transmissible venereal tumors. Heliyon, 2019, 5, e01558.

14 5

The antioxidant and DNA-repair enzyme apurinic/apyrimidinic endonuclease 1 limits the development of
tubulointerstitial fibrosis partly by modulating the immune system. Scientific Reports, 2019, 9, 7823.

Candidate loci for the kernel row number in maize revealed by a combination of transcriptome

1418 analysis and regional association mapping. BMC Plant Biology, 2019, 19, 201.

1.6 10

Heat Stress-Responsive Transcriptome Analysis in the Liver Tissue of Hu Sheep. Genes, 2019, 10, 395.

Genome-Wide DNA Methylation Profiling in the Lotus (Nelumbo nucifera) Flower Showing its

1420 contribution to the Stamen Petaloid. Plants, 2019, 8, 135.

1.6 18

Global Transcriptomic Analysis Reveals Insights into the Response of &€ Etrogd€™ Citron (Citrus medica L.)
to Citrus Exocortis Viroid Infection. Viruses, 2019, 11, 453.

Dynamics of MiRNA Transcriptome in Turbot (Scophthalmus maximus L.) Intestine Following Vibrio

1422 anguillarum Infection. Marine Biotechnology, 2019, 21, 550-564.

11 26

Isolation and ExFression Analysis of Growth-Related Genes at Different Growth Stages of
Dinoflagellate Alexandrium pacificum. Journal of Ocean University of China, 2019, 18, 710-718.

Essential Role of if Factor RpoF in Flagellar Biosynthesis and Flagella-Mediated Motility of

1424 Acidithiobacillus caldus. Frontiers in Microbiology, 2019, 10, 1130.

1.5 13

Cyp2b-null male mice are susceptible to diet-induced obesity and perturbations in lipid homeostasis.
Journal of Nutritional Biochemistry, 2019, 70, 125-137.

Identification of HSP9OC as a substrate of E3 ligase TaSAP5 through ubiquitylome profiling. Plant

1426 giience, 2019, 287, 110170.

1.7 14

Transcriptome changes in the phenylpropanoid pathway in senescing leaves of Toona sinensis. Acta

Physiologiae Plantarum, 2019, 41, 126.

80



1428

1430

1432

1434

1436

1438

1440

1442

1444

81

CITATION REPORT

ARTICLE IF CITATIONS

Wheat <i>TaSPL8<¢/i> Modulates Leaf Angle Through Auxin and Brassinosteroid Signaling. Plant 9.3 69
Physiology, 2019, 181, 179-194. :

Transcriptome analysis reveals a complex array of differentially expressed genes accompanying a

sourced€toa€sink change in phytoplasmaa€infected sweet cherry leaves. Annals of Applied Biology, 2019, 175, 1.3
69-82.

Additive antidepressanta€like effects of fasting with [24€estradiol in mice. Journal of Cellular and 16 1o
Molecular Medicine, 2019, 23, 5508-5517. )

Analysis of Long Non-Coding RNA and mRNA Expression Profiling in Immature and Mature Bovine (Bos) Tj ETQq1 10,784314 1oBT [e]

Endogenous NO-mediated transcripts involved in photosynthesis and carbohydrate metabolism in
alfalfa (Medicago sativa L.) seedlings under drought stress. Plant Physiology and Biochemistry, 2019, 2.8 11
141, 456-465.

Transcriptome analysis based on a combination of sequencing platforms provides insights into leaf
pigmentation in Acer rubrum. BMC Plant Biology, 2019, 19, 240.

Expression profiling of immature florets of IR58025A, a wild-abortive cytoplasmic male sterile line of

rice and its cognate, isonuclear maintainer line, IR58025B. 3 Biotech, 2019, 9, 278. 11 1

Stimulation of asymbiotic sporulation in arbuscular mycorrhizal fungi by fatty acids. Nature
Microbiology, 2019, 4, 1654-1660.

Maternal folic acid supplementation modulates the growth performance, muscle development and
immunity of Hu sheep offspring of different litter size. Journal of Nutritional Biochemistry, 2019, 70, 1.9 20
194-201.

Genome-wide analysis of genetic variations between dominant and recessive NILs of glanded and
glandless cottons. Scientific Reports, 2019, 9, 9226.

DNA methylome and transcriptome alterations and cancer prevention by triterpenoid ursolic acid in 13 04
UVB&€induced skin tumor in mice. Molecular Carcinogenesis, 2019, 58, 1738-1753. :

Integrated metatranscriptome and transcriptome reveals the microbial community composition and
physiological function of xylem sap on grapevine during bleeding period. Genes and Genomics, 2019, 41,
1095-1111.

Deep expression analysis reveals distinct cold-response strategies in rubber tree (Hevea brasiliensis). 12 19
BMC Genomics, 2019, 20, 455. :

A practical guide to methods controlling false discoveries in computational biology. Genome Biology,
2019, 20, 118.

Eimeria maxima-induced transcriptional changes in the cecal mucosa of broiler chickens. Parasites 10 15
and Vectors, 2019, 12, 285. :

Simultaneous Ribosome Profiling of Human Host Cells Infected with Toxoplasma gondii. MSphere,
2019, 4, .

Comparative Genomics and Transcriptomics During Sexual Development Gives Insight Into the Life
History of the Cosmopolitan Fungus Fusarium neocosmosporiellum. Frontiers in Microbiology, 2019, 1.5 15
10, 1247.

Integrative analysis of DNA methylation suggests down-regulation of oncogenic pathways and

reduced somatic mutation rates in survival outliers of glioblastoma. Acta Neuropathologica
Communications, 2019, 7, 88.




1446

1448

1450

1452

1454

1456

1458

1460

1462

82

CITATION REPORT

ARTICLE IF CITATIONS

Differential gene expression in relation to mating system in Peromyscine rodents. Ecology and 0.8 1
Evolution, 2019, 9, 5975-5990. :

Comparative transcriptome profiling of multi-ovary wheat under heterogeneous cytoplasm

suppression. Scientific Reports, 2019, 9, 8301.

Transcriptomic analysis of resistant and susceptible banana corms in response to infection by

Fusarium oxysporum f. sp. cubense tropical race 4. Scientific Reports, 2019, 9, 8199. L6 40

The complexity of alternative splicing and landscape of tissue-specific expression in lotus (Nelumbo) Tj ETQq1 1 0.784314 rgBT [Over
1.5 28
2019, 26, 301-311.

Transcriptome Analysis of the Breast Muscle of Xichuan Black-Bone Chickens Under Tyrosine
Supplementation Revealed the Mechanism of Tyrosine-Induced Melanin Deposition. Frontiers in 11 19
Genetics, 2019, 10, 457.

Transcription Coactivator ANGUSTIFOLIA3 (AN3) Regulates Leafy Head Formation in Chinese Cabbage.
Frontiers in Plant Science, 2019, 10, 520.

MicroRNA profiling of plasma exosomes from patients with ovarian cancer using high&€‘throughput

sequencing. Oncology Letters, 2019, 17, 5601-5607. 0.8 42

Gene Networks Underlying Cannabinoid and Terpenoid Accumulation in Cannabis. Plant Physiology,
2019, 180, 1877-1897.

Identification and profiling of upland cotton microRNAs at fiber initiation stage under exogenous IAA

application. BMC Genomics, 2019, 20, 421. 1.2 9

Molecular physiology of chemical defenses in a poison frog. Journal of Experimental Biology, 2019,
222,.

Transcriptome profiling revealed diverse gene expression patterns in poplar (Populus A— euramericana) 11 19
under different planting densities. PLoS ONE, 2019, 14, e0217066. :

Transcriptome Response of Female Culicoides sonorensis Biting Midges (Diptera: Ceratopogonidae) to
Early Infection with Epizootic Hemorrhagic Disease Virus (EHDV-2). Viruses, 2019, 11, 473.

Gene expression profiling of the canine placenta during normal and antigestagen-induced luteolysis. 0.8 16
General and Comparative Endocrinology, 2019, 282, 113194. )

Comprehensive analysis of differentially expressed profiles of nond€'coding RNAs in peripheral blood
and ceRNA regulatory networks in nona€‘syndromic orofacial clefts. Molecular Medicine Reports, 2019,
20, 513-528.

Transcriptome analysis reveals novel insights into the continuous cropping induced response in

Codonopsis tangshen, a medicinal herb. Plant Physiology and Biochemistry, 2019, 141, 279-290. 2.8 12

RNA editing alterations in a multi-ethnic Alzheimer disease cohort converge on immune and endocytic
molecular pathways. Human Molecular Genetics, 2019, 28, 3053-3061.

Uncovering anthocyanin biosynthesis related microRNAs and their target genes by small RNA and

degradome sequencing in tuberous roots of sweetpotato. BMC Plant Biology, 2019, 19, 232. 1.6 43

RNA Sequencing Analysis of Chicken Cecum Tissues Following Eimeria tenella Infection in Vivo. Genes,

2019, 10, 420.




1464

1466

1468

1470

1472

1474

1476

1478

1480

83

CITATION REPORT

ARTICLE IF CITATIONS

Rare genetic variation and balanced polymorphisms are important for survival in global change
conditions. Proceedings of the Royal Society B: Biological Sciences, 2019, 286, 20190943.

1.2 39

BarkBase: Epigenomic Annotation of Canine Genomes. Genes, 2019, 10, 433.

Genome-Wide Analysis of the miRNAG€“mRNAs Network Involved in Cold Tolerance in Populus simonii A— 10 17
P. nigra. Genes, 2019, 10, 430. :

Genome-wide identification and characterization of long non-coding RNAs expressed during sheep
fetal and postnatal hair follicle development. Scientific Reports, 2019, 9, 8501.

GenPipes: an open-source framework for distributed and scalable genomic analyses. GigaScience, 2019,

y .

3.3 121

Contact Chemosensory Genes Identified in Leg Transcriptome of Apis cerana cerana (Hymenoptera:) Tj ETQq1 1 0.784314 rgfT |Ove

Evolutionary transcriptomics reveals the origins of olives and the genomic changes associated with 0.8 64
their domestication. Plant Journal, 2019, 100, 143-157. ’

Gill transcriptome alterations in Macrobrachium rosenbergii under copper exposure. Chemosphere,
2019, 233, 796-308.

Transcriptomic analysis reveals insights into deep-sea adaptations of the dominant species, Shinkaia
crosnieri (Crustacea: Decapoda: Anomura), inhabiting both hydrothermal vents and cold seeps. BMC 1.2 23
Genomics, 2019, 20, 388.

Global miRNA, IncRNA, and mRNA Transcriptome Profiling of Endometrial Epithelial Cells Reveals
Genes Related to Porcine Reproductive Failure Caused by Porcine Reproductive and Respiratory
Syndrome Virus. Frontiers in Immunology, 2019, 10, 1221.

Circular RNA expression profile of knee condyle in osteoarthritis by illumina HiSeq platform. Journal 12 31
of Cellular Biochemistry, 2019, 120, 17500-17511. :

Transcriptome analysis provides new insights into leaf shape variation in birch. Trees - Structure and
Function, 2019, 33, 1265-1281.

The transcriptomic responses of the ark shell, Anadara broughtonii, to sulfide and hypoxia exposure. 10 15
Molecular Biology Reports, 2019, 46, 4245-4257. )

Translation of upstream open reading frames in a model of neuronal differentiation. BMC Genomics,
2019, 20, 391.

Transcriptome Changes in the Mink Uterus during Blastocyst Dormancy and Reactivation.

International Journal of Molecular Sciences, 2019, 20, 2099. 1.8 8

Standardized human bone marrow-derived stem cells infusion improves survival and recovery in a rat
model of spinal cord injury. Journal of the Neurological Sciences, 2019, 402, 16-29.

Divergent Switchgrass Cultivars Modify Cereal Aphid Transcriptomes. Journal of Economic 0.8 3
Entomology, 2019, 112, 1887-1901. :

Transcriptome analysis reveals pathways facilitating the growth of tobacco powdery mildew in

Arabidopsis. Phytopathology Research, 2019, 1, .




1482

1484

1486

1488

1490

1492

1494

1496

1498

84

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic comparison between developing seeds of yellow- and black-seeded Brassica napus

reveals that genes influence seed quality. BMC Plant Biology, 2019, 19, 203. 1.6 40

Tenascin-C expression contributes to pediatric brainstem glioma tumor phenotype and represents a

novel biomarRer of disease. Acta Neuropathologica Communications, 2019, 7, 75.

Global Shifts in Gene Expression Profiles Accompanied with Environmental Changes in

Cnidarian-Dinoflagellate Endosymbiosis. G3: Genes, Genomes, Genetics, 2019, 9, 2337-2347. 0.8 12

Brain transcriptome analysis of a familial Alzheimera€™s disease-like mutation in the zebrafish presenilin
1 gene implies effects on energy production. Molecular Brain, 2019, 12, 43.

Polyploidy-related differential gene expression between diploid and synthesized allotriploid and

allotetraploid hybrids of Populus. Molecular Breeding, 2019, 39, 1. 1.0 24

Transcriptome analysis of body wall reveals growth difference between the largest and smallest
individuals in the pure and hybrid populations of Apostichopus japonicus. Comparative Biochemistry
and Physiology Part D: Genomics and Proteomics, 2019, 31, 100591.

Hazards of bisphenol A 4€”4€” blocks RNA splicing leading to abnormal testicular development in 49 9
offspring male mice. Chemosphere, 2019, 230, 432-439. ’

Transcriptomic and proteomic analyses of genetic factors influencing adductor muscle coloration in
QN Orange scallops. BMC Genomics, 2019, 20, 363.

Banana (Musa acuminata) transcriptome profiling in response to rhizobacteria: Bacillus

amyloliquefaciens Bs006 and Pseudomonas fluorescens Ps006. BMC Genomics, 2019, 20, 378. 1.2 31

Stress response regulator FoSkn7 participates in the pathogenicity of Fusariumoxysporum f.
sp.Acubense race 4 by conferring resistance to exogenous oxidative stress. Journal of General Plant
Pathology, 2019, 85, 382-394.

Cytomegalovirus Infection Drives Avidity Selection of Natural Killer Cells. Immunity, 2019, 50, 6.6 49
1381-1390.e5. )

Transcriptome Analysis of Apple Leaves in Response to Powdery Mildew (Podosphaera leucotricha)
Infection. International Journal of Molecular Sciences, 2019, 20, 2326.

An Integrated Analysis of the Rice Transcriptome and Metabolome Reveals Differential Regulation of
Carbon and Nitrogen Metabolism in Response to Nitrogen Availability. International Journal of 1.8 80
Molecular Sciences, 2019, 20, 2349.

Transcriptome analysis of juvenile genetically improved farmed tilapia (Oreochromis niloticus) livers
by dietary resveratrol supplementation. Comparative Biochemistry and Physiology Part - C: Toxicology
and Pharmacology, 2019, 223, 1-8.

HCF-2 inhibits cell proliferation and activates differentiation-gene expression programs. Nucleic Acids 6.5 3
Research, 2019, 47, 5792-5808. :

Transcriptome and physiological analyses for revealing genes involved in wheat response to
endoplasmic reticulum stress. BMC Plant Biology, 2019, 19, 193.

RNA sequencing of mesenchymal stem cells reveals a blocking of differentiation and
immunomodulatory activities under inflammatory conditions in rheumatoid arthritis patients. 1.6 19
Arthritis Research and Therapy, 2019, 21, 112.

Transcriptomic and Metabolomic Analysis of the Heat-Stress Response of Populus tomentosa Carr..

Forests, 2019, 10, 383.




1500

1502

1504

1506

1508

1510

1512

1514

1516

85

CITATION REPORT

ARTICLE IF CITATIONS

Adaptation of Human iPSC-Derived Cardiomyocytes to Tyrosine Kinase Inhibitors Reduces Acute

Cardiotoxicity via Metabolic Reprogramming. Cell Systems, 2019, 8, 412-426.e7. 2.9 49

Ocean acidification at a coastal CO2 vent induces expression of stress-related transcripts and

transposable elements in the sea anemone Anemonia viridis. PLoS ONE, 2019, 14, e0210358.

High-throughput sequencing reveals microRNAs in response to heat stress in the head kidney of

rainbow trout (Oncorhynchus mykiss). Functional and Integrative Genomics, 2019, 19, 775-786. 14 2

De novo assembly and discovery of genes involved in the response of Solanum sisymbriifolium to
Verticillium dahlia. Physiology and Molecular Biology of Plants, 2019, 25, 1009-1027.

Comparative Transcriptome Analysis in Eggplant Reveals Selection Trends during Eggplant

Domestication. International Journal of Genomics, 2019, 2019, 1-12. 0.8 5

Comparative transcriptome analyses of genes involved in sulforaphane metabolism at different
treatment in Chinese Rale using full-length transcriptome sequencing. BMC Genomics, 2019, 20, 377.

Transcriptomic Response of Nannochloropsis oceanica to Benzo[a]pyrene. Journal of Ocean 0.6 1
University of China, 2019, 18, 680-686. :

GScluster: network-weighted gene-set clustering analysis. BMC Genomics, 2019, 20, 352.

Immunological Molecular Responses of Human Retinal Pigment Epithelial Cells to Infection With

Toxoplasma gondii. Frontiers in Immunology, 2019, 10, 708. 2.2 17

Transcriptome Analysis of a Multiple-Branches Mutant Terminal Buds in Betula platyphylla A— B.
pendula. Forests, 2019, 10, 374.

Integration of mMRNA and miRNA Analysis Reveals the Molecular Mechanism Underlying Salt and Alkali

Stress Tolerance in Tobacco. International Journal of Molecular Sciences, 2019, 20, 2391. 18 23

Spatial control of oxygen delivery to threed€dimensional cultures alters cancer cell growth and gene
expression. Journal of Cellular Physiology, 2019, 234, 20608-20622.

Genome-Wide DNA Methylome and Transcriptome Analysis of Porcine Intestinal Epithelial Cells upon

Deoxynivalenol Exposure. Journal of Agricultural and Food Chemistry, 2019, 67, 6423-6431. 2.4 23

Stage-specific transcriptome of Bursaphelenchus xylophilus reveals temporal regulation of effector
genes and roles of the dauer-like stages in the lifecycle. Scientific Reports, 2019, 9, 6080.

Antagonizing Increased <i>miR-135a</i> Levels at the Chronic Stage of Experimental TLE Reduces

Spontaneous Recurrent Seizures. Journal of Neuroscience, 2019, 39, 5064-5079. 17 28

Complementary Transcriptomic and Proteomic Analysis Reveals a Complex Network Regulating Pollen
Abortion in GMS (msc-1) Pepper (Capsicum annuum L.). International Journal of Molecular Sciences,
2019, 20, 1789.

RNA Sequencing of Peripheral Blood Revealed that the Neurotropic TRK Receptor Signaling Pathway
Shows Apparent Correlation in Recovery Following Spinal Cord Injury at Small Cohort. Journal of 11 3
Molecular Neuroscience, 2019, 68, 221-233.

Identification and comparative analysis of Eriocheir sinensis microRNA transcriptome from claw

muscles related molting. Fisheries Science, 2019, 85, 509-520.




1518

1520

1622

1524

1526

1528

1630

1532

1534

86

CITATION REPORT

ARTICLE IF CITATIONS

Genome-Wide Identification of Long Non-coding RNAs Responsive to <i>Lasiodiplodia theobromae</i> 0.6 14
Infection in Grapevine. Evolutionary Bioinformatics, 2019, 15, 117693431984136. :

A Secreted RNA Binding Protein Forms RNA-Stabilizing Granules in the Honeybee Royal Jelly. Molecular

Cell, 2019, 74, 598-608.e6.

UV-C treatment promotes quality of early ripening apple fruit by regulating malate metabolizing genes 11 20
during postharvest storage. PLoS ONE, 2019, 14, e0215472. :

Far red light induces the expression of LHCSR to trigger nonphotochemical quenching in the
intertidal green macroalgae Ulva prolifera. Algal Research, 2019, 40, 101512.

Comparative transcriptomic analysis reveals the gene expression profiles in the liver and spleen of
Japanese pufferfish (Takifugu rubripes) in response to Vibrio harveyi infection. Fish and Shellfish 1.6 39
Immunology, 2019, 90, 308-316.

Human 3D cellular model of hypoxic brain injury of prematurity. Nature Medicine, 2019, 25, 784-791.

Role of Nrf2 in the antioxidation and oxidative stress induced developmental toxicity of honokiol in 13 36
zebrafish. Toxicology and Applied Pharmacology, 2019, 373, 48-61. )

The genomes of pecan and Chinese hickory provide insights into Carya evolution and nut nutrition.
GigaScience, 2019, 8, .

MicroRNA396-mediated alteration in plant development and salinity stress response in creeping

bentgrass. Horticulture Research, 2019, 6, 48. 2.9 64

Distinct Requirements of CHD4 during B Cell Development and Antibody Response. Cell Reports, 2019,
27,1472-1486.e5.

Transcriptome Profiles of Alternaria oxytropis Provides Insights into Swainsonine Biosynthesis. 16 °
Scientific Reports, 2019, 9, 6021. ’

Dual inhibition of glutaminase and carnitine palmitoyltransferase decreases growth and migration of
glutaminase inhibitiona€ “resistant triple-negative breast cancer cells. Journal of Biological Chemistry,
2019, 294, 9342-9357.

Transcriﬁtome profiling to identi(ij cytochrome P450 genes involved in penoxsulam resistance in 16 29
Echinochloa glabrescens. Pesticide Biochemistry and Physiology, 2019, 158, 112-120. )

Key %enes differential expressions and pathway involved in salt and water-deprivation stresses for
renal cortex in camel. BMC Molecular Biology, 2019, 20, 11.

A Transcri?tomic Insight into the Impact of Colon Cancer Cells on Mast Cells. International Journal 1

of Molecular Sciences, 2019, 20, 1689. 1.8

Systematic analysis of the effects of different nitrogen source and ICDH knockout on glycolate
synthesis in Escherichia coli. Journal of Biological Engineering, 2019, 13, 30.

Insights from deconvolution of cell subtype proportions enhance the interpretation of functional 11 21
genomic data. PLoS ONE, 2019, 14, e0215987. :

Whole transcriptome analysis of an estuarine amphipod exposed to highway road dust. Science of the

Total Environment, 2019, 675, 141-150.




1636

1538

1540

1642

1544

1546

1548

1550

15652

87

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis reveals regulation of %]ene expresswn dunng photoacclimation to high 0.8 18
irradiance levels in <i>Dunaliella salina</i> (Chlorophyceae). Phycological Research, 2019, 67, 291-302. )

The protein elicitor Hripl enhances resistance to insects and early bolting and flowering in

Arabidopsis thaliana. PLoS ONE, 2019, 14, e0216082.

Transcriptome Sequencing Reveals Potential Mechanisms of the Maternal Effect on Egg Diapause

Induction of Locusta migratoria. International Journal of Molecular Sciences, 2019, 20, 1974. 1.8 21

Dual Transcriptomic Analysis Reveals a Delayed Antiviral Response of Haliotis diversicolor supertexta
against Haliotid Herpesvirus-1. Viruses, 2019, 11, 383.

Pinus massoniana Introgression Hybrids Display Differential Expression of Reproductive Genes. 0.9 5
Forests, 2019, 10, 230. :

Comparative Transcriptome Combined with Proteome Analyses Revealed Key Factors Involved in Alfalfa
(Medicago sativa) Response to Waterlogging Stress. International Journal of Molecular Sciences,
2019, 20, 1359.

Multiple microRNAs Regulate the Floral Development and Sex Differentiation in the Dioecious

Cucurbit Coccinia grandis (L.) Voigt. Plant Molecular Biology Reporter, 2019, 37, 111-128. 1.0 1

Differential gene expression associated with fungal trophic shifts along the senescence gradient of
the moss <i>Dicranum scopariumc</i>. Environmental Microbiology, 2019, 21, 2273-2289.

Comparative Transcriptome Profile Analysis of Anther Development in Reproductive Stage of Rice in

Cold Region Under Cold Stress. Plant Molecular Biology Reporter, 2019, 37, 129-145. 1.0 12

High-level production of Monascus pigments in Monascus ruber CICC41233 through ATP-citrate lyase
overexpression. Biochemical Engineering Journal, 2019, 146, 160-169.

Transcriptome profiling of the meristem tissue of Saccharina japonica (Phaeophyceae, Laminariales)

under severe stress of copper. Marine Genomics, 2019, 47, 100671. 04 18

The transcriptome analysis of Protaetia brevitarsis Lewis larvae. PLoS ONE, 2019, 14, e0214001.

Acting locally - affecting globally: RNA sequencing of gilthead sea bream with a mild Sparicotyle
chrysophrii infection reveals effects on apoptosis, immune and hypoxia related genes. BMC Genomics, 1.2 53
2019, 20, 200.

Transcriptomic Analysis of Coding Genes and Non-Coding RNAs Reveals Complex Regulatory Networks
Underlying the Black Back and White Belly Coat Phenotype in Chinese Wuzhishan Pigs. Genes, 2019, 10,
201.

Functional annotation and characterization of hypothetical protein involved in blister blight
tolerance in tea (Camellia sinensis (L) O. Kuntze). Journal of Plant Biochemistry and Biotechnology, 0.9 6
2019, 28, 447-459.

Metabolome and Transcriptome Sequencing Analysis Reveals Anthocyanin Metabolism in Pink Flowers
of Anthocyanin-Rich Tea (Camellia sinensis). Molecules, 2019, 24, 1064.

Insights into the molecular basis of immunosuppression and increasing pathogen infection severity of
ammonia toxicity by transcriptome analysis in pacific white shrimp Litopenaeus vannamei. Fish and 1.6 22
Shellfish Immunology, 2019, 88, 528-539.

Comparative transcriptome analyses provide insights into the adaptation mechanisms to acute salt

stresses in juvenile Sinonovacula constricta. Genes and Genomics, 2019, 41, 599-612.




1554

1556

1558

1560

1562

1564

1566

1568

1570

88

CITATION REPORT

ARTICLE IF CITATIONS

Effective breast cancer combination therapy targeting BACH1 and mitochondrial metabolism. Nature, 13.7 233
2019, 568, 254-258. :

The Molecular Basis of Freshwater Adaptation in Prawns: lnsights from Comparative Transcriptomics

of Three <i>Macrobrachium</i> Species. Genome Biology and Evolution, 2019, 11, 1002-1018.

Physiological and Transcriptome Analyses of Early Leaf Senescence for ospls1 Mutant Rice (Oryza) Tj ETQq0 0 0 rquS/Overloil:; 10 Tf 50

Phenotypic and transcriptomic characterization of canine myeloid-derived suppressor cells. Scientific
Reports, 2019, 9, 3574.

BES/BZR Transantlon Factor TaBZR2 Positively Regulates Drought Responses by Activation of 9.3 151
<|>TaGST1< fi>. Plant Physiology, 2019, 180, 605-620. :

Transcriptome Profiling of the Whitefly Bemisia tabaci MED in Response to Single Infection of Tomato
yellow leaf curl virus, Tomato chlorosis virus, and Their Co-infection. Frontiers in Physiology, 2019,
10, 302.

GSEPD: a Bioconductor package for RNA-seq gene set enrichment and projection display. BMC 12 5
Bioinformatics, 2019, 20, 115. :

Osteogenesis depends on commissioning of a network of stem cell transcription factors that act as
repressors of adipogenesis. Nature Genetics, 2019, 51, 716-727.

Profiling the Gene Expression and DNA Methylation in the Mouse Brain after Ischemic

Preconditioning. Neuroscience, 2019, 406, 249-261. L1 1

A process of convergent amplification and tissued€specific expression dominates the evolution of toxin
and toxind€kike genes in sea anemones. Molecular Ecology, 2019, 28, 2272-2289.

RNA-sequencing in ophthalmology research: considerations for experimental design and analysis.

Therapeutic Advances in Ophthalmology, 2019, 11, 251584141983546. 08 6

Genetic and genomic analyses of latent variables related to the milk fatty acid profile, milk
composition, and udder health in dairy cattle. Journal of Dairy Science, 2019, 102, 5254-5265.

Rearing system causes changes of behavior, microbiome, and gene expression of chickens. Poultry 15 35
Science, 2019, 98, 3365-3376. ’

RNA-seq reveals the involvement of key genes for aerobic adaptation in rice. Scientific Reports, 2019, 9,
5235.

RNA-Seq Ana(l}/sis Reveals Differential Responses of Potato (Solanum tuberosum L.) Plantlets Cultured
in vitro to Red, Blue, Green, and White Light-emitting Diodes (LEDs). Journal of Plant Growth 2.8 19
Regulation, 2019, 38, 1412-1427.

Transcriptome analysis and discovery of genes involved in immune pathways in Solen strictus (Gould,) Tj ETQql 1 0784314 1gBT [Ov

Behavioural and transcriptional changes in post-mating females of an egg parasitoid wasp species.

Royal Society Open Science, 2019, 6, 181453. 11 21

De novo comparative transcriptome analysis of a rare cicada, with identification of candidate genes

related to adaptation to a novel host plant and drier habitats. BMC Genomics, 2019, 20, 182.




1672

1574

1576

1578

1580

1582

1584

1586

1588

89

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic analyses highlight the likely metabolic consequences of colonization of a cnidarian

host by native or non-native <i>Symbiodinium«</i> species. Biology Open, 2019, 8, . 0.6 19

Transcriptome analysis of the curry tree (Bergera koenigii L., Rutaceae) during leaf development.

Scientific Reports, 2019, 9, 4230.

Meta-Analysis of Salt Stress Transcriptome Responses in Different Rice Genotypes at the Seedling 16 a1
Stage. Plants, 2019, 8, 64. :

RNA sequencing analysis of Beauveria bassiana isolated from Ostrinia furnacalis identifies the
pathogenic genes. Microbial Pathogenesis, 2019, 130, 190-195.

Gene Expression Pattern and Regulatory Network of 1+-Toxin Treatment in Bombyx mori. International 0.8 1
Journal of Genomics, 2019, 2019, 1-11. :

Comparative transcriptome analyses revealed different heat stress responses in high- and low-GS
Brassica alboglabra sprouts. BMC Genomics, 2019, 20, 269.

Analyses of MicroRNA and mRNA Expression Profiles Reveal the Crucial Interaction Networks and

Pathways for Regulation of Chicken Breast Muscle Development. Frontiers in Genetics, 2019, 10, 197. 11 39

Identification and Analysis of microRNAs in the SAM and Leaves of Populus tomentosa. Forests, 2019,
10, 130.

LncRNA/circRNAZE“miRNAZE“mRNA networks regulate the development of root and shoot meristems of

Populus. Industrial Crops and Products, 2019, 133, 333-347. 2:5 51

Transcriptomic analysis of fetal membranes reveals pathways involved in preterm birth. BMC Medical
Genomics, 2019, 12, 53.

Screening of the candidate genes related to low-temperature tolerance of Fenneropenaeus chinensis

based on high-throughput transcriptome sequencing. PLoS ONE, 2019, 14, e0211182. 11 14

Embryonic stem cells become mechanoresponsive upon exit from ground state of pluripotency. Open
Biology, 2019, 9, 180203.

NF-YC12 is a key multi-functional regulator of accumulation of seed storage substances in rice. 94 68
Journal of Experimental Botany, 2019, 70, 3765-3780. ’

Repeated pregnant mare serum gonadotropind€mediated oestrous synchronization alters gene
expression in the ovaries and reduces reproductive performance in dairy goats. Reproduction in
Domestic Animals, 2019, 54, 873-881.

RNA-Seq and iTRAQ reveal multiple pathways involved in storage root formation and development in

sweet potato (I[pomoea batatas L.). BMC Plant Biology, 2019, 19, 136. L6 8

Fine-tuned adaptation of embryo&€“endometrium pairs at implantation revealed by transcriptome
analyses in Bos taurus. PLoS Biology, 2019, 17, e3000046.

Integrative analysis of long noncoding RNA and mRNA reveals candidate IncRNAs responsible for meat

quality at different physiological stages in Gushi chicken. PLoS ONE, 2019, 14, e0215006. 11 18

Functional Characterization of Target of Rapamycin Signaling in Verticillium dahliae. Frontiers in

Microbiology, 2019, 10, 501.




1590

1592

1594

1596

1598

1600

1602

1604

1606

CITATION REPORT

ARTICLE IF CITATIONS

RNA sequencing revealing the role of AMP-activated protein kinase signaling in mice myocardial

ischemia reperfusion injury. Gene, 2019, 703, 91-101. 1.0 1

Defining the genetic and evolutionary architecture of alternative splicing in response to infection.

Nature Communications, 2019, 10, 1671.

The identification of differentially expressed genes between extremes of placental efficiency in

maternal line gilts on day 95 of gestation. BMC Genomics, 2019, 20, 254. 12 1

Molecular dissection of cadmium-responsive transcriptome profile in a low-cadmium-accumulating
cultivar of Brassica parachinensis. Ecotoxicology and Environmental Safety, 2019, 176, 85-94.

Drug Screening in Human PSC-Cardiac Organoids Identifies Pro-proliferative Compounds Acting via 5.9 199
the Mevalonate Pathway. Cell Stem Cell, 2019, 24, 895-907.e6. :

Multiple Transcriptional Mechanisms Collectively Mediate Copper Resistance in <i>Cupriavidus
gilardii</i> CR3. Environmental Science &amp; Technology, 2019, 53, 4609-4618.

Collembola interact with mycorrhizal fungi in modifying oak morphology, C and N incorporation and

transcriptomics. Royal Society Open Science, 2019, 6, 181869. 11 15

Physiological and Growth Response of Pepper (Capsicum annum L.) Seedlings to Supplementary
Red|Blue Light Revealed through Transcriptomic Analysis. Agronomy, 2019, 9, 139.

Differential microRNA expression profiles determined by nexta€'generation sequencing in three

fulvestranta€'resistant human breast cancer cell lines. Oncology Letters, 2019, 17, 3765-3776. 0-8 7

Bioactivation of aflatoxin B1 by a cytochrome P450, CYP6AE19 induced by Elant signaling methyl
jasmonate in Helicoverpa armigra (HAV4bner). Pesticide Biochemistry and Physiology, 2019, 157, 211-218.

An alternative CTCF isoform antagonizes canonical CTCF occupancy and changes chromatin

architecture to promote apoptosis. Nature Communications, 2019, 10, 1535. 58 39

Transcriptomic Diversification of Granulosa Cells during Follicular Development in Chicken.
Scientific Reports, 2019, 9, 5462.

Transcriptome sequencing profiles reveal IncRNAs may involve in breast cancer (ER/PR positive type) by

interaction with RAS associated genes. Pathology Research and Practice, 2019, 215, 152405. Lo 15

Transcriptional profiling of Auricularia cornea in selenium accumulation. Scientific Reports, 2019, 9,
5641

A20 and ABIN1 Suppression of a Keratinocyte Inflammatory Program with a Shared Single-Cell
Expression Signature in Diverse Human Rashes. Journal of Investigative Dermatology, 2019, 139, 0.3 16
1264-1273.

Adaptive laboratory evolution of a genome-reduced Escherichia coli. Nature Communications, 2019, 10,
935.

Comprehensive identification of the full-length transcripts and alternative splicing related to the

secondary metabolism pathways in the tea plant (Camellia sinensis). Scientific Reports, 2019, 9, 2709. 1.6 51

Transcriptome sequencing analyses reveals mechanisms of eliminated russet by applying GA3 and CPPU

on &€ Shine Muscata€™ grape. Scientia Horticulturae, 2019, 250, 94-103.

90



1608

1610

1612

1614

1616

1618

1620

1622

1624

01

CITATION REPORT

ARTICLE IF CITATIONS

RNA-Sequencing, Physiological and RNAi Analyses Provide Insights into the Response Mechanism of the

ABC-Mediated Resistance to Verticillium dahliae Infection in Cotton. Genes, 2019, 10, 110. Lo 31

Fine mapping of the major QTL for seed coat color in Brassica rapa var. Yellow Sarson by use of NIL

populations and transcriptome sequencing for identification of the candidate genes. PLoS ONE, 2019,
14, e0209982.

Infection Strategies Deployed by Botrytis cinerea, Fusarium acuminatum, and Rhizopus stolonifer as a

Function of Tomato Fruit Ripening Stage. Frontiers in Plant Science, 2019, 10, 223. 17 58

Transcriptomic and metabolomic analysis of ZmYUC1 mutant reveals the role of auxin during early
endosperm formation in maize. Plant Science, 2019, 281, 133-145.

Interplay between Jasmonic Acid, Phosphate Signaling and the Regulation of Glycerolipid Homeostasis 15 18
in Arabidopsis. Plant and Cell Physiology, 2019, 60, 1260-1273. :

Molecular characterization of carbendazim resistance of Fusarium species complex that causes
sugarcane poRRah boeng disease. BMC Genomics, 2019, 20, 115.

Targeted Assessment of <i>GOS2<[i> Methylation Identifies a Rapidly Recurrent, Routinely Fatal

Molecular Subtype of Adrenocortical Carcinoma. Clinical Cancer Research, 2019, 25, 3276-3288. 3.2 51

Transcriptome and metabolome analyses of two contrasting sesame genotypes reveal the crucial
biological pathways involved in rapid adaptive response to salt stress. BMC Plant Biology, 2019, 19, 66.

Transcriptome and Proteome Alternation With Resistance to Bacillus thuringiensis Cry1Ah Toxin in

Ostrinia furnacalis. Frontiers in Physiology, 2019, 10, 27. 13 16

Transcriptome Analysis of Improved Wool Production in Skin-Specific Transgenic Sheep
Overexpressing Ovine [2-Catenin. International Journal of Molecular Sciences, 2019, 20, 620.

Transcriptomic and microbiota response on Litopenaeus vannamei intestine subjected to acute sulfide 16 33
exposure. Fish and Shellfish Inmunology, 2019, 88, 335-343. :

Exosomal transfer of obesity adipose tissue for decreased miR-141-3p mediate insulin resistance of
hepatocytes. International Journal of Biological Sciences, 2019, 15, 351-368.

High-throughput transcriptome-Seq and small RNA-Seq reveal novel functional genes and microRNAs

for early embryonic arrest in humans. Gene, 2019, 697, 19-25. Lo 15

Identification of the differentially expressed genes of Pinctada maxima individuals with different sizes
through transcriptome analysis. Regional Studies in Marine Science, 2019, 26, 100512.

Combined quantification of intracellular (phospho-)proteins and transcriptomics from fixed single 16 73
cells. Scientific Reports, 2019, 9, 1469. :

Genomic and transcriptomic investigations of the evolutionary transition from oviparity to
viviparity. Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
3646-3655.

The bovine alveolar macrophage DNA methylome is resilient to infection with Mycobacterium bovis. 16 8
Scientific Reports, 2019, 9, 1510. ’

Comparative sialotranscriptome analysis of the rare Chinese cicada Subpsaltria yangi, with

identification of candidate genes related to host-plant adaptation. International Journal of Biological
Macromolecules, 2019, 130, 323-332.




1626

1628

1630

1632

1634

1636

1638

1640

1642

92

CITATION REPORT

ARTICLE IF CITATIONS

Comparative transcriptome analysis of genes involved in anthocyanin biosynthesis in the pink-white 17 15
and red fruits of Chinese bayberry (Morella rubra). Scientia Horticulturae, 2019, 250, 278-286. )

Identifying Windows of Susceptibility by Temporal Gene Analysis. Scientific Reports, 2019, 9, 2740.

Transcriptome analysis reveals the impact of arbuscular mycorrhizal symbiosis on Sesbania cannabina

expose to high salinity. Scientific Reports, 2019, 9, 2780. L6 17

Divergent gene expression levels between diploid and autotetraploid <i>Tolmiea</i> relative to the
total transcriptome, the cell, and biomass. American Journal of Botany, 2019, 106, 280-291.

Transcriptome Profiling Reveals Effects of Drought Stress on Gene Expression in Diploid Potato

Genotype P3-198. International Journal of Molecular Sciences, 2019, 20, 852. 18 30

Bioinformatic and Biostatistic Methods for DNA Methylome Analysis of Obesity. , 2019, , 165-179.

Epigenome-Wide Analysis of DNA Methylation in Colorectal Cancer. , 2019, , 289-310. 2

Induction of human regulatory innate lymphoid cells from group 2 innate lymphoid cells by retinoic
acid. Journal of Allergy and Clinical Inmunology, 2019, 143, 2190-2201.e9.

Tree Response to Herbivory Is Affected by Endogenous Rhythmic Growth and Attenuated by

Cotreatment With a Mycorrhizal Fungus. Molecular Plant-Microbe Interactions, 2019, 32, 770-781. 1.4 5

The Specific Inhibition of SOD1 Selectively Promotes Apoptosis of Cancer Cells via Regulation of the
ROS Signaling Network. Oxidative Medicine and Cellular Longevity, 2019, 2019, 1-21.

Expression profiling analysis of long noncoding RNAs in a mouse model of ventilatord€induced lung
injury indicating potential roles in inflammation. Journal of Cellular Biochemistry, 2019, 120, 1.2 13
11660-11679.

Comparative transcriptome analysis of resistant and susceptible Riwifruits in response to
Pseudomonas syringae pv. Actinidiae during early infection. PLoS ONE, 2019, 14, e0211913.

Molt-dependent transcriptome analysis of claw muscles in Chinese mitten crab Eriocheir sinensis. 0.5 14
Genes and Genomics, 2019, 41, 515-528. :

Analysis of the Gynaephora ginghaiensis pupae immune transcriptome in response to parasitization by
Thektogaster sp. Archives of Insect Biochemistry and Physiology, 2019, 100, e21533.

Comparative Transcriptomic Analysis Reveals Molecular Profiles of Central Nervous System in
Maternal Diapause Induction of <i>Locusta migratoria</i>. G3: Genes, Genomes, Genetics, 2019, 9, 0.8 8
3287-3296.

Mip6 binds directly to the Mex67 UBA domain to maintain low levels of Msn2/4 stressd€dependent mRNAs.
EMBO Reports, 2019, 20, e47964.

Combined Statistics for Differential Expression Analysis of RNA-Sequencing Data. , 2019, , . 0

Transcription Factor bHLH2 Represses <i>CYSTEINE PROTEASE77<[i> to Negatively Regulate Nodule

Senescence. Plant Physiology, 2019, 181, 1683-1703.




1644

1646

1648

1650

1652

1654

1656

1658

1660

93

CITATION REPORT

ARTICLE IF CITATIONS

Ssc-novel-miR-106-5p reduces lipopolysaccharide-induced inflammatory response in porcine
endometrial eElthellal cells by inhibiting the expression of the target gene mitogen-activated protein 0.1 2
Rinase kinase Rinase 14 (MAP3K14). Reproduction, Fertility and Development, 2019, 31, 1616.

Transcriptomic analysis of berry development and a corresponding analysis of anthocyanin

biosynthesis in teinturier grape. Journal of Plant Interactions, 2019, 14, 617-629.

Transcriptomic Profile and Sexual Reproduction-Relevant Genes of Alexandrium minutum in Response

to Nutritional Deficiency. Frontiers in Microbiology, 2019, 10, 2629. 1.5 14

An influential meal: host plant dependent transcriptional variation in the beet armyworm, Spodoptera
exigua (Lepidoptera: Noctuidae). BMC Genomics, 2019, 20, 845.

Transcriptional Regulation of Autophagg/ Genes via Stage-Specific Activation of CEBPB and PPARG
during Adipogenesis: A Systematic Study Using Public Gene Expression and Transcription Factor 1.8 15
Binding Datasets. Cells, 2019, 8, 1321.

Mapping and identifying candidate genes involved in the novel fasciculate inflorescence in pepper
(Capsicum annuum L.). Molecular Breeding, 2019, 39, 1.

Comparative transcriptional analysis of CaEsicum flower buds between a sterile flower pool and a
restorer flower pool provides insight into the regulation of fertility restoration. BMC Genomics, 1.2 15
2019, 20, 837.

A Multi-Omics Study of Chicken Infected by Nephropathogenic Infectious Bronchitis Virus. Viruses,
2019, 11, 1070.

Changes in the Carbon Metabolism of Escherichia coli During the Evolution of Doxycycline

Resistance. Frontiers in Microbiology, 2019, 10, 2506. 15 15

PtomtAPX, a mitochondrial ascorbate peroxidase, plays an important role in maintaining the redox
balance of Populus tomentosa Carr. Scientific Reports, 2019, 9, 19541.

Local adaptation of a dominant coastal tree to freshwater availability and solar radiation suggested

by genomic and ecophysiological approaches. Scientific Reports, 2019, 9, 19936. 1.6 19

Conjoint Analysis of SMRT- and lllumina-Based RNA-Sequencing Data of Fenneropenaeus chinensis
Provides Insight Into Sex-Biased Expression Genes Involved in Sexual Dimorphism. Frontiers in
Genetics, 2019, 10, 1175.

HY5 Contributes to Light-Regulated Root System Architecture Under a Root-Covered Culture System. 17 39
Frontiers in Plant Science, 2019, 10, 1490. :

Hydrogen cyanamide induces grape bud endodormancy release through carbohydrate metabolism and
plant hormone signaling. BMC Genomics, 2019, 20, 1034.

Comparative de novo transcriptomics and untargeted metabolomic analyses elucidate complicated
mechanisms regulating celery (Apium graveolens L.) responses to selenium stimuli. PLoS ONE, 2019, 14, 11 16
e0226752.

Identification of Shoot Differentiation-Related Genes in Populus euphratica Oliv.. Genes, 2019, 10, 1034.

Combined De Novo Transcriptome and Metabolome Analysis of Common Bean Response to Fusarium

oxysporum f. sp. phaseoli Infection. International Journal of Molecular Sciences, 2019, 20, 6278. 1.8 63

Analysis of Centranthera grandiflora Benth Transcriptome Explores Genes of Catalpol, Acteoside and

Azafrin Biosynthesis. International Journal of Molecular Sciences, 2019, 20, 6034.




1662

1664

1666

1668

1670

1672

1674

1676

1678

94

CITATION REPORT

ARTICLE IF CITATIONS

Auxin and cytoRinin coordinate the dormancy and outgrowth of axillary bud in strawberry runner. 16 44
BMC Plant Biology, 2019, 19, 528. )

Transcriptome Analysis of the Cecal Tonsil of Jingxing Yellow Chickens Revealed the Mechanism of

Differential Resistance to Salmonella. Genes, 2019, 10, 979.

Transcriptional profiling reveals differentially expressed genes involved in lipid biosynthesis during

cacao seed development. Scientific Reports, 2019, 9, 17263. 1.6 2

A high-resolution gene expression atlas links dedicated meristem genes to Rey architectural traits.
Genome Research, 2019, 29, 1962-1973.

Resistance of <i>Nicotiana tabacum«</i> to <i>Phytophthora parasitica</i> var. <i>nicotianae</i> Race O
Is Enhanced by the Addition of <i>N. plumbaginifolia</i> Chromosome 9 with a Slight Effect on Host 0.8 4
Genomic Expression. Crop Science, 2019, 59, 2667-2678.

Is geographical variation driving the transcriptomic responses to multiple stressors in the kelp
Saccharina latissima?. BMC Plant Biology, 2019, 19, 513.

Listeria monocytogenes [fA Is Sufficient to Survive Gallbladder Bile Exposure. Frontiers in 15 13
Microbiology, 2019, 10, 2070. )

ERG Controls B Cell Development by Promoting Igh V-to-D) Recombination. Cell Reports, 2019, 29,
2756-2769.€6.

A divergent transcriptional landscape underpins the development and functional branching of MAIT

cells. Science Immunology, 2019, 4, . 56 »

Comparative Physiological and Transcriptomic Analyses Reveal Mechanisms of Improved Osmotic
Stress Tolerance in Annual Ryegrass by Exogenous Chitosan. Genes, 2019, 10, 853.

Coding and Non-Coding RNA Abnormalities in Bipolar Disorder. Genes, 2019, 10, 946. 1.0 23

Developmental transcriptomes of the sea star, Patiria miniata, illuminate how gene expression
changes with evolutionary distance. Scientific Reports, 2019, 9, 16201.

The 12-oxidation pathway is downregulated during diapause termination in Calanus copepods. Scientific 16 13
Reports, 2019, 9, 16686. ’

Differentially Expressed Genes between Carrot Petaloid Cytoplasmic Male Sterile and Maintainer
during Floral Development. Scientific Reports, 2019, 9, 17384.

Temperature Modulates Sex-Biased Gene Expression in the Gametophytes of the Kelp Saccharina

latissima. Frontiers in Marine Science, 2019, 6, . 1.2 16

Enhanced exposure assessment and genome-wide DNA methylation in World Trade Center disaster
responders. European Journal of Cancer Prevention, 2019, 28, 225-233.

Persistent Exposure to Fusobacterium nucleatum Triggers Chemokine/CytoRkine Release and Inhibits the
Proliferation and Osteogenic Differentiation Capabilities of Human Gingiva-Derived Mesenchymal Stem 1.8 37
Cells. Frontiers in Cellular and Infection Microbiology, 2019, 9, 429.

Molecular Analysis of UV-C Induced Resveratrol Accumulation in Polygonum cuspidatum Leaves.

International Journal of Molecular Sciences, 2019, 20, 6185.




CITATION REPORT

# ARTICLE IF CITATIONS

Single-Molecule Long-Read Sequencing Reveals the Diversity of Full-Length Transcripts in Leaves of

1680 Gnetum (Gnetales). International Journal of Molecular Sciences, 2019, 20, 6350.

1.8 8

Transcriptomic Analysis of Dark-Induced Senescence in Bermudagrass (Cynodon dactylon). Plants,

2019, 8, 614.

Comparative transcriptomic analysis of the flower induction and development of the Lei bamboo

1682 (Phyllostachys violascens). BMC Bioinformatics, 2019, 20, 687.

1.2 14

Mepiquat chloride promotes cotton lateral root formation by modulating plant hormone
homeostasis. BMC Plant Biology, 2019, 19, 573.

MicroRNA-mRNA expression profiles and their potential role in cadmium stress response in Brassica

1684 " Hapus. BMC Plant Biology, 2019, 19, 570.

1.6 40

Fulllength transcriptome sequencing reveals the low-temperature-tolerance mechanism of Medicago
falcata roots. BMC Plant Biology, 2019, 19, 575.

Circ_MDM2_000139, Circ_ATF2_001418, Circ_CDC25C_002079, and Circ_BIRC6_001271 Are Involved in

1686 the Functions of XAV939 in Non-Small Cell Lung Cancer. Canadian Respiratory Journal, 2019, 2019, 1-12.

0.8 16

Responses of unicellular predators to cope with the phototoxicity of photosynthetic prey. Nature
Communications, 2019, 10, 5606.

Transcriptome analysis reveals mechanism underlying the differential intestinal functionality of

1688 laying hens in the late phase and peak phase of production. BMC Genomics, 2019, 20, 970.

1.2 15

RNA-Seq Analysis Identifies Differentially Expressed Genes in Subcutaneous Adipose Tissue in
Qaidaford Cattle, Cattle-Yak, and Angus Cattle. Animals, 2019, 9, 1077.

Comparative Analysis of Strategies for De Novo Transcriptome Assembly in Prokaryotes: Streptomyces

1690 clavuligerus as a Case Study. High-Throughput, 2019, 8, 20.

4.4 1

Overexpressing GH3.1 and GH3.1L reduces susceptibility to Xanthomonas citri subsp. citri by repressing
auxin signaling in citrus (Citrus sinensis OsbecR). PLoS ONE, 2019, 14, e0220017.

1692 Study on the Infection Mechanism of Penicillium Digitatum on Postharvest Citrus (Citrus Reticulata) Tj ETQq0 0 0 rgBT /Overgqoch 10 Tf &

Assessment of the Effects of Bisphenol A on Dopamine Synthesis and Blood Vessels in the Goldfish
Brain. International Journal of Molecular Sciences, 2019, 20, 6206.

Expansion of primitive human hematopoietic stem cells by culture in a zwitterionic hydrogel. Nature

1694 Medicine, 2019, 25, 1566-1575.

15.2 162

Integrated Methylome and Transcriptome Analysis between the CMS-D2 Line ZBA and Its Maintainer Line
ZB in Upland Cotton. International Journal of Molecular Sciences, 2019, 20, 6070.

Modelling the gene expression and the DNA-binding in the 3T3-L1 differentiating adipocytes. Adipocyte,

1696 5019, 8, 401-411.

1.3 6

Comparative Transcriptome Profiling of Resistant and Susceptible Sugarcane Cultivars in Response to

Infection by Xanthomonas albilineans. International Journal of Molecular Sciences, 2019, 20, 6138.

95



1698

1700

1702

1704

1706

1708

1710

1712

1714

96

CITATION REPORT

ARTICLE IF CITATIONS

Circular RNA expression profiles following MC-LR treatment in human normal liver cell line (HL7702)
cells using high-throughput sequencing analysis. Journal of Toxicology and Environmental Health - 11 9
Part A: Current Issues, 2019, 82, 1103-1112.

New insights into fumonisin production and virulence of Fusarium proliferatum underlying different

carbon sources. Food Research International, 2019, 116, 397-407.

Hair follicles transcriptome profiles in Bashang long-tailed chickens with different plumage colors. 0.5 10
Genes and Genomics, 2019, 41, 1357-1367. :

Transcriptomic and proteomic approaches to explore the differences in monoterpene and benzenoid
biosynthesis between scented and unscented genotypes of wintersweet. Physiologia Plantarum, 2019,
166, 478-493.

Comparative transcriptome analysis shows the defense response networks regulated by miR482b. 0.8 16
Plant Cell Reports, 2019, 38, 1-13. :

Physiological and transcriptomic responses to fishmeal-based diet and rapeseed meal-based diet in two
strains of gibel carp (Carassius gibelio). Fish Physiology and Biochemistry, 2019, 45, 267-286.

Integrated proteomic analysis of tumor necrosis factor I+ and interleukin 1i2-induced endothelial

inflammation. Journal of Proteomics, 2019, 192, 89-101. 1.2 17

Transcriptomic Analysis Reveals Sex-Dependent Expression Patterns in the Basolateral Amygdala of
Dominant and Subordinate Animals After Acute Social Conflict. Molecular Neurobiology, 2019, 56,
3768-3779.

Transcriptomics analysis reveals candidate genes and pathways for susceptibility or resistance to
Singapore grouper iridovirus in orange-spotted grouper (Epinephelus coioides). Developmental and 1.0 20
Comparative Immunology, 2019, 90, 70-79.

Os<scE>ACL< scp>a€A2 negatively regulates cell death and disease resistance in rice. Plant
Biotechnology Journal, 2019, 17, 1344-1356.

The papain-like cysteine protease CEP1 is involved in programmed cell death and secondary wall

thickening during xylem development in Arabidopsis. Journal of Experimental Botany, 2019, 70, 205-215. 2.4 40

Identification of potential genes involved in triterpenoid saponins biosynthesis in Gleditsia sinensis by
transcriptome and metabolome analyses. Journal of Natural Medicines, 2019, 73, 369-380.

Transcriptome-based gene expression profiling of diploid radish (Raphanus sativus L.) and the

corresponding autotetraploid. Molecular Biology Reports, 2019, 46, 933-945. 1.0 4

Analysis of differential gene expression by RNA-seq data in ABCG1 knockout mice. Gene, 2019, 689, 24-33.

Proteins, Transcripts, and Genetic Architecture of Seminal Fluid and Sperm in the Mosquito Aedes

aegypti. Molecular and Cellular Proteomics, 2019, 18, S6-S22. 2:5 46

Comparative transcriptome analysis identifies genes associated with papilla development in the sea
cucumber Apostichopus japonicus. Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2019, 29, 255-263.

Laundry detergents and detergent residue after rinsing directly disrupt tthtJunctlon barrier
integrity in human bronchial epithelial cells. Journal of Allergy and Clinical Inmunology, 2019, 143, 1.5 96
1892-1903.

New insight into the molecular basis of cadmium stress responses of wild paper mulberry plant by

transcriptome analysis. Ecotoxicology and Environmental Safety, 2019, 171, 301-312.




1716

1718

1720

1722

1724

1726

1728

1730

1732

97

CITATION REPORT

ARTICLE IF CITATIONS

Transposable elements are regulated by context-specific patterns of chromatin marks in mouse

embryonic stem cells. Nature Communications, 2019, 10, 34. 58 104

Transcriptome sequencing to reveal the genetic regulation of leaf margin variation at early stage in

birch. Tree Genetics and Genomes, 2019, 15, 1.

Transcriptome profiles in the spleen of African catfish (Clarias gariepinus) challenged with 16 29
Aeromonas veronii. Fish and Shellfish Immunology, 2019, 86, 858-867. :

Evaluation of variability in human Ridney organoids. Nature Methods, 2019, 16, 79-87.

AS03-Adjuvanted H5N1 Avian Influenza Vaccine Modulates Early Innate Immune Signatures in Human 1.9 16
Peripheral Blood Mononuclear Cells. Journal of Infectious Diseases, 2019, 219, 1786-1798. :

Constitutive expression of a stabilized transcriﬁtion factor group VIl ethylene response factor
enhances waterlogging tolerance in wheat without penalizing grain yield. Plant, Cell and
Environment, 2019, 42, 1471-1485.

Identification of Salt Stress Response Genes in Rosa chinensis Leaves by Comparative RNA-seq Analysis

of Transcriptome Dynamics. Russian Journal of Plant Physiology, 2019, 66, 119-127. 0.5 3

RNA-seq Analysis of the SCN1A-KO Model based on CRISPR/Cas9 Genome Editing Technology.
Neuroscience, 2019, 398, 1-11.

SkeletalVis: an exploration and meta-analysis data portal of cross-species skeletal transcriptomics 18 18
data. Bioinformatics, 2019, 35, 2283-2290. :

Negative effects on newborn piglets caused by excess dietary tryptophan in the morning in sows.
Journal of the Science of Food and Agriculture, 2019, 99, 3005-3016.

Parallel transcriptome evolution in stream threespine sticklebacks. Development Growth and 0.6 19
Differentiation, 2019, 61, 104-113. :

Exogenous adrenocorticotropic hormone affects genome&€wide DNA methylation and transcriptome of
corpus luteum in sows. FASEB Journal, 2019, 33, 3264-3278.

The lipid strategies in Cunninghamella echinulata for an allostatic response to temperature changes. L8 13
Process Biochemistry, 2019, 76, 85-94. )

Hotspots in the genomic architecture of field drought responses in wheat as breeding targets.
Functional and Integrative Genomics, 2019, 19, 295-309.

Differential Gene Expression by RNA-Seq Analysis of the Primo Vessel in the Rabbit Lymph. JAMS Journal 0.3
of Acupuncture and Meridian Studies, 2019, 12, 11-19. :

Deep sequencing of small RNAs from 11 tissues of grass carp <scp><i>Ctenopharyngodon
idella</i><[scp> and discovery of sexd€related microRNAs. Journal of Fish Biology, 2019, 94, 132-141.

Identification and characteristics of <i>Stagonosporopsis cucurbitacearumc</i> pathogenic factors

influencing pumpkin seeding survival in northa€east China. Journal of Phytopathology, 2019, 167, 41-55. 0.5 8

Mechanically stimulated osteocytes reduce the boned€metastatic potential of breast cancer cells in

vitro by signaling through endothelial cells. Journal of Cellular Biochemistry, 2019, 120, 7590-7601.




1734

1736

1738

1740

1742

1744

1746

1748

1750

98

CITATION REPORT

ARTICLE IF CITATIONS

Comparative transcriptome analysis of embryo invasion in the mink uterus. Placenta, 2019, 75, 16-22. 0.7 4

<i>Basica€beucine zipper 17<[i> and <i>Hmga€CoA reductase degradation 3A<[i> are involved in salt

acclimation memory in <i>Arabidopsis</i>. Journal of Integrative Plant Biology, 2019, 61, 1062-1084.

Transcriptome analysis of differential expressed genes in hepatopancreas of Procambarus clarkii

challenged with peptidoglycan. Fish and Shellfish Immunology, 2019, 86, 311-318. 16 1

SiSTL1, encoding a large subunit of ribonucleotide reductase, is crucial for plant growth,
chloroplast biogenesis, and cell cycle progression in Setaria italica. Journal of Experimental Botany,
2019, 70,1167-1182.

Transcriptomic and Metabolic Profiling Reveals 4€ Green Ringd€™ and 4€ Red Ringd€™ on Jujube Fruit upon
Postharvest<i>Alternaria alternata</i>Infection. Plant and Cell Physiology, 2019, 60, 844-861.

De novo leaf and root transcriptome analysis to explore biosynthetic pathway of Celangulin V in
Celastrus angulatus maxim. BMC Genomics, 2019, 20, 7.

Pseudogene CHIAP2 inhibits proliferation and invasion of lung adenocarcinoma cells by means of the 20 21
WNT pathway. Journal of Cellular Physiology, 2019, 234, 13735-13746. :

mRNA/IncRNA expression patterns and the function of fibrinogena€like protein 2 in Meishan pig
endometrium during the preimplantation phases. Molecular Reproduction and Development, 2019, 86,
354-369.

Differentiated super-enhancers in lung cancer cells. Science China Life Sciences, 2019, 62, 1218-1228. 2.3 2

Long-term functional and structural preservation of precision-cut human myocardium under
continuous electromechanical stimulation in vitro. Nature Communications, 2019, 10, 117.

SREBP-dependent lipidomic reprogramming as a broad-spectrum antiviral target. Nature 5.8 199
Communications, 2019, 10, 120. :

Bacterial and viral pathogen-associated molecular patterns induce divergent early transcriptomic
landscapes in a bovine macrophage cell line. BMC Genomics, 2019, 20, 15.

Differential co-expression networks of long non-coding RNAs and mRNAs in Cleistogenes songorica

under water stress and during recovery. BMC Plant Biology, 2019, 19, 23. 1.6 70

Ocean warming combined with lower omega-3 nutritional availability impairs the cardio-respiratory
function of a marine fish. Journal of Experimental Biology, 2019, 222, .

Target of Rapamycin (TOR) Regulates the Expression of IncRNAs in Response to Abiotic Stresses in

Cotton. Frontiers in Genetics, 2018, 9, 690. 11 30

Integrated transcriptome, small <scp>RNA</scp> and degradome sequencing approaches provide
insights into Ascochyta blight resistance in chickpea. Plant Biotechnology Journal, 2019, 17, 914-931.

methylGSA: a Bioconductor package and Shiny app for DNA methylation data length bias adjustment in

gene set testing. Bioinformatics, 2019, 35, 1958-1959. 18 120

Comprehensive transcriptome profiling and phenotyping of rootstock and scion in a tomato/potato

heterografting system. Physiologia Plantarum, 2019, 166, 833-847.




1752

1754

1756

1758

1760

1762

1764

1766

1768

99

CITATION REPORT

ARTICLE IF CITATIONS

How crickets become freeze tolerant: The transcriptomic underpinnings of acclimation in Gryllus

veletis. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2019, 29, 55-66. 0.4 18

Prospects for the study of genetic variation among Moso bamboo wild-type and variants through

genome resequencing. Trees - Structure and Function, 2019, 33, 371-381.

Transcriptomics profiling in response to cold stress in cultivated rice and weedy rice. Gene, 2019, 685, 10 57
96-105. )

Transcriptome profiling of periwinkle infected with Huanglongbing (4€ Candidatus Liberibacter) Tj ETQq1l 1 0.7843]4 rgBT IqurIoch

Transcriptomic analysis of MicroRNA expression in enamel-producing cells. Gene, 2019, 688, 193-203. 1.0 3

The soil organic matter decomposition mechanisms in ectomycorrhizal fungi are tuned for liberating
soil organic nitrogen. ISME Journal, 2019, 13, 977-988.

llluminad€based transcriptomic analysis on recalcitrant seeds ofPanax notoginsengfor the dormancy

release during the afterd€ripening process. Physiologia Plantarum, 2019, 167, 597-612. 2.6 13

Maturing Human CD127+ CCR7+ PDL1+ Dendritic Cells Express AIRE in the Absence of Tissue Restricted
Antigens. Frontiers in Immunology, 2018, 9, 2902.

Single-Cell Sequencing of iPSC-Dopamine Neurons Reconstructs Disease Progression and Identifies 5.9 193
HDAC4 as a Regulator of Parkinson Cell Phenotypes. Cell Stem Cell, 2019, 24, 93-106.e6. :

Genomewide Transcriptome Profiles Reveal How Bacillus subtilis Lipopeptides Inhibit Microsclerotia
Formation in Verticillium dahliae. Molecular Plant-Microbe Interactions, 2019, 32, 622-634.

Transcriptional effects of cadmium on iron homeostasis differ in calamine accessions of <i>Noccaea 0.8 97
caerulescens</i>. Plant Journal, 2019, 97, 306-320. :

DNA methylation defines regional identity of human intestinal epithelial organoids and undergoes
dynamic changes during development. Gut, 2019, 68, 49-61.

Genome-Wide Profiling of Long Noncoding RNA Expression Patterns in Women With Repeated

Implantation Failure by RNA Sequencing. Reproductive Sciences, 2019, 26, 18-25. 1.1 26

Identification and characterization of long non-coding RNA in prenatal and postnatal skeletal muscle
of sheep. Genomics, 2019, 111, 133-141.

Panaxadiol saponins treatment caused the subtle variations in the global transcriptional state of

Asiatic corn borer, Ostrinia furnacalis. Journal of Ginseng Research, 2020, 44, 123-134. 3.0 1

Alterations in sperm long RNA contribute to the epigenetic inheritance of the effects of postnatal
trauma. Molecular Psychiatry, 2020, 25, 2162-2174.

Cocaine'omics: Genomea€wide and transcriptomead€wide analyses provide biological insight into cocaine 14 45
use and dependence. Addiction Biology, 2020, 25, e12719. .

Coéa€infection of Wolbachia and Spiroplasma in spider mite Tetranychus truncatus increases male

fitness. Insect Science, 2020, 27, 921-937.




CITATION REPORT

# ARTICLE IF CITATIONS

1770  \dentification and genetic analysis of alternative splicing of long non-coding RNAs in tomato initial 13 25
flowering stage. Genomics, 2020, 112, 897-907. :

A new understanding: Gene expression, cell characteristic and antioxidant enzymes of

Zygosaccharomyces rouxii under the D-fructose regulation. Enzyme and Microbial Technology, 2020,
132, 109409.

Transcriptome analysis of Idesia polycarpa Maxim. var vestita Diels flowers during sex differentiation.

1772 Journal of Forestry Research, 2020, 31, 2463-2478.

1.7 2

Epigenome-wide association study of narcolepsy-affected lateral hypothalamic brains, and overlapping
DNA methylation profiles between narcolepsy and multiple sclerosis. Sleep, 2020, 43, .

Gene set analysis methods for the functional interpretation of non-mRNA data&d€”Genomic range and

1774 cRNA data. Briefings in Bioinformatics, 2020, 21, 1495-1508.

3.2 9

Comparative transcriptome analysis of Triplolahysa yarkandensis in response to salinity and alkalinity
stress. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2020, 33, 100629.

Comparative transcriptomic analysis reveals molecular processes involved in pileus morphogenesis in

1776 pleurotus eryngii under different light conditions. Genomics, 2020, 112, 1707-1715.

1.3 18

Regulatory changes in <i>TaSNAC8a€6A<|i> are associated with drought tolerance in wheat seedlings.
Plant Biotechnology Journal, 2020, 18, 1078-1092.

Differential expression of INcRNA/miRNA/mRNA and their related functional networks during the
1778  osteogenic/odontogenic differentiation of dental pulp stem cells. Journal of Cellular Physiology, 2.0 41
2020, 235, 3350-3361.

Circulating microRNA expression profiling and bioinformatics analysis of patients with coronary
artery disease by RNA sequencing. Journal of Clinical Laboratory Analysis, 2020, 34, e23020.

Transcriptomic analysis reveals putative osmoregulation mechanisms in the kidney of euryhaline
1780 turbot Scophthalmus maximus responded to hypo-saline seawater. Journal of Oceanology and 0.6 13
Limnology, 2020, 38, 467-479.

Proteomic analysis of sheep uterus reveals its role in prolificacy. Journal of Proteomics, 2020, 210,
103526.

Comparative Metabolomic and Transcriptome Analysis Reveal Distinct Flavonoid Biosynthesis
1782  Regulation Between Petals of White and Purple Phalaenopsis amabilis. Journal of Plant Growth 2.8 42
Regulation, 2020, 39, 823-840.

New Insights on € GALA3G€™ Apple Fruit Development: Sugar and Acid Accumulation: A Transcriptomic
Approach. Journal of Plant Growth Regulation, 2020, 39, 680-702.

Exploratory analysis of genetic variants influencing molecular traits in cerebral cortex of suicide

1784 completers. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2020, 183, 26-37.

1.1 6

Genome assembly provides insights into the genome evolution and flowering regulation of
orchardgrass. Plant Biotechnology Journal, 2020, 18, 373-388.

Responses of the kelp <i>Saccharina latissima</i> (Phaeophyceae) to the warming Arctic: from

1786 physiology to transcriptomics. Physiologia Plantarum, 2020, 168, 5-26.

2.6 33

Repurposing the thrombopoietin receptor agonist eltrombopag as an anticryptococcal agent. Medical

Mycology, 2020, 58, 493-504.

100



CITATION REPORT

# ARTICLE IF CITATIONS

A novel seed plants gene regulates oxidative stress tolerance in Arabidopsis thaliana. Cellular and

1788 Molecular Life Sciences, 2020, 77, 705-718. 24 1

<i>Wolbachia</i> dominate <i>Spiroplasmac/i> in the cod€infected spider mite <i>Tetranychus

truncatus</i>. Insect Molecular Biology, 2020, 29, 19-37.

<i>TaD27&€B<[i> gene controls the tiller number in hexaploid wheat. Plant Biotechnology Journal, 2020,

1790 18 513-525.

4.1 64

Comparative Transcriptome Analysis Reveals Different Host Cell Responses to Acute and Persistent
Foot-and-Mouth Disease Virus Infection. Virologica Sinica, 2020, 35, 52-63.

Conservation genomic analysis reveals ancient introgression and declining levels of genetic diversity

1792 4, Madagascard€™s hibernating dwarf lemurs. Heredity, 2020, 124, 236-251.

1.2 16

The root transcriptome analyses of peanut wild species Arachis correntina (Burkart) Krapov. &amp;
W.C. Gregory and cultivated variety Xiaobaisha in response to benzoic acid and p-cumaric acid stress.
Genetic Resources and Crop Evolution, 2020, 67, 9-20.

Citrus PH4a€“Noemi regulatory complex is involved in proanthocyanidin biosynthesis via a positive

1794 feedback loop. Journal of Experimental Botany, 2020, 71, 1306-1321.

2.4 23

RNA-Seq revealed that infection with white tip nematodes could downregulate rice photosynthetic
genes. Functional and Integrative Genomics, 2020, 20, 367-381.

Midgut transcriptome analysis of Clostera anachoreta Atreated with lethal and sublethal Cry1Ac

1796 protoxin. Archives of Insect Biochemistry and Physiology, 2020, 103, e21638.

0.6 5

Transcriptome analysis of Aconitum carmichaelii and exploration of the salsolinol biosynthetic
pathway. FA-toterapA-A¢, 2020, 140, 104412.

<i>De novoc<[i> transcriptome characterisation of two auxin&€related genes associated with plant

1798 growth habit in <i>Astragalus adsurgens</i> Pall. Plant Biology, 2020, 22, 3-12.

1.8 6

Circulating Tumor Cells Exhibit Metastatic Tropism and Reveal Brain Metastasis Drivers. Cancer
Discovery, 2020, 10, 86-103.

1800 Iranscriptome analysis and whole genome re-sequencing provide insights on rice kernel smut (Tilletia) Tj ETQq0 O Q,gBT IngrIocla 10T

Heritable temporal gene expression patterns correlate with metabolomic seed content in developing
hexaploid oat seed. Plant Biotechnology Journal, 2020, 18, 1211-1222.

New Insights into the Mechanism of Action of the Thienopyrimidine Antitubercular Prodrug TPO53.

1802 ACS Infectious Diseases, 2020, 6, 313-323.

1.8 11

Comparative genomea€scale analysis of <i>Pichia pastoris</i> variants informs selection of an optimal
base strain. Biotechnology and Bioengineering, 2020, 117, 543-555.

Molecular responses of an estuarine oyster to multiple metal contamination in Southern China

1804 ovealed by RNA-seq. Science of the Total Environment, 2020, 701, 134648.

3.9 15

Non-monotone transformation of biomarkers to improve diaFnostic and screening accuracy in a DNA
Methods in Medical Research, 2020, 29,

methylation study with trichotomous phenotypes. Statistica
2360-2389.

101



1806

1808

1810

1812

1814

1816

1818

1820

1822

CITATION REPORT

ARTICLE IF CITATIONS

Global Gene Expression Analysis of the Brainstem in EV71- and CVAl6-Infected Gerbils. Viruses, 2020, 12, 15 17
46. :

Tendon response to matrix unloading is determined by the patho-physiological niche. Matrix Biology,

2020, 89, 11-26.

Transcriptome Analysis Reveals the Effects of Chinese Chive (Allium tuberosum R.) Extract on
Fusarium oxysporum f. sp. radicis-lycopersici Spore Germination. Current Microbiology, 2020, 77, 1.0 10
855-864.

Exploration of key regulators driving primary feather follicle induction in goose skin. Gene, 2020, 731,
144338.

Impact of juvenile hormone analogue insecticides on the water flea Moina macrocopa: Growth,

reproduction and transgenerational effect. Aquatic Toxicology, 2020, 220, 105402. 1.9 20

Comparative transcriptome analysis of the genes involved in lipid biosynthesis pathway and
regulation of oil body formation in Torreya grandis Rernels. Industrial Crops and Products, 2020, 145,
112051.

Molecular Insights into the Insensitivity of Lepidopteran Pests to Cycloxaprid. Journal of 0.4 5
Agricultural and Food Chemistry, 2020, 68, 982-988. ’

Metabolome and Transcriptome Analysis Reveals Putative Genes Involved in Anthocyanin
Accumulation and Coloration in White and Pink Tea (Camellia sinensis) Flower. Molecules, 2020, 25,
190.

Transcriptome analysis of Actinidia chinensis in response to Botryosphaeria dothidea infection. PLoS

ONE, 2020, 15, €0227303. L1 13

Transcriptomic and metabolomic analysis reveals the role of CoA in the salt tolerance of
Zygophyllum spp. BMC Plant Biology, 2020, 20, 9.

Molecular and genetic analysis of resistance to METIH acaricides in Iranian populations of the citrus

red mite Panonychus citri. Pesticide Biochemistry and Physiology, 2020, 164, 73-84. 1.6 21

Transcriptome and GWAS analyses reveal candidate gene for seminal root length of maize seedlings
under drought stress. Plant Science, 2020, 292, 110380.

Genome-wide analysis of ethylene-response factor family in adzuki bean and functional determination

of VaERF3 under saline-alkaline stress. Plant Physiology and Biochemistry, 2020, 147, 215-222. 2.8 22

Transcriptome profiling reveals the crucial biological pathways involved in cold response in Moso
bamboo (Phyllostachys edulis). Tree Physiology, 2020, 40, 538-556.

Genomea€wide association study reveals new genes involved in leaf trichome formation in polyploid

oilseed rape (<scp> <i>Brassica napus</i><[scp> L.). Plant, Cell and Environment, 2020, 43, 675-691. 2.8 28

<i>Fusarium virguliform</i><i>e<[i> Transcriptional Plasticity Is Revealed by Host Colonization of
Maize versus Soybean. Plant Cell, 2020, 32, 336-351.

Transcriptomic and metabolomic analyses reveal several critical metabolic pathways and candidate
genes involved in resin biosynthesis in Pinus massoniana. Molecular Genetics and Genomics, 2020, 295, 1.0 15
327-341.

Transcriptomic Changes in Liver of Juvenile <i>Cynoglossus semilaevis</i> following

Perfluorooctane Sulfonate Exposure. Environmental Toxicology and Chemistry, 2020, 39, 556-564.

102



1824

1826

1828

1830

1832

1834

1836

1838

1840

CITATION REPORT

ARTICLE IF CITATIONS

Comparative transcriptomic analysis reveals novel insights into the response to Cr(VI) exposure in
Cr(VI) tolerant ectomycorrhizal fungi Pisolithus sp. 1 LS-2017. Ecotoxicology and Environmental 2.9 10
Safety, 2020, 188, 109935.

Identification of functional IncRNAs in pseudorabies virus type Il infected cells. Veterinary

Microbiology, 2020, 242, 108564.

Transcriptomic analysis reveals recovery strategies in strawberry roots after using a soil amendment

in continuous cropping soil. BMC Plant Biology, 2020, 20, 5. L6 10

NK cell recruitment limits tissue damage during an enteric helminth infection. Mucosal Immunology,
2020, 13, 357-370.

Translational regulation contributes to the elevated CO 2 response in two Solanum species. Plant 0.8 29
Journal, 2020, 102, 383-397. :

Molecular responses to freshwater limitation in the mangrove tree <i>Avicennia germinans<[i>
(Acanthaceae). Molecular Ecology, 2020, 29, 344-362.

Transcriptomic Analyses of Chilling Stress Responsiveness in Leaves of Tobacco (Nicotiana tabacum)

Seedlings. Plant Molecular Biology Reporter, 2020, 38, 1-13. 1.0 4

Co-option of wing-patterning genes underlies the evolution of the treehopper helmet. Nature Ecology
and Evolution, 2020, 4, 250-260.

<i>WRKY<[i> Transcription Factors Shared by BTH-Induced Resistance and <i>NPR1</i>-Mediated
Acquired Resistance Improve Broad-Spectrum Disease Resistance in Wheat. Molecular Plant-Microbe 1.4 27
Interactions, 2020, 33, 433-443.

RNA-seq reveals hormone-regulated synthesis of non-cellulose polysaccharides associated with fiber
strength in a single-chromosomal-fragment-substituted upland cotton line. Crop Journal, 2020, 8,
273-286.

Co-infection with Wolbachia and Cardinium may promote the synthesis of fat and free amino acids in a

small spider, Hylyphantes graminicola. Journal of Invertebrate Pathology, 2020, 169, 107307. L5 16

Systematic Characterization of Long Non-Coding RNAs and Their Responses to Drought Stress in
Dongxiang Wild Rice. Rice Science, 2020, 27, 21-31.

Differential gene expression profiling of the goose pineal gland. British Poultry Science, 2020, 61, 0.8 5
200-208. :

Deciphering the highd€quality genome sequence of coriander that causes controversial feelings. Plant
Biotechnology Journal, 2020, 18, 1444-1456.

RNA-Sequencing Highlights Inflammation and Impaired Integrity of the Vascular Wall in Brain

Arteriovenous Malformations. Stroke, 2020, 51, 268-274. Lo 22

Transcriptome and physiology analysis identify key metabolic changes in the liver of the large yellow
croaker (Larimichthys crocea) in response to acute hypoxia. Ecotoxicology and Environmental Safety,
2020, 189, 109957.

Transcriptomics of Cherax ﬂuadricarinatus hepatopancreas during infection with Decapod iridescent 16 30
virus 1 (DIV1). Fish and Shellfish Inmunology, 2020, 98, 832-842. :

Transcriptional responses of soybean aphids to sublethal insecticide exposure. Insect Biochemistry

and Molecular Biology, 2020, 118, 103285.

103



1842

1844

1846

1848

1850

1852

1854

1856

1858

CITATION REPORT

ARTICLE IF CITATIONS

Melatonin enhances salt stress tolerance in rubber tree (Hevea brasiliensis) seedlings. Industrial 05 97
Crops and Products, 2020, 145, 111990. ’

Transcriptomic analysis of oligochaete immune responses to myxosporeans infection: Branchiura

sowerbyi infected with Myxobolus cultus. Journal of Invertebrate Pathology, 2020, 169, 107283.

Skin barrier damage after exposure to paraphenylenediamine. Journal of Allergy and Clinical 15 21
Immunology, 2020, 145, 619-631.e2. ’

Environmental hypoxia causes growth retardation, osteoclast differentiation and calcium
dyshomeostasis in juvenile rainbow trout (Oncorhynchus myRiss). Science of the Total Environment,
2020, 705, 135272.

Identification of a genetic network for an ecologically relevant behavioural phenotype in Drosophila

melanogaster. Molecular Ecology, 2020, 29, 502-518. 2.0 3

Transcriptional and Functional Programming of Decidual Innate Lymphoid Cells. Frontiers in
Immunology, 2019, 10, 3065.

Global Gene Responses of Resistant and Susceptible Sugarcane Cultivars to Acidovorax avenae subsp.

avenae |dentified Using Comparative Transcriptome Analysis. Microorganisms, 2020, 8, 10. 16 20

PCAT18, as a novel differentially regulated long noncoding RNA in adult acute myeloid leukemia
patients revealed by nextd€generation sequencing. International Journal of Laboratory Hematology,
2020, 42, 858-865.

A combination of genome-wide association study and transcriptome analysis in leaf epidermis
identifies candidate genes involved in cuticular wax biosynthesis in Brassica napus. BMC Plant 1.6 7
Biology, 2020, 20, 458.

Mitochondrial DNA copy number can influence mortality and cardiovascular disease via methylation
of nuclear DNA CpGs. Genome Medicine, 2020, 12, 84.

Identification and Characterization of IncRNAs Related to the Muscle Growth and Development of

Japanese Flounder (Paralichthys olivaceus). Frontiers in Genetics, 2020, 11, 1034. 11 1

Genome-Wide Identification and Characterization of Fusarium graminearum-Responsive IncRNAs in
Triticum aestivum. Genes, 2020, 11, 1135.

Comparative Transcriptome Analysis Revealing the Different Germination Process in
Aryloxyphenoxypropionate-Resistant and APP-Susceptible Asia Minor Bluegrass (Polypogon fugax). 1.6 2
Plants, 2020, 9, 1191.

Root-Secreted Coumarins and the Microbiota Interact to Improve Iron Nutrition in Arabidopsis. Cell
Host and Microbe, 2020, 28, 825-837.e6.

Analysis of IncRNA Expression Profile during the Formation of Male Germ Cells in Chickens. Animals, 10 9
2020, 10, 1850. '

Transgenerational accumulation of methylome changes discovered in commercially reared honey bee
(Apis mellifera) queens. Insect Biochemistry and Molecular Biology, 2020, 127, 103476.

Alternative Splicing Enhances the Transcriptome Complexity of Liriodendron chinense. Frontiers in 17 14
Plant Science, 2020, 11, 578100. :

RNA-seq reveals the salt tolerance of Ipomoea pes-caprae, a wild relative of sweet potato. Journal of

Plant Physiology, 2020, 255, 153276.

104



1860

1862

1864

1866

1868

1870

1872

1874

1876

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic and targeted metabolomic analysis identifies genes and metabolites involved in
anthocyanin accumulation in tuberous roots of sweetpotato (Ipomoea batatas L.). Plant Physiology 2.8 13
and Biochemistry, 2020, 156, 323-332.

Comparative transcriptome analysis of Tilletia horrida infection in resistant and susceptible rice

(Oryza sativa L.) male sterile lines reveals potential candidate genes and resistance mechanisms.
Genomics, 2020, 112, 5214-5226.

Integrative analysis of long non-coding RNA and mRNA in broilers with valgus-varus deformity. PLoS 11 10
ONE, 2020, 15, e0239450. )

Bone Marrow Mesenchymal Stem Cells Support Acute Myeloid Leukemia Bioenergetics and Enhance
Antioxidant Defense and Escape from Chemotherapy. Cell Metabolism, 2020, 32, 829-843.e9.

tagHi-C Reveals 3D Chromatin Architecture Dynamics during Mouse Hematopoiesis. Cell Reports, 2020, 9.9 43
32, 108206. :

Comparative genome-wide DNA methylation analysis reveals epigenomic differences in response to
heat-humidity stress in Bombyx mori. International Journal of Biological Macromolecules, 2020, 164,
3771-3779.

Transcriptomic Study for Identification of Major Nitrogen Stress Responsive Genes in Australian 11 29
Bread Wheat Cultivars. Frontiers in Genetics, 2020, 11, 583785. )

Systematic Identification and Functional Analysis of Circular RNAs During Rice Black-Streaked Dwarf
Virus Infection in the Laodelphax striatellus (FallA©n) Midgut. Frontiers in Microbiology, 2020, 11,
588009.

Transcriptome analyses to reveal the dynamic change mechanism of pigeon magnum during one

egga€laying cycle. Molecular Reproduction and Development, 2020, 87, 1141-1151. 1.0 6

Transcriptome and metabolite profiling reveals the effects of Funneliformis mosseae on the roots of
continuously cropped soybeans. BMC Plant Biology, 2020, 20, 479.

Identification of Differentially Methylated Regions Associated with a Knockout of SUV39H1 in 1.0 5
Prostate Cancer Cells. Genes, 2020, 11, 1188. :

Identification of Candidate Genes Involved in Fruit Ripening and Crispness Retention Through
Transcriptome Analyses of a &€ Honeycrispa€™ Population. Plants, 2020, 9, 1335.

NOD-like receptors mediate inflammatory lung injury during plateau hypoxia exposure. Journal of 10 10
Physiological Anthropology, 2020, 39, 32. )

Transcriptional profiling reveals molecular basis and the role of arginine in response to low-pH
stress in Pichia Rudriavzevii. Journal of Bioscience and Bioengineering, 2020, 130, 588-595.

Transcriptomic profile analysis of the halophyte Suaeda rigida response and tolerance under NaCl 16 10
stress. Scientific Reports, 2020, 10, 15148. :

JMJD3 acts in tandem with KLF4 to facilitate reprogramming to pluripotency. Nature Communications,
2020, 11, 5061.

Transcriptome Analysis of Psacothea hilaris: De Novo Assembly and Antimicrobial Peptide Prediction. 1.0 8
Insects, 2020, 11, 676. :

Comprehensive analysis of INcRNA-mRNA regulatory network in BmNPV infected cells treated with

Hsp90 inhibitor. Molecular Immunology, 2020, 127, 230-237.

105



CITATION REPORT

# ARTICLE IF CITATIONS

Differential expression in leaves of Saccharum genotypes contrasting in biomass production provides

evidence of genes involved in carbon partitioning. BMC Genomics, 2020, 21, 673. 1.2 10

1878

GHRH-SST-GH-IGF axis regulates crosstalk between growth and immunity in rainbow trout

(Oncorhynchus mykiss) infected with Vibrio anguillarum. Fish and Shellfish Inmunology, 2020, 106,
887-897.

Holistic insights into meningitic <i>Escherichia coli</i> infection of astrocytes based on whole

1880 transcriptome profiling. Epigenomics, 2020, 12, 1611-1632.

1.0 5

4EHP and GIGYF1/2 Mediate Translation-Coupled Messenger RNA Decay. Cell Reports, 2020, 33, 108262.

Imbalanced cellular metabolism compromises cartilage homeostasis and joint function in a mouse

1882 odel of mucolipidosis type lll gamma. DMM Disease Models and Mechanisms, 2020, 13, .

1.2 4

Transcriptional and physiological analyses of reduced density in apple provide insight into the
regulation involved in photosynthesis. PLoS ONE, 2020, 15, e0239737.

Inte%rative anal%/sis of wood biomass and developing xylem transcriptome provide insights into
1884 mechanisms of lignin biosynthesis in wood formation of Pinus massoniana. International Journal of 3.6 15
Biological Macromolecules, 2020, 163, 1926-1937.

Rare fungus, Mortierella capitata, promotes crop growth by stimulating primary metabolisms related
genes and reshaping rhizosphere bacterial community. Soil Biology and Biochemistry, 2020, 151, 108017.

Hair follicle regional specificity in different parts of bay Mongolian horse by histology and

1886 transcriptional profiling. BMC Genomics, 2020, 21, 651.

1.2 1

Effects of Peptide C12-OOWW-NH2 on Transcriptome and Cell Wall of the Postharvest Fungal
Pathogen Penicillium digitatum. Frontiers in Microbiology, 2020, 11, 574882.

Transcriptome Profiling and Cytological Assessments for Identifying Regulatory Pathways Associated

1888 \With Diorcinol N-Induced Autophagy in A3 Cells. Frontiers in Pharmacology, 2020, 11, 570450.

1.6 7

Exploring the mechanism of cisplatin resistance by transcriptome sequencing and reversing the
chemoresistance by autophagy inhibition in small cell lung cancer. Biochemical and Biophysical
Research Communications, 2020, 533, 474-480.

Comparative transcriptome analyses provide novel insights into etiolated shoot development of

walnut (Juglans regia L.). Planta, 2020, 252, 74. L6 3

1890

Structural characteristics of a mannoglucan isolated from Chinese yam and its treatment effects
against gut microbiota dysbiosis and DSS-induced colitis in mice. Carbohydrate Polymers, 2020, 250,
116958.

The cleft palate candidate gene BAG6 supports FoxO1 acetylation tod€tpromote FasL-mediated apoptosis

1892 during palate fusion. Experimental Cell Research, 2020, 396, 112310.

1.2 8

Giant Island Mice Exhibit Widespread Gene Expression Changes in Key Metabolic Organs. Genome
Biology and Evolution, 2020, 12, 1277-1301.

Global transcriptomic and proteomics analysis of Lactobacillus plantarum Y44 response to
1894  2,2-azobis(2-methylpropionamidine) dihydrochloride (AAPH) stress. Journal of Proteomics, 2020, 226, 1.2 8
103903.

Sexual dimorphism and sex-biased gene expression in an egg parasitoid species, Anastatus disparis. BMC

Genomics, 2020, 21, 492.

106



1896

1898

1900

1902

1904

1906

1908

1910

1912

CITATION REPORT

ARTICLE IF CITATIONS

Integrated small RNA and Degradome sequencing provide insights into salt tolerance in sesame 12 18
(Sesamum indicum L.). BMC Genomics, 2020, 21, 494. )

Analysis of Transcriptome and miRNAome in the Muscle of Bamei Pigs at Different Developmental

Stages. Animals, 2020, 10, 1198.

Transcriptomic exploration of genes related to the formation of archeospores in Pyropia yezoensis

(Rhodophyta). Journal of Applied Phycology, 2020, 32, 3295-3304. L5 7

Effect of diflubenzuron on the chitin biosynthesis pathway in <i>Conopomorpha sinensis<[i> eggs.
Insect Science, 2021, 28, 1061-1075.

Shared up-regulation and contrasting down-regulation of gene exEression distinguish
desiccation-tolerant from intolerant green algae. Proceedings of the National Academy of Sciences of 3.3 22
the United States of America, 2020, 117, 17438-17445.

Transcriptome analysis indicates dominant effects on ribosome and mitochondrial function of a
premature termination codon mutation in the zebrafish gene psen2. PLoS ONE, 2020, 15, e0232559.

Transcriptional Profiling of Normal, Stenotic, and Regurgitant Human Aortic Valves. Genes, 2020, 11, 10 14
789. ’

Transcriptome analysis of grape leaves reveals insights into response to heat acclimation. Scientia
Horticulturae, 2020, 272, 109554.

The transcriptome analysis of the whole-body of the gastropod mollusk Limax flavus and screening of

putative antimicrobial peptide and protein genes. Genomics, 2020, 112, 3991-3999. L3 >

A synonymous <i>UPF3B</i> variant causing a speech disorder implicates NMD as a regulator of
neurodevelopmental disorder gene networks. Human Molecular Genetics, 2020, 29, 2568-2578.

Characterization of [3-Radiation-Induced DNA Polymorphisms in the M1 Population of the Japonica Rice

Variety Gaogengnuo by Whole-Genome Resequencing. Russian Journal of Genetics, 2020, 56, 693-705. 0.2 4

Transcriptome profiles of F1 hybrids (<i>Acanthopagrus schlegelii</i>a™,AA—A<i>Pagrus major</i>a™€) and
parents reveal hybrid effects on individual development. Aquaculture Research, 2020, 51, 4011-4021.

RNA-sequencing based gene expression landscape of guava cv. Allahabad Safeda and comparative

analysis to colored cultivars. BMC Genomics, 2020, 21, 484. 1.2 18

Transcriptome Profiling of Abscisic Acid-Related Pathways in SNAC4/9-Silenced Tomato Fruits.
Transactions of Tianjin University, 2020, 27, 473.

Long non-coding RNA366.2 controls endometrial epithelial cell proliferation and migration by
upre%ulating WNT6 as a ceRNA of miR-1576 in sheep uterus. Biochimica Et Biophysica Acta - Gene 0.9 11
Regulatory Mechanisms, 2020, 1863, 194606.

Comparative transcriptome analysis reveals metabolism transformation in Coilia nasus larvae during
the mouth-open period. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics,
2020, 36, 100712.

Transcriptomic and proteomic analyses of ovarian follicles reveal the role of VLDLR in chicken

follicle selection. BMC Genomics, 2020, 21, 486. 12 29

Genome-wide identification and characterization of long non-coding RNAs involved in grape berry

ripening. Journal of Berry Research, 2020, 10, 475-496.

107



CITATION REPORT

# ARTICLE IF CITATIONS

Investigation of genes associated with petal variations between diploid and autotetraploid in Chinese
1914 cabbage (Brassica rapa L. ssp. pekinensis) by RNA-seq and sRNA-seq. Molecular Genetics and Genomics, 1.0 3
2020, 295, 1459-1476.

Reciprocal H3.3 gene editing identifies K27M and G34R mechanisms in pediatric glioma including NOTCH

signaling. Communications Biology, 2020, 3, 363.

Interleukin-1 promotes autoimmune neuroinflammation by suppressing endothelial heme oxygenase-1

1916 4t the blooda€“brain barrier. Acta Neuropathologica, 2020, 140, 549-567. 3.9 47

Comparative analysis of the transcriptome, methylome, and metabolome during pollen abortion of a
seed|ess citrus mutant. Plant Molecular Biology, 2020, 104, 151-171.

Targeted Disruption of Mouse Dip2B Leads to Abnormal Lung Development and Prenatal Lethality.

1918 | ternational Journal of Molecular Sciences, 2020, 21, 8223.

1.8 11

Multi-omics analysis reveals that natural hibernation is crucial for oocyte maturation in the female
Chinese alligator. BMC Genomics, 2020, 21, 774.

Analysis and Screening of Reproductive Long Non-coding RNAs Through Genome-Wide Analyses of

1920 Goat Endometrium During the Pre-attachment Phase. Frontiers in Genetics, 2020, 11, 568017.

11 13

Comparative Transcript Profiling Suggests Distinct Flowering Response of Early- and Late-Flowering
Phenotypes in Forage Grass Dactylis glomerata L. Journal of Plant Growth Regulation, 2020, 40, 2124.

Transcriptomic investigation reveals toxic damage due to tilmicosin and potential resistance against

1922 tilmicosin in primary chicken myocardial cells. Poultry Science, 2020, 99, 6355-6370.

1.5 4

Identification of candidate genes conferring tolerance to aluminum stress in Pinus massoniana
inoculated with ectomycorrhizal fungus. BMC Plant Biology, 2020, 20, 521.

&lt;p&gt;Functional Implication of Exosomal miR-217 and miR-23b-3p in the Progression of Prostate

1924 Cancer&lt;/p&gt;. OncoTargets and Therapy, 2020, Volume 13, 11595-11606. Lo 36

Temperature Differentially Affects Gene Expression in Antarctic Thraustochytrid Oblongichytrium sp.
RT2316-13. Marine Drugs, 2020, 18, 563.

1996 Identification and Characterization of circRNAs in the Developing Stem Cambium of Poplar Seedlings. 0.4 5
Molecular Biology, 2020, 54, 708-718. :

MADA: a web service for analysing DNA methylation array data. BMC Bioinformatics, 2020, 21, 403.

Tissue-specific Transcriptome analysis reveals lignocellulose synthesis regulation in elephant grass

1928 (pennisetum purpureum Schum). BMC Plant Biology, 2020, 20, 528.

1.6 5

Contributions of Adaptive Plant Architecture to Transgressive Salinity Tolerance in Recombinant
Inbred Lines of Rice: Molecular Mechanisms Based on Transcriptional Networks. Frontiers in Genetics,
2020, 11, 594569.

1930 Chemosensory-Related Gene Family Members of the Horn Fly, Haematobia irritans irritans (Diptera:) Tj ETQq0 00 rgBY IOverlgck 10Tf5

Comparative Transcriptome Analyses of Longissimus thoracis Between Pig Breeds Differing in Muscle

Characteristics. Frontiers in Genetics, 2020, 11, 5263009.

108



CITATION REPORT

# ARTICLE IF CITATIONS

1939 Iranscriptome divergence between developmental senescence and premature senescence in Nicotiana 16 6
tabacum L.. Scientific Reports, 2020, 10, 20556. :

Systemic paralogy and function of retinal determination network homologs in arachnids. BMC

Genomics, 2020, 21, 811.

RNA-Seg-Based Transcriptomic Analysis of <i>Saccharopolyspora spinosa</i> Revealed the Critical
1934  Function of PEP Phosphonomutase in the Replenishment Pathway. Journal of Agricultural and Food 2.4 5
Chemistry, 2020, 68, 14660-14669.

Transcriptome analysis of genes related to cadmium absorption and transportation in pepper. Israel
Journal of Ecology and Evolution, 2020, 67, 29-38.

Deciphering Novel Antimicrobial Peptides from the Transcriptome of Papilio xuthus. Insects, 2020, 11,
1936 776. 1.0 6

The Tetracentron genome provides insight into the early evolution of eudicots and the formation of
vessel elements. Genome Biology, 2020, 21, 291.

Comparative transcriptome analysis in three sorghum (<i>Sorghum bicolor</i>) cultivars reveal

1938 genomic basis of differential seed quality. Plant Biosystems, 2022, 156, 232-241.

0.8 3

High-throughput profiling of diapause regulated genes from Trichogramma dendrolimi (Hymenoptera:) Tj ETQq1 1 Q-484314 gBT O

Transcriptomic profiles of non-embryogenic and embryogenic callus cells in a highly regenerative

1940 upland cotton line (Gossypium hirsutum L.). BMC Developmental Biology, 2020, 20, 25.

2.1 19

Endogenous Auxin Content Contributes to Larger Size of Apple Fruit. Frontiers in Plant Science, 2020,
11, 592540.

Transcriptome analysis reveals mechanism of early ripening in Kyoho grape with hydrogen peroxide

1942 treatment. BMC Genomics, 2020, 21, 784. 1.2 29

Osteoporosis Is Characterized by Altered Expression of Exosomal Long Non-coding RNAs. Frontiers in
Genetics, 2020, 11, 566959.

Characterization of microRNA-like RNAs associated with sclerotial development in Sclerotinia

1944 sclerotiorum. Fungal Genetics and Biology, 2020, 144, 103471.

0.9 16

Synergistic Effect of Beauveria bassiana and Trichoderma asperellum to Induce Maize (Zea mays L.)
Defense against the Asian Corn Borer, Ostrinia furnacalis (Lepidoptera, Crambidae) and Larval Immune
Response. International Journal of Molecular Sciences, 2020, 21, 8215.

Genome-Wide Analysis Reveals Changes in Long Noncoding RNAs in the Differentiation of Canine

1946 BMSCs into Insulin-Producing Cells. International Journal of Molecular Sciences, 2020, 21, 5549.

1.8 5

Uncovering candidate genes responsive to salt stress in Salix matsudana (Koidz) by transcriptomic
analysis. PLoS ONE, 2020, 15, e0236129.

Genome-Wide Differential DNA Methylation in Reproductive, Morphological, and Visual System

1948 Differences Between Queen Bee and Worker Bee (Apis mellifera). Frontiers in Genetics, 2020, 11, 770.

11 14

Integrated physiological, transcriptomic and proteomic analyses revealed molecular mechanism for

salt resistance in Solidago canadensis L.. Environmental and Experimental Botany, 2020, 179, 104211.

109



1950

1952

1954

1956

1958

1960

1962

1964

1966

CITATION REPORT

ARTICLE IF CITATIONS

Neural innervation as a potential trigger of morphological color change and sexual dimorphism in 16 23
cichlid fish. Scientific Reports, 2020, 10, 12329. )

Parallel reaction monitoring revealed tolerance to drought proteins in weedy rice (Oryza sativaAf.) Tj ETQq1 1 0.784314 rgBT4/Overlo

Effects of Trace Irrigation at Different Depths on Transcriptome Expression Pattern in Cotton (G.) Tj ETQq0 0 0 rgBB/&)verlocE 10 Tf 50 «

The Wheat GENIE3 Network Provides Biologically-Relevant Information in Polyploid Wheat. G3: Genes,
Genomes, Genetics, 2020, 10, 3675-3686.

Transcriptome analysis of pituitary gland revealed candidate genes and gene networks regulating the

growth and development in goose. Animal Biotechnology, 2022, 33, 429-439. 0.7 4

On-Site Treatment of Shale Gas Flowback and Produced Water in Sichuan Basin by Fertilizer Drawn
Forward Osmosis for Irrigation. Environmental Science &amp; Technology, 2020, 54, 10926-10935.

Multi-omics analysis of cellular pathways involved in different rapid growth stages of moso bamboo. 14 39
Tree Physiology, 2020, 40, 1487-1508. )

Transcription profiles reveal sugar and hormone signaling pathways mediating tree branch
architecture in apple (Malus domestica Borkh.) grafted on different rootstocks. PLoS ONE, 2020, 15,
e0236530.

Transcriptome analysis of Paris polyphylla var. yunnanensis illuminates the biosynthesis and

accumulation of steroidal saponins in rhizomes and leaves. Phytochemistry, 2020, 178, 112460. 14 16

hsad€miR4€406ba€bp participates in the development of chronic thromboembolic pulmonary hypertension via
targeting matrix metalloproteinase 2. Pulmonary Circulation, 2020, 10, 1-10.

Shedding the Light on Litopenaeus vannamei Differential Muscle and Hepatopancreas Immune 1.0 12
Responses in White Spot Syndrome Virus (WSSV) Exposure. Genes, 2020, 11, 805. )

Transcriptome Profiling Provides Molecular Insights into Auxin-Induced Adventitious Root Formation
in Sugarcane (Saccharum spp. Interspecific Hybrids) Microshoots. Plants, 2020, 9, 931.

Reduced Function of the Glutathione S-Transferase S1 Suppresses Behavioral Hyperexcitability
in<i>Drosophila</i>Expressing Mutant Voltage-Gated Sodium Channels. G3: Genes, Genomes, Genetics, 0.8 1
2020, 10, 1327-1340.

RNA-sequencing analysis revealed genes associated drought stress responses of different durations
in hexaploid sweet potato. Scientific Reports, 2020, 10, 12573.

Collagen Density Modulates the Immunosuppressive Functions of Macrophages. Journal of 0.4 64
Immunology, 2020, 205, 1461-1472. ’

Population variation in miRNAs and isomiRs and their impact on human immunity to infection. Genome
Biology, 2020, 21, 187.

Transcriptional mechanism of differential sugar accumulation in pulp of two contrasting mango 13 18
(Mangifera indica L.) cultivars. Genomics, 2020, 112, 4505-4515. :

Transcriptomic and Metabolic Responses to a Live-Attenuated Francisella tularensis Vaccine. Vaccines,

2020, 8, 412.

110



1968

1970

1972

1974

1976

1978

1980

1982

1984

CITATION REPORT

ARTICLE IF CITATIONS

Utilization of Cratoxylum formosum crude extract for synthesis of ZnO nanosheets:
Characterization, biological activities and effects on gene expression of nonmelanoma skin cancer 2.5 27
cell. Biomedicine and Pharmacotherapy, 2020, 130, 110552.

Crosstalk of phenylpropanoid biosynthesis with hormone signaling in Chinese cabbage is key to

counteracting salt stress. Environmental and Experimental Botany, 2020, 179, 104209.

Full-length transcriptome sequences of ridgetail white prawn Exopalaemon carinicauda provide
insight into gene expression dynamics during thermal stress. Science of the Total Environment, 2020, 3.9 13
747,141238.

Transcription factor CncC potentially regulates the expression of multiple detoxification genes that
mediate indoxacarb resistance in <i>Spodoptera litura</i>. Insect Science, 2021, 28, 1426-1438.

Transcr(lftome alterations of fieldd€evolved resistance in <i>Pectinophora gossypiella</i> against Bt

Bollgard Il cotton in India. Journal of Applied Entomology, 2020, 144, 929-940. 08 2

Comparative transcriptome analysis reveals ecological adaption of cold tolerance in northward
invasion of Alternanthera philoxeroides. BMC Genomics, 2020, 21, 532.

Regulation of Aegilops tauschii Coss Tiller Bud Growth by Plant Density: Transcriptomic,

Physiological and Phytohormonal Responses. Frontiers in Plant Science, 2020, 11, 1166. L7 8

Host Transcriptional Response to Persistent Infection with a Live-Attenuated Porcine Reproductive
and Respiratory Syndrome Virus Strain. Viruses, 2020, 12, 817.

Exogenous abscisic acid induces the lipid and flavonoid metabolism of tea plants under drought 16 85
stress. Scientific Reports, 2020, 10, 12275. :

Antimicrobial Peptide Cec4 Eradicates the Bacteria of Clinical Carbapenem-Resistant Acinetobacter
baumannii Biofilm. Frontiers in Microbiology, 2020, 11, 1532.

Transcriptome Profiling across Five Tissues of Giant Panda. BioMed Research International, 2020, 2020, 0.9 8
1-13. :

Integration of QTL, Transcriptome and Polymorphism Studies Reveals Candidate Genes for Water
Stress Response in Tomato. Genes, 2020, 11, 900.

The neonicotinoid thiacloprid causes transcriptional alteration of genes associated with
mitochondria at environmental concentrations in honey bees. Environmental Pollution, 2020, 266, 3.7 24
115297.

De novo transcriptome assembly and functional annotation for Y-organs of the blue crab (Callinectes) Tj ETQql 1 0.784314 rgBT |Ov{
0.8 7

Endocrinology, 2020, 298, 113567.

Expression profiling of microRNAs in the Mycoplasma bovis infected mammary gland tissue in Holstein

Friesian cattle. Microbial Pathogenesis, 2020, 147, 104426. 13 2

A transcriptomic analysis reveals the adaptability of the growth and physiology of immature tassel to
long-term soil water deficit in Zea mays L. Plant Physiology and Biochemistry, 2020, 155, 756-768.

Within-individual phenotypic plasticity in flowers fosters pollination niche shift. Nature 5.8 29
Communications, 2020, 11, 4019. :

Distinct fibroblast subsets regulate lacteal integrity through YAP/TAZ-induced VEGF-C in intestinal

villi. Nature Communications, 2020, 11, 4102.

111



1986

1988

1990

1992

1994

1996

1998

2000

2002

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome and Flavonoids Metabolomic Analysis Identifies Regulatory Networks and Hub Genes in

Black and White Fruits of Lycium ruthenicum Murray. Frontiers in Plant Science, 2020, 11, 1256. L7 18

MAL62 overexpression enhances uridine diphosphoglucose-dependent trehalose synthesis and

glycerol metabolism for cryoprotection of bakerd€™s yeast in lean dough. Microbial Cell Factories, 2020,
19, 196.

Characterization of sediment toxicity in Shanghai Harbor using toxicity tests and digital gene
expression analysis based on clams Ruditapes phillipinarum. Ecotoxicology and Environmental Safety, 2.9 2
2020, 204, 111065.

Early emergence of T central memory precursors programs clonal dominance during chronic viral
infection. Nature Immunology, 2020, 21, 1563-1573.

Metabolomic and transcriptomic analyses reveal the regulation of pigmentation in the purple variety 16 25
of Dendrobium officinale. Scientific Reports, 2020, 10, 17700. :

Transcriptome sequencing and de novo assembly in red raspberry fruit development to elucidates the
secondary metabolite pathways. Journal of Berry Research, 2020, 10, 497-511.

Transcriptome analysis reveals temperature-dependent early immune response in flounder
(Paralichthys olivaceus) after Hirame novirhabdovirus (HIRRV) infection. Fish and Shellfish 1.6 17
Immunology, 2020, 107, 367-378.

Transcriptome analysis reveals molecular mechanisms responsive to acute cold stress in the tropical
stenothermal fish tiger barb (Puntius tetrazona). BMC Genomics, 2020, 21, 737.

Transcriptomic analysis reveals the GRAS family genes respond to gibberellin in Salvia miltiorrhiza 1o 5
hairy roots. BMC Genomics, 2020, 21, 727. ’

Dual Oxidase Mutant Retards Mauthner-Cell Axon Regeneration at an Early Stage via Modulating
Mitochondrial Dynamics in Zebrafish. Neuroscience Bulletin, 2020, 36, 1500-1512.

ETV2 (Ets Variant Transcription Factor 2)- <i>Rhoj</i> Cascade Regulates Endothelial Progenitor Cell
Migration During Embryogenesis. Arteriosclerosis, Thrombosis, and Vascular Biology, 2020, 40, 11 13
2875-2890.

Transcriptomic and functional analyses reveal an antiviral role of autophagy during pepper mild
mottle virus infection. BMC Plant Biology, 2020, 20, 495.

Paper New Allele of HL6 Regulates Trichome Elongation in Rice. Rice Science, 2020, 27, 480-492. 1.7 5

Graph-based exploitation of gene ontology using GOxploreR for scrutinizing biological significance.
Scientific Reports, 2020, 10, 16672.

Rewiring of gene expression in circulating white blood cells is associated with pregnancy outcome in

heifers (Bos taurus). Scientific Reports, 2020, 10, 16786. 16 14

Assessing alveolar rhabdomyosarcoma cell lines as tumor models by comparison of mRNA expression
profiles. Gene, 2020, 760, 145025.

Differential Gene Expression Between Polymorphic Zooids of the Marine Bryozoan<i>Bugulina

stolonifera</i>. G3: Genes, Genomes, Genetics, 2020, 10, 3843-3857. 0.8 8

OsCRS2 encoding a peptidyl-tRNA hydrolase protein is essential for chloroplast development in rice.

Plant Growth Regulation, 2020, 92, 535-545.

112



2004

2006

2008

2010

2012

2014

2016

2018

2020

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis of Aedes aegypti Aag2 cells in response to dengue virus-2 infection. Parasites 10 13
and Vectors, 2020, 13, 421. )

Early Molecular Events during Onset of Diapause in Silkworm Eggs Revealed by Transcriptome

Analysis. International Journal of Molecular Sciences, 2020, 21, 6180.

The IAA- and ABA-responsive transcription factor CgMYB58 upregulates lignin biosynthesis and

triggers juice sac granulation in pummelo. Horticulture Research, 2020, 7, 139. 2.9 43

Expression profile analysis of circular RNAs in BmN cells (<i>Bombyx mori</i>) upon BmNPV infection.
Archives of Insect Biochemistry and Physiology, 2020, 105, e21735.

Growth retardation-responsive analysis of mRNAs and long noncoding RNAs in the liver tissue of

Leigiong cattle. Scientific Reports, 2020, 10, 14254. L6 6

Evolutionary Variation in MADS Box Dimerization Affects Floral Development and Protein Abundance
in Maize. Plant Cell, 2020, 32, 3408-3424.

Comparative transcriptome analysis uncovers different heat stress responses in heat-resistant and

heat-sensitive jujube cultivars. PLoS ONE, 2020, 15, e0235763. 11 22

Development of a novel prognostic score combining clinicopathologic variables, gene expression, and
mutation profiles for lung adenocarcinoma. World Journal of Surgical Oncology, 2020, 18, 249.

SmMYC2b Enhances Tanshinone Accumulation in Salvia miltiorrhiza by Activating Pathway Genes and

Promoting Lateral Root Development. Frontiers in Plant Science, 2020, 11, 559438. 17 6

Global Profiling of Dynamic Alternative Splicing Modulation in Arabidopsis Root upon Ralstonia
solanacearum Infection. Genes, 2020, 11, 1078.

Comparative Transcriptome and Proteome Analysis of Salt-Tolerant and Salt-Sensitive Sweet Potato
and Overexpression of IbDNAC7 Confers Salt Tolerance in Arabidopsis. Frontiers in Plant Science, 2020, 1.7 42
11, 572540.

Whole-transcriptome sequencing (RNA-seq) study of the ZFL zebrafish liver cell line after acute
exposure to Cd2+ ions. Aquatic Toxicology, 2020, 228, 105628.

Transcriptomic analysis of a Clostridium thermocellum strain engineered to utilize xylose: responses

to xylose versus cellobiose feeding. Scientific Reports, 2020, 10, 14517. 1.6 6

RNA-Seq profiling of microdissected glomeruli identifies potential biomarkers for human IgA
nephropathy. American Journal of Physiology - Renal Physiology, 2020, 319, F809-F821.

Identification of microRNAs Targeting the Transporter Associated with Antigen Processing TAP1 in 10 18
Melanoma. Journal of Clinical Medicine, 2020, 9, 2690. )

Toxicological and molecular profiling of insecticide resistance in a Brazilian strain of fall armyworm
resistant to Bt Cryl proteins. Pest Management Science, 2021, 77, 3713-3726.

Sacha inchi (<i>Plukenetia volubilis<[i>L.) shell extract alleviates hypertension in association with

the regulation of gut microbiota. Food and Function, 2020, 11, 8051-8067. 21 9

Transcriptome analysis and comparison reveal divergence between the Mediterranean and the

greenhouse whiteflies. PLoS ONE, 2020, 15, e0237744.

113



2022

2024

2026

2028

2030

2032

2034

2036

2038

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic and anatomic profiling reveal the germination process of different wheat varieties in

response to waterlogging stress. BMC Genetics, 2020, 21, 93. 2.7 22

RNA-Seq analysis of differentially expressed genes of Staphylococcus epidermidis isolated from

postoperative endophthalmitis and the healthy conjunctiva. Scientific Reports, 2020, 10, 14234.

miR-215 Targeting Novel Genes EREG, NIPAL1 and PTPRU Regulates the Resistance to E.coli F18 in Piglets. 10 5
Genes, 2020, 11, 1053. )

Comparative transcriptional analysis reveled genes related to short winter-dormancy regulation in
Camellia sinensis. Plant Growth Regulation, 2020, 92, 401-415.

Evolution and Plasticity of the Transcriptome Under Temperature Fluctuations in the Fungal Plant

Pathogen Zymoseptoria tritici. Frontiers in Microbiology, 2020, 11, 573829. L5 4

Mating and blood-feeding induce transcriptome changes in the spermathecae of the yellow fever
mosquito Aedes aegypti. Scientific Reports, 2020, 10, 14899.

3D curvature-instructed endothelial flow response and tissue vascularization. Science Advances,
2020, 6, . 4.7 45

Interleukin-2 signals converge in a lymphoida€“dendritic cell pathway that promotes anticancer
immunity. Science Translational Medicine, 2020, 12, .

Transcriptomic Analysis of Streptococcus suis in Response to Ferrous Iron and Cobalt Toxicity. Genes, 10 5
2020, 11, 1035. '

Similarities and Differences of Photosynthesis Establishment Related mRNAs and Novel IncRNAs in
Early Seedlings (Coleoptile/Cotyledon vs. True Leaf) of Rice and Arabidopsis. Frontiers in Genetics,
2020, 11, 565006.

Transcriptome Analysis Revealed Inflammation Is Involved in the Impairment of Human Umbilical Vein
Endothelial Cells Induced by Post-hemorrhagic Shock Mesenteric Lymph. Frontiers in Immunology, 2.2 5
2020, 11,1717.

Metabolome and transcriptome analyses of the molecular mechanisms of flower color mutation in
tobacco. BMC Genomics, 2020, 21, 611.

Transcriptome Dynamics of the Inflorescence in Reciprocally Formed Allopolyploid Tragopogon

miscellus (Asteraceae). Frontiers in Genetics, 2020, 11, 888. 11 26

Comparative transcriptomic analysis of the tea plant (Camellia sinensis) reveals key genes involved in
pistil deletion. Hereditas, 2020, 157, 39.

Some like it hot: population-specific adaptations in venom production to abiotic stressors in a widely 17 18
distributed cnidarian. BMC Biology, 2020, 18, 121. :

mRNA profile provides novel insights into stress adaptation in mud crab megalopa, Scylla
paramamosain after salinity stress. BMC Genomics, 2020, 21, 559.

Sharing a 12-Glucan Meal: Transcriptomic Eavesdropping on a Bacteroides ovatus-Subdoligranulum

variabile-Hungatella hathewayi Consortium. Applied and Environmental Microbiology, 2020, 86, . 14 10

Molecular causes of an evolutionary shift along the parasitisma€“mutualism continuum in a bacterial

symbiont. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
21658-21666.

114



2040

2042

2044

2046

2048

20560

2052

2054

20566

CITATION REPORT

ARTICLE IF CITATIONS

Risuteganib Protects against Hydroquinone&€“induced Injury in Human RPE Cells. , 2020, 61, 35. 11

Wheat root transcriptional responses against Gaeumannomyces graminis var. tritici. Phytopathology

Research, 2020, 2, .

Heterologous expression of a glycosyl hydrolase and cellular reprogramming enable Zymomonas 11 4
mobilis growth on cellobiose. PLoS ONE, 2020, 15, e0226235. )

Dual Host-Intracellular Parasite Transcriptome of Enucleated Cells Hosting <i>Leishmania
amazonensis<[i> : Control of Half-Life of Host Cell Transcripts by the Parasite. Infection and Immunity,
2020, 88, .

Transcriptome analysis of wheat spikes in response to Tilletia controversa KAY4hn which cause wheat 16 14
dwarf bunt. Scientific Reports, 2020, 10, 21567. :

Morphological Characteristics and Transcriptome Comparisons of the Shoot Buds from Flowering
and Non-Flowering Pleioblastus pygmaeus. Forests, 2020, 11, 1229.

Comparative transcriptomics indicates endogenous differences in detoxification capacity after formic

acid treatment between honey bees and varroa mites. Scientific Reports, 2020, 10, 21943. L6 o

ideal: an R/Bioconductor package for interactive differential expression analysis. BMC Bioinformatics,
2020, 21, 565.

Comprehensive MicroRNA Expression Profile of the Mammary Gland in Lactating Dairy Cows With

Extremely Different Milk Protein and Fat Percentages. Frontiers in Genetics, 2020, 11, 548268. 11 o

Characterization of the TyrR Regulon in the Rhizobacterium Enterobacter ludwigii UW5 Reveals
Overlap with the CpxR Envelope Stress Response. Journal of Bacteriology, 2020, 203, .

Gene Set Subtraction Reveals 633 Candidate Genes for Bamboo Culm Wall Thickening. Forests, 2020, 11, 0.9 5
1331. :

Transcriptomic Responses to Darkness and the Survival Strategy of the Kelp Saccharina latissima in
the Early Polar Night. Frontiers in Marine Science, 2020, 7, .

A Broad Response to Intracellular Long-Chain Polyphosphate in Human Cells. Cell Reports, 2020, 33,
108318. =9 33

Physiological and Transcriptomic Changes During Autumn Coloration and Senescence in Ginkgo
biloba Leaves. Horticultural Plant Journal, 2020, 6, 396-408.

Long non-coding RNA expression profiles in peripheral blood mononuclear cells of patients with

coronary artery disease. Journal of Thoracic Disease, 2020, 12, 6813-6825. 06 4

Transcriptomic analysis of Procambarus clarkii affected by &€ceBlack Maya€-disease. Scientific Reports,
2020, 10, 21225.

Transcriptomic and metabolomic profiling reveals the effect of LED light quality on morphological
traits, and phenylpropanoid-derived compounds accumulation in Sarcandra glabra seedlings. BMC 1.6 16
Plant Biology, 2020, 20, 476.

Novel Regulatory Factors in the Hypothalamic-Pituitary-Ovarian Axis of Hens at Four Developmental

Stages. Frontiers in Genetics, 2020, 11, 591672.

115



2058

2060

2062

2064

2066

2068

2070

2072

2074

CITATION REPORT

ARTICLE IF CITATIONS

Mitochondrial-Y chromosome epistasis in<i>Drosophila melanogaster</i>. Proceedings of the Royal 12 4
Society B: Biological Sciences, 2020, 287, 20200469. )

Transcriptomic Analyses and Potential Therapeutic Targets of Pancreatic Cancer With Concomitant

Diabetes. Frontiers in Oncology, 2020, 10, 563527.

Comparative Transcriptome Analysis Reveals the Mechanism Related to Fluazinam Stress of

Panonychus citri (Acarina: Tetranychidae). Insects, 2020, 11, 730. 1o 2

LncRNA IMFIncl promotes porcine intramuscular adipocyte adipogenesis by sponging miR-199a-5p to
up-regulate CAV-1. BMC Molecular and Cell Biology, 2020, 21, 77.

Uterine transcriptome analysis reveals mRNA expression changes associated with the ultrastructure

differences of eggshell in young and aged laying hens. BMC Genomics, 2020, 21, 770. 1.2 21

A Comparison of Transcriptional Diversity of Swine Macrophages Infected With TgHB1 Strain of
Toxoplasma gondii Isolated in China. Frontiers in Cellular and Infection Microbiology, 2020, 10,
526876.

New Findings on the Resistance Mechanism of an Elite Diploid Wild Potato Species JAM1-4 in Response

to a Super Race Strain of Phytophthora infestans. Phytopathology, 2020, 110, 1375-1387. 11 1

Identification of molecular markers for superior quantitative traits in a novel sea cucumber strain by
comparative microRNA-mRNA expression profiling. Comparative Biochemistry and Physiology Part D:
Genomics and Proteomics, 2020, 35, 100686.

Challenges in detecting and qluantifying intron retention from next generation sequencing data.
a

Computational and Structural Biotechnology Journal, 2020, 18, 501-508. 19 28

Transcriptome analysis reveals the re%ulation of the shrimp STAT on host chitin-binding domain
containing proteins and energy metabolism process during WSSV infection. Fish and Shellfish
Immunology, 2020, 100, 345-357.

Microrna Profiling of Serum Exosomes in Patients with Osteosarcoma by High-Throughput

Sequencing. Journal of Investigative Medicine, 2020, 68, 893-901. 0.7 17

Single-cell analysis of childhood leukemia reveals a link between developmental states and ribosomal
protein expression as a source of intra-individual heterogeneity. Scientific Reports, 2020, 10, 8079.

Retrograde Induction of phyB Orchestrates Ethylene-Auxin Hierarchy to Regulate Growth. Plant 9.3 97
Physiology, 2020, 183, 1268-1280. :

tappAS: a comprehensive computational framework for the analysis of the functional impact of
differential splicing. Genome Biology, 2020, 21, 119.

Arginine Deiminase and Biotin Metabolism Signaling Pathways Play an Important Role in Human-Derived

Serotype V, ST1 Streptococcus agalactiae Virulent Strain upon Infected Tilapia. Animals, 2020, 10, 849. 1.0 1

Transcriptomic Analysis of Mating Responses in Bemisia tabaci MED Females. Insects, 2020, 11, 308.

Transcriptome changes underlie alterations in behavioral traits in different types of chicken. Journal 0. ;
of Animal Science, 2020, 98, . :

Transcriclatome Analysis of Ophraella communa Male Reproductive Tract in Indirect Response to
CO2 and Heat Wave. Frontiers in Physiology, 2020, 11, 417.

Elevate

116



2076

2078

2080

2082

2084

2086

2088

2090

2092

CITATION REPORT

ARTICLE IF CITATIONS

BMP4 resets mouse epiblast stem cells to naive pluripotency through ZBTB7A/B-mediated chromatin 46 34
remodelling. Nature Cell Biology, 2020, 22, 651-662. ’

Transcriptome analysis reveals rapid defence responses in wheat induced by phytotoxic aphid

Schizaphis graminum feeding. BMC Genomics, 2020, 21, 339.

Performance and Transcriptional Response of the Green Peach Aphid Myzus persicae to the Restriction

of Dietary Amino Acids. Frontiers in Physiology, 2020, 11, 487. 13 2

Transcriptomic Analysis of Spleen Revealed Mechanism of Dexamethasone-Induced Immune Suppression
in Chicks. Genes, 2020, 11, 513.

Combined physiological, transcriptome, and genetic analysis reveals a molecular network of nitrogen

remobilization in maize. Journal of Experimental Botany, 2020, 71, 5061-5073. 2.4 1

RNA-seq and network analysis reveal unique glial gene expression signatures during prion infection.
Molecular Brain, 2020, 13, 71.

&lt;p&gt;Gene Expression Profiling of the Liver and Lung in Mice After Exposure to ZnO Quantum

Dots&lt;/p&gt;. International Journal of Nanomedicine, 2020, Volume 15, 2947-2955. 3.3 6

Heat-evolved microalgal symbionts increase coral bleaching tolerance. Science Advances, 2020, 6,
eaba2498.

Identifying and profiling the microRNAs associated with skin colour in the Muchuan black-bone 0.8 3
chicken. Italian Journal of Animal Science, 2020, 19, 468-476. :

Zebrafish brain RNA sequencing reveals that cell adhesion molecules are critical in brain aging.
Neurobiology of Aging, 2020, 94, 164-175.

Proteome and transcriptome reveal the involvement of heat shock proteins and antioxidant system in

thermotolerance of Clematis florida. Scientific Reports, 2020, 10, 8883. L6 15

Transcriptome characterization and gene expression analysis related to immune response in
Gynaephora ginghaiensis pupae. Journal of Asia-Pacific Entomology, 2020, 23, 458-469.

Integrative transcriptomics and metabolomics data exploring the effect of chitosan on postharvest

grape resistance to Botrytis cinerea. Postharvest Biology and Technology, 2020, 167, 111248. 2.9 46

The <i>Fusarium graminearum</i> t-SNARE <i>Sso2<[i> Is Involved in Growth, Defense, and DON
Accumulation and Virulence. Molecular Plant-Microbe Interactions, 2020, 33, 888-901.

Similitudes and differences between two closely related Ficus species in the synthesis by the ostiole
of odors attracting their host-specific pollinators: A transcriptomic based investigation. Acta 0.5 9
Oecologica, 2020, 105, 103554.

Comprehensive RNA-Seq profiling of the lung transcriptome of Argali hybrid sheep in response to
experimental Mycoplasma ovipneumoniae infection. Research in Veterinary Science, 2020, 132, 57-68.

Long Non-Coding RNA and mRNA Profiling in Early-Stage Bovine Embryos Treated with Glutathione. 9.9 5
Antioxidants, 2020, 9, 402. :

RNA&€6eq transcriptomic analyses ofAntrodia camphoratato determine antroquinonol and antrodin C

biosynthetic mechanisms in thein situextractive fermentation. Journal of the Science of Food and
Agriculture, 2020, 100, 4252-4262.

117



2094

2096

2098

2100

2102

2104

2106

2108

2110

CITATION REPORT

ARTICLE IF CITATIONS

Systematic Identification and Analysis of Light-Responsive Circular RNA and Co-expression Networks

in Lettuce (Lactuca sativa). G3: Genes, Genomes, Genetics, 2020, 10, 2397-2410. 0.8 6

Genome-Wide Transcriptome and Metabolome Analyses Provide Novel Insights and Suggest a

Sex-Specific Response to Heat Stress in Pigs. Genes, 2020, 11, 540.

Transcriptomic analyses reveal distinct response of porcine macrophages to Toxoplasma gondii

infection. Parasitology Research, 2020, 119, 1819-1828. 0.6 6

Transcriptomic analysis reveals mechanism of light-sensitive albinism in tea plant Camellia sinensis
a€ Huangjinjud€™. BMC Plant Biology, 2020, 20, 216.

De novo sequencing and transcriptome analysis of Indian Bael (Aegle marmelos L.). Gene Reports, 2020,
19, 100671. o4 6

Toxic effects and transcriptome analyses of zebrafish (Danio rerio) larvae exposed to benzophenones.
Environmental Pollution, 2020, 265, 114857.

Identification and functional prediction of soybean CircRNAs involved in low-temperature responses. 16 21
Journal of Plant Physiology, 2020, 250, 153188. )

Compatibility of X-ray computed tomography with plant gene expression, rhizosphere bacterial
communities and enzyme activities. Journal of Experimental Botany, 2020, 71, 5603-5614.

Transcriptional analyses reveal the molecular mechanism governing shade tolerance in the invasive

plant <i>Solidago canadensis</i>. Ecology and Evolution, 2020, 10, 4391-4406. 0.8 1

Transcriptome analysis reveals improved root hair growth in trifoliate orange seedlings by
arbuscular mycorrhizal fungi. Plant Growth Regulation, 2020, 92, 195-203.

Long non-coding RNAs in the alkaline stress response in sugar beet (Beta vulgaris L.). BMC Plant 16 13
Biology, 2020, 20, 227. :

Interrogation of the Microenvironmental Landscape in Brain Tumors Reveals Disease-Specific
Alterations of Immune Cells. Cell, 2020, 181, 1643-1660.e17.

MKRN2 Physically Interacts with GLE1 to Regulate mRNA Export and Zebrafish Retinal Development. 9.9 1
Cell Reports, 2020, 31, 107693. ’

Enhancement and improvement of selenium in soil to the resistance of rape stem against Sclerotinia
sclerotiorum and the inhibition of dissolved organic matter derived from rape straw on mycelium.
Environmental Pollution, 2020, 265, 114827.

Arice chloroplasta€tocalized ABC transporter ARG1 modulates cobalt and nickel homeostasis and

contributes to photosynthetic capacity. New Phytologist, 2020, 228, 163-178. 3.5 23

Transcriptome profiling of porcine testis tissue reveals genes related to sperm hyperactive motility.
BMC Veterinary Research, 2020, 16, 161.

Comparative Transcriptome Profiling Reveals Compatible and Incompatible Patterns of Potato Toward

Phytophthora infestans. G3: Genes, Genomes, Genetics, 2020, 10, 623-634. 0.8 31

Transcriptomic and metabolomic analyses reveal that melatonin promotes melon root development

under copper stress by inhibiting jasmonic acid biosynthesis. Horticulture Research, 2020, 7, 79.

118



CITATION REPORT

# ARTICLE IF CITATIONS

The integration of transcriptomic and transgenic analyses reveals the involvement of the SA response
2112 pathwar in the defense of chrysanthemum against the necrotrophic fungus Alternaria sp.. 2.9 21
Horticulture Research, 2020, 7, 80.

Remote ischemic conditioning in active ulcerative colitis: An explorative randomized clinical trial.

Scientific Reports, 2020, 10, 9537.

Differences in the contributions of sex linkage and androgen regulation to sexa€biased gene expression

2114 in juvenile and adult sticklebacks. Journal of Evolutionary Biology, 2020, 33, 1129-1138.

0.8 6

Oak displays common local but specific distant gene regulation responses to different mycorrhizal
fungi. BMC Genomics, 2020, 21, 399.

0116 ranscriptome profiling of the flowering transition in saffron (Crocus sativus L.). Scientific Reports, 16 28
2020, 10, 9680. :

An ontogenetic switch drives the positive and negative selection of B cells. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 3718-3727.

MicroRNA comparison between poplar and larch provides insight into the different mechanism of

2118 ) 60d formation. Plant Cell Reports, 2020, 39, 1199-1217. 2.8 13

Transcriptome Analysis of High-NUE (T29) and Low-NUE (T13) Genotypes |dentified Different Responsive
Patterns Involved in Nitrogen Stress in Ramie (Boehmeria nivea (L.) Gaudich). Plants, 2020, 9, 767.

Transcriptomic analysis of short-term heat stress response in Pinellia ternata provided novel insights
2120 into the improved thermotolerance by spermidine and melatonin. Ecotoxicology and Environmental 2.9 25
Safety, 2020, 202, 110877.

Expression profile and bioinformatics analysis of circular RNAs in acute ischemic stroke in a South
Chinese Han population. Scientific Reports, 2020, 10, 10138.

Molecular footprints of selection effects and whole genome duplication (WGD) events in three

2122 blueberry species: detected by transcriptome dataset. BMC Plant Biology, 2020, 20, 250.

1.6 15

Genome-Wide ldentification of Effector Candidates With Conserved Motifs From the Wheat Leaf Rust
Fungus Puccinia triticina. Frontiers in Microbiology, 2020, 11, 1188.

Comparative transcriptome analysis reveals synergistic and disparate defense pathways in the leaves
2124  and roots of trifoliate orange (Poncirus trifoliata) autotetraploids with enhanced salt tolerance. 2.9 40
Horticulture Research, 2020, 7, 88.

Full-length transcriptome analysis of Misgurnus anguillicaudatus. Marine Genomics, 2020, 54, 100785.

Risk assessment of cardiotoxicity to zebrafish (Danio rerio) by environmental exposure to triclosan

2126 ndits derivatives. Environmental Pollution, 2020, 265, 114995.

3.7 25

Comparative transcriptome analysis of two Cercospora sojina strains reveals differences in virulence
under nitrogen starvation stress. BMC Microbiology, 2020, 20, 166.

Combining texture features of whole slide images improves prognostic prediction of recurrence-free

2128 ¢urvival for cutaneous melanoma patients. World Journal of Surgical Oncology, 2020, 18, 130.

0.8 10

De novo transcriptome of the whole-body of the gastropod mollusk Philomycus bilineatus, a pest
Genetics, 2020, 61, 439-449.

with medical potential in China. Journal of Applie

119



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptional response of giant reed (Arundo donax L.) low ecotype to long-term salt stress by

2130 unigene-based RNAseq. Phytochemistry, 2020, 177, 112436. 14 20

Micro-Evolution Analysis Reveals Diverged Patterns of Polyol Transporters in Seven Gramineae Crops.

Frontiers in Genetics, 2020, 11, 565.

Expression Profiles and Ontology Analysis of Circular RNAs in a Mouse Model of Myocardial

2132 Ischemia/Reperfusion Injury. BioMed Research International, 2020, 2020, 1-10.

0.9 7

Therapeutic potential of a designed CSi+i2 peptide ID13 in Staphylococcus aureus-induced endometritis of
mice. Applied Microbiology and Biotechnology, 2020, 104, 6693-6705.

Comparative Transcriptome Analysis Revealed Genes Regulated by Histone Acetylation and Genes

2134 pelated to Sex Hormone Biosynthesis in Phytophthora infestans. Frontiers in Genetics, 2020, 11, 508.

11 5

Analysis of Dynamic Global Transcriptional Atlas Reveals Common Regulatory Networks of Hormones
and Photosynthesis Across Nicotiana Varieties in Response to Long-Term Drought. Frontiers in Plant
Science, 2020, 11, 672.

Characterization and Analysis of the Full-Length Transcriptomes of Multiple Organs in Pseudotaxus

2136 Chienii (W.C.Cheng) W.C.Cheng. International Journal of Molecular Sciences, 2020, 21, 4305. 1.8 4

Gill transcriptomes reveal expression changes of genes related with immune and ion transport under
salinity stress in silvery pomfret (Pampus argenteus). Fish Physiology and Biochemistry, 2020, 46,
1255-1277.

Characterization of Pingliang xiaoheidou (ZDD 11047), a soybean variety with resistance to soybean

2138 cyst nematode Heterodera glycines. Plant Molecular Biology, 2020, 103, 253-267.

2.0 9

An epigenome-wide association study of posttraumatic stress disorder in US veterans implicates
several new DNA methylation loci. Clinical Epigenetics, 2020, 12, 46.

Intraspecific and interspecific investigations of skeletal DNA methylation and femur morphology in

2140 primates. American Journal of Physical Anthropology, 2020, 173, 34-49.

2.1 14

Full-length transcript characterization of SF3B1 mutation in chronic lymphocytic leukemia reveals
downregulation of retained introns. Nature Communications, 2020, 11, 1438.

o149 Outof Tibet: Genomic Perspectives on the Evolutionary History of Extant Pikas. Molecular Biology a5 39
and Evolution, 2020, 37, 1577-1592. ’

Comparative Transcriptome Analysis Provides Insights Into Yellow Rind Formation and Preliminary
Mapping of the Clyr (Yellow Rind) Gene in Watermelon. Frontiers in Plant Science, 2020, 11, 192.

The Soybean Gene J Contributes to Salt Stress Tolerance by Up-Regulating Salt-Responsive Genes.

2144 Frontiers in Plant Science, 2020, 11, 272. 17 36

Potential Mechanisms of AtNPR1 Mediated Resistance against Huanglongbing (HLB) in Citrus.
International Journal of Molecular Sciences, 2020, 21, 2009.

Effects of fenclorim on rice physiology, gene transcription and pretilachlor detoxification ability.

2146 BMC Plant Biology, 2020, 20, 100. 1.6 27

Different transcriﬁtome profiles between human retinoblastoma Y79 cells and an etoposide-resistant
emoresistance mechanism. BMC Ophthalmology, 2020, 20, 92.

subline reveal a ¢

120



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptome Analysis and Identification of Genes Related to Biosynthesis of Anthocyanins and

2148 Kaempferitrin in Kenaf (Hibiscus cannabinus L.). Journal of Plant Biology, 2020, 63, 51-62.

0.9 9

Trend analysis of the role of circular RNA in goat skeletal muscle development. BMC Genomics, 2020,

21, 220.

9150 Phenotypic and Transcriptomic Response of the Grasshopper Oedaleus asiaticus (Orthoptera:) Tj ETQq0 0 O rgBT IQV?’erloch 19 Tf 50 66:

Transcriptome-based identification of small RNA in plants: The need for robust prediction algorithms.
, 2020, , 65-97.

Bromodomain and extra-terminal domain (BET) proteins regulate melanocyte differentiation.

2152 Epigenetics and Chromatin, 2020, 13, 14.

1.8 17

Gender differences in diet-induced steatotic disease in Cyp2b-null mice. PLoS ONE, 2020, 15, e0229896.

9154 lranscriptome sequencing and whole genome expression profiling of hexaploid sweetpotato under 12 35
salt stress. BMC Genomics, 2020, 21, 197. :

Identification of tissue-specific and cold-responsive IncRNAs in Medicago truncatula by
high-throughput RNA sequencing. BMC Plant Biology, 2020, 20, 99.

Identification of differentially expressed genes associated with egg production in black-boned

2156 chicken. British Poultry Science, 2020, 61, 350-356.

0.8 4

Comparison of Adult Testis and Ovary MicroRNA Expression Profiles in Reevesa€™ Pond Turtles
(Mauremys reevesii) With Temperature-Dependent Sex Determination. Frontiers in Genetics, 2020, 11, 133.

Target of Rapamycin Regulates Genome Methylation Reprogramming to Control Plant Growth in

2158 Arabidopsis. Frontiers in Genetics, 2020, 11, 186.

11 22

A Gene-Set Enrichment and Proteind€“Protein Interaction Network-Based GWAS with Regulatory SNPs
Identifies Candidate Genes and Pathways Associated with Carcass Traits in Hanwoo Cattle. Genes,
2020, 11, 316.

Whole-transcriptome sequencing (RNA-seq) analyses of the zebrafish liver cell line, ZFL, after acute

2160 exposure to Cu2+ ions. Metallomics, 2020, 12, 732-751.

1.0 18

Comparison of RNA isolation methods on RNA-Seq: implications for differential expression and
meta-analyses. BMC Genomics, 2020, 21, 249.

Combined transcriptomic and metabolomic analyses uncover rearranged gene expression and

2162 etabolite metabolism in tobacco during cold acclimation. Scientific Reports, 2020, 10, 5242.

1.6 29

Transcriptome analysis uncovers the gene expression profile of salt-stressed potato (Solanum) Tj ETQql 1 0.7843 14 rgBT IO\é@eroch 1

Genomeda€'wide integrated analysis demonstrates widespread functions of IncRNAs in mammary gland

2164 development and lactation in dairy goats. BMC Genomics, 2020, 21, 254.

1.2 20

Soybean aphids adapted to host-plant resistance by down regulating putative effectors and up

regulating transposable elements. Insect Biochemistry and Molecular Biology, 2020, 121, 103363.

121



CITATION REPORT

# ARTICLE IF CITATIONS

0166 Distinct physiological and transcriptional responses of leaves of paper mulberry (Broussonetia) Tj ETQqO 0 O rgBT IQ\!‘erloch 10765074

Comparative time-course transcriptome analysis in contrasting Carex rigescens genotypes in response

to high environmental salinity. Ecotoxicology and Environmental Safety, 2020, 194, 110435.

2168 Transcriptome profiling of IncRNA related to fat tissues of Qinchuan cattle. Gene, 2020, 742, 144587. 1.0 19

Fine-mapping and transcriptome analysis of a candidate gene controlling plant height in Brassica
napus L.. Biotechnology for Biofuels, 2020, 13, 42.

Molecular-Clinical Correlation in Pediatric Medulloblastoma: A Cohort Series Study of 52 Cases in

2170 Taiwan. Cancers, 2020, 12, 653. L7 8

Identification and Profiling of Pituitary microRNAs of Sheep during Anestrus and Estrus Stages.
Animals, 2020, 10, 402.

Advanced Safety and Genetic Stability in Mice of a Novel DNA-Launched Venezuelan Equine Encephalitis

2172 Vjirus Vaccine with Rearranged Structural Genes. Vaccines, 2020, 8, 114.

2.1 9

Overexpression of bHLH95, a basic helixd€“loopa€“helix transcription factor family member, impacts
trichome formation via regulating gibberellin biosynthesis in tomato. Journal of Experimental Botany,
2020, 71, 3450-3462.

Comparative transcriptomic analysis reveals the regulatory effects of inorganic nitrogen on the

2174 biosynthesis of <i>Monascus«<[i> pigments and citrinin. RSC Advances, 2020, 10, 5268-5282.

1.7 35

Transcriptome and metabolite analyses provide insights into zigzag-shaped stem formation in tea
plants (Camellia sinensis). BMC Plant Biology, 2020, 20, 98.

Repair characteristics and time-dependent effects in response to heavy-ion beam irradiation in
2176  Saccharomyces cerevisiae: a comparison with X-ray irradiation. Applied Microbiology and 1.7 10
Biotechnology, 2020, 104, 4043-4057.

Physiological and Transcriptome Profiling Analyses Reveal Important Roles of Coronatine in
Improving Drought Tolerance of Tobacco. Journal of Plant Growth Regulation, 2020, 39, 1346-1358.

Screening of drought-resistance related genes and analysis of promising regulatory pathway in camel

2178 enal medulla. Genomics, 2020, 112, 2633-2639. 1.3 4

Identification of genes related to effects of stress on immune function in the spleen in a chicken
stress model using transcriptome analysis. Molecular Immunology, 2020, 124, 180-189.

2180 Uncloaking IncRNA-meditated gene expression as a potential regulator of CMS in cotton (Gossypium) Tj ETQqO 0 0rgBT /Ov%rboch 10T

Transcriptome analysis of genes related to gonad differentiation and development in Muscovy ducks.
BMC Genomics, 2020, 21, 438.

Comparative transcriptomic analysis of resistant and susceptible tea cultivars in response to

2182 Empoasca onukii (Matsuda) damage. Planta, 2020, 252, 10.

1.6 7

RNA sequencing-based transcriptome analysis of Riwifruit infected by Botrytis cinerea. Physiological

and Molecular Plant Pathology, 2020, 111, 101514.

122



2184

2186

2188

2190

2192

2194

2196

2198

2200

CITATION REPORT

ARTICLE IF CITATIONS

Structure of LINCO05114€siRNAd€eonjugated nanobubbles and improvement of cisplatin sensitivity on 0.2 28
triple negative breast cancer. FASEB Journal, 2020, 34, 9713-9726. :

Network Analysis of miRNA and mRNA Changes in the Prelimbic Cortex of Rats With Chronic

Neuropathic Pain: Pointing to Inflammation. Frontiers in Genetics, 2020, 11, 612.

Yeast Assimilable Nitrogen Concentrations Influence Yeast Gene Expression and Hydrogen Sulfide

Production During Cider Fermentation. Frontiers in Microbiology, 2020, 11, 1264. 1.5 12

Transcriptomic and functional analyses uncover the regulatory role of IncRNAO00170 in tomato
multicellular trichome formation. Plant Journal, 2020, 104, 18-29.

Exploration of Long Non-coding RNAs and Circular RNAs in Porcine Milk Exosomes. Frontiers in 11 25
Genetics, 2020, 11, 652. :

Comparative transcriptome analysis of the rice leaf folder (Cnaphalocrocis medinalis) to heat
acclimation. BMC Genomics, 2020, 21, 450.

Comparative biochemical and transcriptome analysis provides insights into the regulatory mechanism

of striped leaf albinism in arecanut (Areca catechu L.). Industrial Crops and Products, 2020, 154, 112734. 2:5 13

Immune and Inflammatory Pathways Implicated by Whole Blood Transcriptomic Analysis in a Diverse
Ancestry Alzheimera€™s Disease Cohort. Journal of Alzheimer's Disease, 2020, 76, 1047-1060.

Identification of Differentially Expressed Genes in Different Types of Broiler Skeletal Muscle Fibers 0.9 5
Using the RNA-seq Technique. BioMed Research International, 2020, 2020, 1-13. :

Transcription factor LRWOX4 is involved in adventitious root development in Larix kaempferi. Gene,
2020, 758, 144942.

Comparison of the transcriptomes of different life history stages of the freshwater Rhodophyte 13 3
Thorea hispida. Genomics, 2020, 112, 3978-3990. :

Pathogenic ARH3 mutations result in ADP-ribose chromatin scars during DNA strand break repair.
Nature Communications, 2020, 11, 3391.

Transcriptome analysis of Spodoptera litura reveals the molecular mechanism to pyrethroids

resistance. Pesticide Biochemistry and Physiology, 2020, 169, 104649. 1.6 38

Comprehensive RNA-Seq profiling of the lung transcriptome of Bashbay sheep in response to
experimental Mycoplasma ovipneumoniae infection. PLoS ONE, 2020, 15, e0214497.

Insights Into the Albinism Mechanism for Two Distinct Color Morphs of Northern Snakehead, Channa

argus Through Histological and Transcriptome Analyses. Frontiers in Genetics, 2020, 11, 830. L1 3

De novo transcriptome sequencing and analysis of salt-, alkali-, and drought-responsive genes in
Sophora alopecuroides. BMC Genomics, 2020, 21, 423.

Candida auris Phenotypic Heterogeneity Determines Pathogenicity <i>In Vitro<[i>. MSphere, 2020, 5, . 1.3 46

Transcription analysis of Ganoderma lucidum reveals candidate genes and pathways in response to

excess exogenous indoleacetic acid (IAA). Mycoscience, 2020, 61, 226-234.

123



2202

2204

2206

2208

2210

2212

2214

2216

2218

CITATION REPORT

ARTICLE IF CITATIONS

Comprehensive Evaluation and Analysis of the Mechanism of Cold Tolerance Based on the 17 23
Transcriptome of Weedy Rice Seedlings. Rice, 2020, 13, 12. )

Integrative expression network analysis of microRNA and gene isoforms in sacred lotus. BMC

Genomics, 2020, 21, 429.

Transcriptomic and biochemical investigations support the role of rootstock-scion interaction in

grapevine berry quality. BMC Genomics, 2020, 21, 468. 1.2 80

Nitrate deficiency decreased photosynthesis and oxidation-reduction processes, but increased
cellular transport, lignin biosynthesis and flavonoid metabolism revealed by RNA-Seq in Oryza sativa
leaves. PLoS ONE, 2020, 15, e0235975.

Full-length transcriptome sequencing and modular organization analysis of oleanolic acid- and
dammarane-type saponins related gene expression patterns in Panax japonicus. Genomics, 2020, 112, 13 8
4137-4147.

Analysis of microRNA expression profiles dynamic in different life stages of Haemaphysalis
longicornis ticks by deep sequencing of small RNA libraries. Ticks and Tick-borne Diseases, 2020, 11,
101427.

Transcriptome analysis of Lactobacillus paracasei SMN-LBK under ethanol stress. Journal of Dairy 14 9
Science, 2020, 103, 7813-7825. ’

Integrated RNA-seq Analysis and Meta-QTLs Mapping Provide Insights into Cold Stress Response in Rice
Seedling Roots. International Journal of Molecular Sciences, 2020, 21, 4615.

Growth performance and transcriptomic response of Calliptamus abbreviatus lkonn (Orthoptera:) Tj ETQQO O O rgBT [Overlock 10 Tf 50
0.5 2
605-612.

Evolutionary History of the Globin Gene Family in Annelids. Genome Biology and Evolution, 2020, 12,
1719-1733.

Characterization and transcriptome analysis of a dominant genic male sterile cotton mutant. BMC 16 12
Plant Biology, 2020, 20, 312. :

Intron Retention as a Mode for RNA-Seq Data Analysis. Frontiers in Genetics, 2020, 11, 586.

RNA-Seq Reveals miRNA Role Shifts in Seven Stages of Skeletal Muscles in Goat Fetuses and Kids. 11 14
Frontiers in Genetics, 2020, 11, 684. :

Global Transcriptomic Responses of Roseithermus sacchariphilus Strain RA in Media Supplemented
with Beechwood Xylan. Microorganisms, 2020, 8, 976.

Circular RNA Expression Profiles and the Pro-tumorigenic Function of CircRNA_10156 in Hepatitis B

Virus-Related Liver Cancer. International Journal of Medical Sciences, 2020, 17, 1351-1365. 11 28

Characterization and potential mechanisms of highly antibiotic tolerant VBNC Escherichia coli
induced by low level chlorination. Scientific Reports, 2020, 10, 1957.

Hydrotropism in the primary roots of maize. New Phytologist, 2020, 226, 1796-1808. 3.5 11

Transcriptomic profiles of Dunaliella salina in response to hypersaline stress. BMC Genomics, 2020, 21,

115.

124



2220

2222

2224

2226

2228

2230

2232

2234

2236

CITATION REPORT

ARTICLE IF CITATIONS

Identification and Comparative Analysis of Venom Proteins in a Pupal Ectoparasitoid, Pachycrepoideus

vindemmiae. Frontiers in Physiology, 2020, 11, 9. 1.3 21

Fla%lellin adjuvanted F1/V subunit plague vaccine induces T cell and functional antibody responses

with unique gene signatures. Npj Vaccines, 2020, 5, 6.

A Qualitative Proteome-Wide Lysine Succinylation Profiling of Tea Revealed its Involvement in Primary 0.4 5
Metabolism. Molecular Biology, 2020, 54, 144-155. :

Analysis of pituitary transcriptomics indicates that IncRNAs are involved in the regulation of sheep
estrus. Functional and Integrative Genomics, 2020, 20, 563-573.

Gene Expression and Physiological Differences in Neo-Octoploid Switchgrass Subjected to Drought 9.9 o
Stress. Bioenergy Research, 2020, 13, 63-78. :

Context-Dependent Gene Regulation by Homeodomain Transcription Factor Complexes Revealed by
Shape-Readout Deficient Proteins. Molecular Cell, 2020, 78, 152-167.e11.

The biocontrol agent Streptomyces pactum increases Pseudomonas Roreensis populations in the
rhizosphere by enhancing chemotaxis and biofilm formation. Soil Biology and Biochemistry, 2020, 144, 4.2 39
107755.

Genome-wide analysis of the role of DNA methylation in inbreeding depression of reproduction in
Langshan chicken. Genomics, 2020, 112, 2677-2687.

An RNA-Seq transcriptome analysis revealing novel insights into fluorine absorption and

transportation in the tea plant. Botany, 2020, 98, 249-259. 0-5 4

Transcript profiling reveals potential regulators for oxidative stress response of a necrotrophic
chickpea pathogen Ascochyta rabiei. 3 Biotech, 2020, 10, 117.

19q13 KRAB zinc-finger protein ZNF471 activates MAPK10/JNK3 signaling but is frequently silenced by

promoter CpG methylation in esophageal cancer. Theranostics, 2020, 10, 2243-2259. 46 81

Functional characterization of acyl-CoA binding protein in Neospora caninum. Parasites and Vectors,
2020, 13, 85.

Transcriptomic Analysis Reveals the Mechanism of Picea crassifolia Survival for Alpine Treeline 0.9 1
Condition. Forests, 2020, 11, 156. :

Regulatory Patterns of Crp on Monensin Biosynthesis in Streptomyces cinnamonensis.
Microorganisms, 2020, 8, 271.

Genetic variation and evolutionary history of a mycorrhizal fungus regulate the currency of

exchange in symbiosis with the food security crop cassava. ISME Journal, 2020, 14, 1333-1344. 44 12

Integrative Transcriptomic and Metabolic Analyses Provide Insights into the Role of Trichomes in Tea
Plant (Camellia Sinensis). Biomolecules, 2020, 10, 311.

Longitudinal measures of RNA expression and disease activity in FSHD muscle biopsies. Human 14 38
Molecular Genetics, 2020, 29, 1030-1043. .

5-hydroxymethylcytosine and gene activity in mouse intestinal differentiation. Scientific Reports, 2020,

10, 546.

125



2238

2240

2242

2244

2246

2248

2250

2252

2254

CITATION REPORT

ARTICLE IF CITATIONS

Integrated miRNA-/mRNA-Seq of the Habenulo-Interpeduncular Circuit During Acute Nicotine 16 9
Withdrawal. Scientific Reports, 2020, 10, 813. )

Midgut de novo transcriptome analysis and gene expression profiling of Spodoptera exigua larvae

exposed with sublethal concentrations of CrylCa protein. 3 Biotech, 2020, 10, 138.

High-throughput transcriptome analysis reveals potentially important relationships between IncRNAs

and genes in broilers affected by Valgus-varus Deformity (Gallus gallus). Gene, 2020, 743, 144511. 1.0 8

Transcriptional responses for biosynthesis of flavor volatiles in methyl jasmonate-treated
Chrysanthemum indicum var. aromaticum leaves. Industrial Crops and Products, 2020, 147, 112254.

Transcriptome analysis of sugar beet (Beta vulgaris L.) in response to alkaline stress. Plant Molecular 2.0 21
Biology, 2020, 102, 645-657. :

Stress-seventy subfamily A 4, A member of HSP70, confers yeast cadmium tolerance in the loss of
mitochondria pyruvate carrier 1. Plant Signaling and Behavior, 2020, 15, 1719312.

Integrative analysis of outer membrane vesicles proteomics and whole-cell transcriptome analysis of

eravacycline induced Acinetobacter baumannii strains. BMC Microbiology, 2020, 20, 31. 1.3 23

Transcriptomic analysis of gene expression of Verticillium dahliae upon treatment of the cotton root
exudates. BMC Genomics, 2020, 21, 155.

Transcriptome analysis of fungicide-responsive gene expression profiles in two Penicillium italicum
strains with different response to the sterol demethylation inhibitor (DMI) fungicide prochloraz. 1.2 16
BMC Genomics, 2020, 21, 156.

MMP9, CXCR1, TLR6, andMPOparticipant in the progression of coronary artery disease. Journal of
Cellular Physiology, 2020, 235, 8283-8292.

mRNA profiling reveals response regulators of decreased fungal keratitis symptoms in a tree shrew 1.0 4
model. Gene, 2020, 737, 144450. :

Transcriptome analysis of tobacco root response to different concentrations of nitrate. Agronomy
Journal, 2020, 112,1111-1125.

Physiological and transcriptomic analyses of cadmium stress response in Dendrobium officinale

seedling. Plant Physiology and Biochemistry, 2020, 148, 152-165. 2.8 a4

Transcriptomic Analyses of the Hypothalamic-Pituitary-Gonadal Axis Identify Candidate Genes Related
to Egg Production in Xinjiang Yili Geese. Animals, 2020, 10, 90.

Glycerol{nduced Powdery Mildew Resistance in Wheat by Regulating Plant Fatty Acid Metabolism,
Plant Hormones Cross-Talk, and Pathogenesis-Related Genes. International Journal of Molecular 1.8 28
Sciences, 2020, 21, 673.

RNA-Seq reveals that sucrose-free medium improves the growth of potato (Solanum tuberosum L.)
plantlets cultured in vitro. Plant Cell, Tissue and Organ Culture, 2020, 140, 505-521.

Biotin proximity tagging favours unfolded proteins and enables the study of intrinsically disordered

regions. Communications Biology, 2020, 3, 38. 2.0 26

miRNA and circRNA expression patterns in mouse brain during toxoplasmosis development. BMC

Genomics, 2020, 21, 46.

126



2256

2258

2260

2262

2264

2266

2268

2270

2272

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis reveals delaying of the ripening and celld€wall degradation of kiwifruit by 17 51
hydrogen sulfide. Journal of the Science of Food and Agriculture, 2020, 100, 2280-2287. )

Identification of key microRNAs affecting melanogenesis of breast muscle in Muchuan black-boned

chickens by RNA sequencing. British Poultry Science, 2020, 61, 225-231.

Gene Expression and K+ Uptake of Two Tomato Cultivars in Response to Sub-Optimal Temperature. L6 5
Plants, 2020, 9, 65. '

Comparative transcriptome analysis reveals the potential stimulatory mechanism of terpene
trilactone biosynthesis by exogenous salicylic acid in Ginkgo biloba. Industrial Crops and Products,
2020, 145,112104.

A transcriptome-wide antitermination mechanism sustaining identity of embryonic stem cells. Nature 5.8 20
Communications, 2020, 11, 361. :

Analysis of evolutionary relationships provides new clues to the origins of weedy rice. Ecology and
Evolution, 2020, 10, 891-900.

Aconitine induces cardiotoxicity through regulation of calcium signaling pathway in zebrafish

embryos and in H9¢2 cells. Journal of Applied Toxicology, 2020, 40, 780-793. 14 33

DNA Methylation Is Correlated with Gene Expression during Diapause Termination of Early Embryonic
Development in the Silkworm (Bombyx mori). International Journal of Molecular Sciences, 2020, 21,
671.

Transcriptome analysis of fibroblasts from schizophrenia patients reveals differential expression of

schizophrenia-related genes. Scientific Reports, 2020, 10, 630. 16 22

The Fungal-Specific Transcription Factor VpFSTF1 Is Required for Virulence in Valsa pyri. Frontiers in
Microbiology, 2019, 10, 2945.

Experimental DNA Demethylation Associates with Changes in Growth and Gene Expression of Oak Tree

Seedlings. G3: Genes, Genomes, Genetics, 2020, 10, 1019-1028. 0.8 1

The Effects of Ultraviolet A/B Treatments on Anthocyanin Accumulation and Gene Expression in
Dark-Purple Tea Cultivar &€ Ziyana€™ (Camellia sinensis). Molecules, 2020, 25, 354.

A Biostimulant Obtained from the Seaweed Ascophyllum nodosum Protects Arabidopsis thaliana from

Severe Oxidative Stress. International Journal of Molecular Sciences, 2020, 21, 474. 1.8 62

Analysis of IncRNA-mediated gene regulatory network of Bombyx mori in response to BmNPV infection.
Journal of Invertebrate Pathology, 2020, 170, 107323.

Transcriptomic comparison of liver tissue between Anging six-end-white pigs and Yorkshire pigs based

on RNA sequencing. Genome, 2020, 63, 203-214. 09 23

VGF-derived peptide TLQP-21 modulates microglial function through C3aR1 signaling pathways and
reduces neuropathology in 5xFAD mice. Molecular Neurodegeneration, 2020, 15, 4.

De novo transcriptome assembly for the five major organs of Zanthoxylum armatum and the
identification of genes involved in terpenoid compound and fatty acid metabolism. BMC Genomics, 1.2 8
2020, 21, 81.

Molecular and expression characterization of Toll-like receptor family genes from the Anadara sativa

(Bivalvia, Arcidae) transcriptome. Developmental and Comparative Immunology, 2020, 106, 103630.

127



2274

2276

2278

2280

2282

2284

2286

2288

2290

CITATION REPORT

ARTICLE IF CITATIONS

Integrated metabolomic and transcriptomic analyses identify critical genes in eicosapentaenoic acid
biosynthesis and metabolism in the sea urchin Strongylocentrotus intermedius. Scientific Reports, 1.6 12
2020, 10, 1697.

Comparative transcriptome analysis indicates conversion of stamens into pistil-like structures in

male sterile wheat (Triticum aestivum L.) with Aegilops crassa cytoplasm. BMC Genomics, 2020, 21, 124.

Comparative transcriptome analysis uncovers regulatory roles of long non-coding RNAs involved in

resistance to powdery mildew in melon. BMC Genomics, 2020, 21, 125. 1.2 28

Transcripts and ABA-dependent signaling in response to drought stress in Hippophae rhamnoides L.
Trees - Structure and Function, 2020, 34, 1033-1045.

Transcriptomics-based identification and characterization of glucosyltransferases involved in
betalain biosynthesis in Hylocereus megalanthus. Plant Physiology and Biochemistry, 2020, 152, 112-124.

Morphological and Transcriptome Analyses Provide Insights into Growth Inhibition of Trichophyton
rubrum Caused by Laser Irradiation. Evidence-based Complementary and Alternative Medicine, 2020,
2020, 1-7.

Transcriptome profiling of developing testes and spermatogenesis in the Mongolian horse. BMC 07 14
Genetics, 2020, 21, 46. :

Analysis of DNA methylation profiles during sheep skeletal muscle development using whole-genome
bisulfite sequencing. BMC Genomics, 2020, 21, 327.

Exogenous sodium diethyldithiocarbamate, a Jasmonic acid biosynthesis inhibitor, induced resistance

to powdery mildew in wheat. Plant Direct, 2020, 4, e00212. 0.8 1

ComFarative transcriptome analﬁsis of two contrasting wolfberry genotypes during fruit
development and ripening and characterization of the LrMYB1 transcription factor that regulates
flavonoid biosynthesis. BMC Genomics, 2020, 21, 295.

Genome-wide identification of long non-coding RNAs and circular RNAs reveal their ceRNA networks
in response to cucumber green mottle mosaic virus infection in watermelon. Archives of Virology, 0.9 41
2020, 165, 1177-1190.

Systematic identification and characterization of long non-coding RNAs involved in cytoplasmic male
sterility in pepper (Capsicum annuum L.). Plant Growth Regulation, 2020, 91, 277-288.

Genome-wide association study reveals the genetic basis of cold tolerance in wheat. Molecular 10 a1
Breeding, 2020, 40, 1. )

Transcriptome analysis revealed cadmium accumulation mechanisms in hyperaccumulator Siegesbeckia
orientalis L.. Environmental Science and Pollution Research, 2020, 27, 18853-18865.

Transcriptome analyses suggest a molecular mechanism for the SIPC response of Amphibalanus

amphitrite. Biochemical and Biophysical Research Communications, 2020, 525, 823-829. 10 2

Integration of the metabolome and transcriptome reveals the resistance mechanism to low nitrogen
in wild soybean seedling roots. Environmental and Experimental Botany, 2020, 175, 104043.

De novo leaf transcriptome assembly of Bougainvillea spectabilis for the identification of genes

involves in the secondary metabolite pathways. Gene, 2020, 746, 144660. Lo 5

Low expression of RGL4 is associated with a poor prognosis and immune infiltration in lung

adenocarcinoma patients. International Inmunopharmacology, 2020, 83, 106454.

128



2292

2294

2296

2298

2300

2302

2304

2306

2308

CITATION REPORT

ARTICLE IF CITATIONS

Gene regulation underpinning increased thermal tolerance in a laboratorya€evolved coral 20 13
photosymbiont. Molecular Ecology, 2020, 29, 1684-1703. :

Features of metabolic regulation revealed by transcriptomic adaptions driven by longad€term elevated

<i>p<[i>CO<sub>2<[sub> in <scp><i>Chaetoceros muelleri</i> </scp>. Phycological Research, 2020, 68,
236-248.

Contributions of a LysR Transcriptional Regulator to Listeria monocytogenes Virulence and

Identification of Its Regulons. Journal of Bacteriology, 2020, 202, . 1o 18

Melatonin confers cadmium tolerance by modulating critical heavy metal chelators and transporters
in radish plants. Journal of Pineal Research, 2020, 69, e12659.

Deficiency in the autophagy modulator Dram1 exacerbates pyroptotic cell death of

Mycobacteria-infected macrophages. Cell Death and Disease, 2020, 11, 277. 27 27

Comparative Metatranscriptomics of Periodontitis Supports a Common Polymicrobial Shift in
Metabolic Function and Identifies Novel Putative Disease-Associated ncRNAs. Frontiers in
Microbiology, 2020, 11, 482.

Flow-induced Reorganization of Laminin-integrin Networks Within the Endothelial Basement

Membrane Uncovered by Proteomics. Molecular and Cellular Proteomics, 2020, 19, 1179-1192. 2:5 14

Biochemical and genetic basis of cadmium biosorption by Enterobacter ludwigii LY6, isolated from
industrial contaminated soil. Environmental Pollution, 2020, 264, 114637.

Re-evaluation of the nor mutation and the role of the NAC-NOR transcription factor in tomato fruit

ripening. Journal of Experimental Botany, 2020, 71, 3560-3574. 2.4 120

Lack of skeletal muscle liver Rinase B1 alters gene expression, mitochondrial content, inflammation
and oxidative stress without affecting high-fat diet-induced obesity or insulin resistance. Biochimica
Et Biophysica Acta - Molecular Basis of Disease, 2020, 1866, 165805.

Analysis of mitochondrial genomics and transcriptomics reveal abundant RNA edits and differential
editing status in moth orchid, Phalaenopsis aphrodite subsp. formosana. Scientia Horticulturae, 2020, 1.7 12
267,109304.

Identification of tomato circular RNAs responsive to Phytophthora infestans. Gene, 2020, 746, 144652.

CircRNA Expression Profile during Yak Adipocyte Differentiation and Screen Potential circRNAs for 10 25
Adipocyte Differentiation. Genes, 2020, 11, 414. :

Swimming exercise enhances brain plasticity in fish. Royal Society Open Science, 2020, 7, 191640.

A seven-membered cell wall related transglycosylase gene family in Aspergillus niger is relevant for
cell wall integrity in cell wall mutants with reduced l+-glucan or galactomannan. Cell Surface, 2020, 6, 1.5 15
100039.

Early Drought-Responsive Genes Are Variable and Relevant to Drought Tolerance. G3: Genes, Genomes,
Genetics, 2020, 10, 1657-1670.

Time-series expression profiling of sugarcane leaves infected with Puccinia kuehnii reveals an

ineffective defense system leading to susceptibility. Plant Cell Reports, 2020, 39, 873-889. 2.8 25

Transcriptome sequencing reveals the effects of cadmium toxicity on the cold tolerance of the wolf

spider Pirata subpiraticus. Chemosphere, 2020, 254, 126802.

129



2310

2312

2314

2316

2318

2320

2322

2324

2326

CITATION REPORT

ARTICLE IF CITATIONS

Coordinated mechanisms of leaves and roots in response to drought stress underlying full-length

transcriptome profiling in Vicia sativa L. BMC Plant Biology, 2020, 20, 165. 1.6 27

Succession of physiological stages hallmarks the transcriptomic response of theAfungus Aspergillus

niger to lignocellulose. Biotechnology for Biofuels, 2020, 13, 69.

MYCs and PIFs Act Independently in Arabidopsis Growth Regulation. G3: Genes, Genomes, Genetics, 2020, 0.8 6
10, 1797-1807. ’

Transgenic mice expressing tunable levels of DUX4 develop characteristic facioscapulohumeral
muscular dystrophy-like pathophysiology ranging in severity. Skeletal Muscle, 2020, 10, 8.

Comparative analysis of sugarcane root transcriptome in response to the plant growth-promoting 11 33
Burkholderia anthina MYSP113. PLoS ONE, 2020, 15, e0231206. :

A Comparison of Co-expression Networks in Silk Gland Reveals the Causes of Silk Yield Increase
During Silkworm Domestication. Frontiers in Genetics, 2020, 11, 225.

Comparative Transcriptome Analysis of Gene Expression and Regulatory Characteristics Associated

with Different Vernalization Periods in Brassica rapa. Genes, 2020, 11, 392. Lo 13

Comparative Transcriptome Analysis of Halophyte Zoysia macrostachya in Response to Salinity Stress.
Plants, 2020, 9, 458.

Eyes of differing colors in Alvinocaris longirostris from deep-sea chemosynthetic ecosystems: genetic
and molecular evidence of its formation mechanism. Journal of Oceanology and Limnology, 2021, 39, 0.6 3
282-296.

Molecular and skeletal fingerprints of scleractinian coral biomineralization: From the sea surface to
mesophotic depths. Acta Biomaterialia, 2021, 120, 263-276.

Cold adaptation in drylands: transcriptomic insights into colda€stressed <i>Nostoc flagelliforme«</i>
and characterization of a hypothetical gene with cold and nitrogen stress tolerance. Environmental 1.8 11
Microbiology, 2021, 23, 713-727.

Differential CircRNA Expression Profiles in PK-15 Cells Infected with Pseudorabies Virus Type Il.
Virologica Sinica, 2021, 36, 75-84.

Toward a gold standard for benchmarking gene set enrichment analysis. Briefings in Bioinformatics, 3.9 83
2021, 22, 545-556. :

Transcriptional frontloading contributes to crossa€tolerance between stressors. Evolutionary
Applications, 2021, 14, 577-587.

Integrative, normalization-insusceptible statistical analysis of RNA-Seq data, with improved
differential expression and unbiased downstream functional analysis. Briefings in Bioinformatics, 3.2 18
2021, 22,.

A functional m<sup>6</sup>AG€RNA methylation pathway in the oyster <i>Crassostrea gigas</i> assumes
epitranscriptomic regulation of lophotrochozoan development. FEBS Journal, 2021, 288, 1696-1711.

Comparative transcriptome analysis of abalone Haliotis discus hannai with green and gray egg colors.

Journal of Oceanology and Limnology, 2021, 39, 350-361. 0-6 0

Life history of aggression in Anastatus disparis (Hymenoptera: Eupelmidae) with extreme male&d€“male

combat. Bulletin of Entomological Research, 2021, 111, 146-152.

130



2328

2330

2332

2334

2336

2338

2340

2342

2344

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome differential expression analysis reveals the activated genes in Litopenaeus vannamei

shrimp families of superior growth performance. Aquaculture, 2021, 531, 735871. L7 22

A live attenuated Edwardsiella tarda vaccine induces immunological expression pattern in Japanese

flounder (Paralichthys olivaceus) in the early phase of immunization. Comparative Biochemistry and
Physiology Part - C: Toxicology and Pharmacology, 2021, 239, 108872.

Global profiling of IncRNAs-miRNAs-mRNAs reveals differential expression of coding genes and
non-coding RNAs in the lung of beagle dogs at different stages of Toxocara canis infection. 1.3 13
International Journal for Parasitology, 2021, 51, 49-61.

Programmed responses of different life-stages of the seagrass Ruppia sinensis to copper and cadmium
exposure. Journal of Hazardous Materials, 2021, 403, 123875.

Differences in Postmating Transcriptional Responses between Conspecific and Heterospecific Matings

in<i>Drosophila</i>. Molecular Biology and Evolution, 2021, 38, 986-999. 3.5 19

Transcriptomic analysis of Litopenaeus vannamei hepatopancreas under cold stress in cold-tolerant
and cold-sensitive cultivars. Gene, 2021, 764, 145090.

iTRAQ and RNA-Seq analyses revealed the effects of grafting on fruit development and ripening of

oriental melon (Cucumis melo L. var. makuwa). Gene, 2021, 766, 145142. Lo 20

Antifungal effect of nerol via transcriptome analysis and cell growth repression in sweet potato
spoilage fungi Ceratocystis fimbriata. Postharvest Biology and Technology, 2021, 171, 111343.

Machine learning integration of scleroderma histology and gene expression identifies fibroblast
polarisation as a hallmark of clinical severity and improvement. Annals of the Rheumatic Diseases, 0.5 20
2021, 80, 228-237.

Transcriptome analysis reveals the effects of sand substrate removal and body colour change of
kuruma shrimp, <i>Marsupenaeus japonicus</i>. Aquaculture Research, 2021, 52, 577-588.

The transcription factors of tall fescue in response to temperature stress. Plant Biology, 2021, 23, 18 ;
89-99. :

OATargets: a knowledge base of genes associated with osteoarthritis joint damage in animals. Annals
of the Rheumatic Diseases, 2021, 80, 376-383.

Effects of salinity on growth, hematological parameters, gill microstructure and transcriptome of

fat greenling Hexagrammos otakii. Aquaculture, 2021, 531, 735945. L7 15

Flupyradifurone reduces nectar consumption and foraging but does not alter honey bee recruitment
dancing. Ecotoxicology and Environmental Safety, 2021, 207, 111268.

Transcriptional memories mediate the %lasticity of cold stress responses to enable morphological 35 1o

acclimation in <i>Brachypodium distachyon</i>. New Phytologist, 2021, 229, 1615-1634.

Leaf Transcriptome and Weight Gene Co-expression Network Analysis Uncovers Genes Associated with
Photosynthetic Efficiency in Camellia oleifera. Biochemical Genetics, 2021, 59, 398-421.

Transcriptome profiling and functional analysis suggest that the constitutive overexpression of four
cytochrome P450s confers resistance to abamectin in <i>Tetranychus urticae</i> from China. Pest 1.7 22
Management Science, 2021, 77, 1204-1213.

Molecular and biochemical analyses of avocado (Persea americana) reveal differences in the oil

accumulation pattern between the mesocarp and seed during the fruit developmental period. Scientia
Horticulturae, 2021, 276, 109717.

131



2346

2348

2350

2352

2354

2356

2358

2360

2362

CITATION REPORT

ARTICLE IF CITATIONS

Identification and characterization of miRNA expression profiles across five tissues in giant panda. 10 5
Gene, 2021, 769, 145206. ’

Genomed€wide methylation profiling of HCV pathogenesis to develop diabetes and diabetic

complications. Journal of Viral Hepatitis, 2021, 28, 245-259.

Human neuronal signaling and communication assays to assess functional neurotoxicity. Archives of

Toxicology, 2021, 95, 226-252. 19 15

Genome-wide transcriptome variation landscape in Ruta chalepensis organs revealed potential genes
responsible for rutin biosynthesis. Journal of Biotechnology, 2021, 325, 43-56.

Understanding of the postgerminative development response to salinity and drought stresses in
cucumber seeds by integrated proteomics and transcriptomics analysis. Journal of Proteomics, 2021, 1.2 17
232,104062.

Maternal effects in gene expression of interspecific coral hybrids. Molecular Ecology, 2021, 30, 517-527.

Assembly of the non&€heading pak choi genome and comparison with the genomes of heading Chinese

cabbage and the oilseed yellow sarson. Plant Biotechnology Journal, 2021, 19, 966-976. 41 28

Histone H3K4 methyltransferases SDG25 and ATX1 maintain heata€stress gene expression during recovery
in Arabidopsis. Plant Journal, 2021, 105, 1326-1338.

NOD-like receptor signaling Eathway activation: A potential mechanism underlying negative effects of
benzo(li)playrene on zebrafish. Comparative Biochemistry and Physiology Part - C: Toxicology and 1.3 7
Pharmacology, 2021, 240, 108935.

Transcriptome profiling of postharvest Riwifruit in response to exogenous nitric oxide. Scientia
Horticulturae, 2021, 277, 109788.

Agonist-independent Gi+z activity negatively regulates beta-cell compensation in a diet-induced obesity

model of type 2 diabetes. Journal of Biological Chemistry, 2021, 296, 100056. 1.6 14

Transcriptomics reveals the action mechanisms and cellular targets of citrate-coated silver
nanoparticles in a ubiquitous aquatic fungus. Environmental Pollution, 2021, 268, 115913.

Ectopic activation of GABAB receptors inhibits neurogenesis and metamorphosis in the cnidarian

Nematostella vectensis. Nature Ecology and Evolution, 2021, 5, 111-121. 34 o

The nuclear factor CECR2 promotes somatic cell reprogramming by reorganizing the chromatin
structure. Journal of Biological Chemistry, 2021, 296, 100022.

The early transcriptional responses in rose induced by <i>Bacillus velezensis</i> CLA178 and

<i>Agrobacterium tumefaciens</i> C58. Journal of Phytopathology, 2021, 169, 73-82. 0.5 1

High temperature-induced masculinization in yellow catfish Tachysurus fulvidraco: A potential
approach for environmental-friendly mono-sex production. Aquaculture, 2021, 534, 736263.

Insight into Monascus pigments production promoted by glycerol based on physiological and

transcriptome analyses. Process Biochemistry, 2021, 102, 141-149. 18 1

Arsenic Stress-Related F-Box (ASRF) gene regulates arsenic stress tolerance in Arabidopsis thaliana.

Journal of Hazardous Materials, 2021, 407, 124831.

132



2364

2366

2368

2370

2372

2374

2376

2378

2380

CITATION REPORT

ARTICLE IF CITATIONS

Comparative genome&€wide methylation analysis of longissimus dorsi muscles in Yorkshire and 0.6 9
Wannanhua pigs. Animal Genetics, 2021, 52, 78-89. :

Hypoxia-reoxygenation stress modulates the hepatopancreas transcriptome of Chinese mitten crab

Eriocheir sinensis. Gene, 2021, 771, 145361.

Transcriptome analysis in <i>Takifugu rubripes</i> and <i>Dicentrarchus labrax</i> gills during

<i>Cryptocaryon irritans</i> infection. Journal of Fish Diseases, 2021, 44, 249-262. 09 10

N-Acetyl-L-cysteine Promotes Ex Vivo Growth and Expansion of Single Circulating Tumor Cells by
Mitigating Cellular Stress Responses. Molecular Cancer Research, 2021, 19, 441-450.

Developmental assays using invasive cane toads, Rhinella marina, reveal safety concerns of a common

formulation of the rice herbicide, butachlor. Environmental Pollution, 2021, 272, 115955. 3.7 13

Aquatic Macrophytes in Morphological and Physiological Responses to the Nanobubble Technology
Application for Water Restoration. ACS ES&T Water, 2021, 1, 376-387.

Deciphering the molecular regulatory mechanism orchestrating ovary development of the Pacific
whiteleg shrimp Litopenaeus vannamei through integrated transcriptomic analysis of 1.7 10
reproduction-related organs. Aquaculture, 2021, 533, 736160.

The APETALA2 transcription factor LsAP2 regulates seed shape in lettuce. Journal of Experimental
Botany, 2021, 72, 2463-2476.

Effects of gonadotropin-releasing hormone analog (GnRHa) immunization on the gonadal
transcriptome and proteome of tilapia (Oreochromis niloticus). Comparative Biochemistry and 0.4 2
Physiology Part D: Genomics and Proteomics, 2021, 37, 100780.

Dynamic transcriptome response in Meretrix meretrix to Aroclor 1254 exposure. Ecotoxicology and
Environmental Safety, 2021, 207, 111485.

Transcriptome profiling of Bupleurum chinense DC. root provides new insights into the continuous
inflorescence removal induced improvements to root growth and saikosaponin biosynthesis. 2.5 10
Industrial Crops and Products, 2021, 160, 113085.

In-depth analysis of potential PaAP2[ERF transcription factor related to fatty acid accumulation in
avocado (Persea americana Mill.) and functional characterization of two PaAP2/ERF genes in
transgenic tomato. Plant Physiology and Biochemistry, 2021, 158, 308-320.

Identifying circRNA- and IncRNA-associated-ceRNA networks in the hippocampi of rats exposed to PM2.5 13 ;
using RNA-seq analysis. Genomics, 2021, 113, 193-204. ’

Metabolomics integrated with transcriptomics: assessing the central metabolism of marine red yeast
Sporobolomyces pararoseus under salinity stress. Archives of Microbiology, 2021, 203, 889-899.

Comprehensive analysis of differentially expressed ncRNA, mRNA, and their ceRNA networks in the

regulation of glycogen content in the Pacific oyster, Crassostrea gigas. Aquaculture, 2021, 531, 735895. L7 >

High gene space divergence contrasts with frozen vegetative architecture in the moss family
Funariaceae. Molecular Phylogenetics and Evolution, 2021, 154, 106965.

Effects of sodium butyrate stimulation on immunea€related mRNAZ€mIRNA network in intestine of grass 0.9 3
carp. Aquaculture Research, 2021, 52, 309-322. :

DNA methylation mediates differentiation in thermal responses of Pacific oyster (Crassostrea gigas)

derived from different tidal levels. Heredity, 2021, 126, 10-22.

133



2382

2384

2386

2388

2390

2392

2395

2397

2399

CITATION REPORT

ARTICLE IF CITATIONS

Identification of Key Genes and Pathways in Mouse Spinal Cord Involved in ddC-Induced Neuropathic

Pain by Transcriptome Sequencing. Journal of Molecular Neuroscience, 2021, 71, 651-661. 11 3

Wolbachia affects reproduction in the spider mite Tetranychus truncatus (Acari: Tetranychidae) by

regulating chorion protein S38 a€kike and Rop. Insect Molecular Biology, 2021, 30, 18-29.

Transcriptome analysis of Plantago major as a phytoremediator to identify some genes related to

cypermethrin detoxification. Environmental Science and Pollution Research, 2021, 28, 5101-5115. 27 1

Histone posttranslational modifications rather than DNA methylation underlie gene reprogramming
in pollinationd€dependent and pollinationd€independent fruit set in tomato. New Phytologist, 2021, 229,
902-919.

Comparative transcriptomics of iced€erawlers demonstrates cold specialization constrains niche

evolution in a relict lineage. Evolutionary Applications, 2021, 14, 360-382. L5 5

Immune expression profile identification in a group of proliferative verrucous leukoplakia patients: a
pre-cancer niche for oral squamous cell carcinoma development. Clinical Oral Investigations, 2021,
25,2645-2657.

Dream: powerful differential expression analysis for repeated measures designs. Bioinformatics, 2021, L8 138
37,192-201. ’

A Gene Rank Based Approach for Single Cell Similarity Assessment and Clustering. [EEE[ACM
Transactions on Computational Biology and Bioinformatics, 2021, 18, 431-442.

Blood DNA methylation biomarkers of cumulative lead exposure in adults. Journal of Exposure

Science and Environmental Epidemiology, 2021, 31, 108-116. 1.8 21

Keeping the shoot above water 4€“ submergence triggers antithetical growth responses in stems and
petioles of watercress (<i>Nasturtium officinale</i>). New Phytologist, 2021, 229, 140-155.

Genome-wide identification and analysis of monolignol biosynthesis genes in &lt;i&gt;Salix

matsudana&lt;/i&gt; Koidz and their relationship to accelerated growth. Forestry Research, 2021, 1, 1-11. 05 2

Transcriptional response of Asarum heterotropoides Fr. Schmidt var. mandshuricum (Maxim.) Kitag.
leaves grown under full and partial daylight conditions. BMC Genomics, 2021, 22, 16.

Comparative transcriptome analysis reveals molecular regulators underlying pluripotent cell
induction and callus formation in Anthurium andraeanum &€ceAlabamaé€: In Vitro Cellular and 0.9 2
Developmental Biology - Plant, 2021, 57, 235-247.

Transcriptome Profiling of the Potato Exposed to French Marigold Essential Oil with a Special
Emphasis on Leaf Starch Metabolism and Defense against Colorado Potato Beetle. Plants, 2021, 10, 172.

CopR, a Global Regulator of Transcription to Maintain Copper Homeostasis in Pyrococcus furiosus.

Frontiers in Microbiology, 2020, 11, 613532. L5 10

Profiling of MicroRNAs and Their Targets in Roots and Shoots Reveals a Potential MiRNA-Mediated
Interaction Network in Response to Phosphate Deficiency in the Forestry Tree Betula luminifera.
Frontiers in Genetics, 2021, 12, 552454.

Overexpressing a NPR1-like gene from Citrus paradisi enhanced Huanglongbing resistance in C.

sinensis. Plant Cell Reports, 2021, 40, 529-541. 2.8 22

Genome-wide miRNA expression profiling in potato (<i>Solanum tuberosumc«/i> L.) reveals

TOR-dependent post-transcriptional gene regulatory networks in diverse metabolic pathway. Peer,
2021, 9, e10704.

134



2402

2404

2407

2410

2413

2415

2417

2419

2422

CITATION REPORT

ARTICLE IF CITATIONS

The impact of maternal age on gene expression during the GV to MIl transition in euploid human

oocytes. Human Reproduction, 2021, 37, 80-92. 04 30

Characterization of the early gene expression Erofile in<i>Populus ussuriensis</i>under cold stress

using PacBio SMRT sequencing integrated with RNA-seq reads. Tree Physiology, 2022, 42, 646-663.

Switches in transcriptome functions during seven skeletal muscle development stages from fetus to

kid in Capra hircus. Journal of Integrative Agriculture, 2021, 20, 212-226. 17 3

The biological characteristics of the canine adenovirus type 1 from fox and the transcriptome
analysis of the infected MDCK cell. Cell Biology International, 2021, 45, 936-947.

Analysis of Genome DNA Methylation at Inherited Coat Color Dilutions of Rex Rabbits. Frontiers in

Genetics, 2020, 11, 603528. 11 6

Transcriptome profiling of cells exposed to particular and intense electromagnetic radiation emitted
by the "SG-IIl" prototype laser facility. Scientific Reports, 2021, 11, 2017.

High-Throughput MicroRNA and mRNA Sequencing Reveals that MicroRNAs may be Involved in

Peroxidase-Mediated Cold Tolerance in Potato. Plant Molecular Biology Reporter, 2021, 39, 577-594. 1.0 6

Robustness of differential gene expression analysis of RNA-seq. Computational and Structural
Biotechnology Journal, 2021, 19, 3470-3481.

Five Circular RNAs in Metabolism Pathways Related to Prostate Cancer. Frontiers in Genetics, 2021, 12,

636419. 11 7

Comparative transcriptome analysis of genes involved in the drought stress response of two peanut
(Arachis hypogaea L.) varieties. BMC Plant Biology, 2021, 21, 64.

NGS Methodologies and Computational Algorithms for the Prediction and Analysis of. Methods in

Molecular Biology, 2021, 2362, 119-145. 04 2

Interactions between nascent proteins translated by adjacent ribosomes drive homomer assembly.
Science, 2021, 371, 57-64.

Exploration and Validation of the Potential Downstream Genes Underlying ipal-2D Locus for Rice 0.4
Panicle Branching. Phyton, 2021, 90, 773-787. :

RNA-Seq Data Analysis in Galaxy. Methods in Molecular Biology, 2021, 2284, 367-392.

BSR-Seq analysis provides insights into the cold stress response of Actinidia arguta F1 populations.

BMC Genomics, 2021, 22, 72. 12 7

Comparative Transcriptome Analysis Providing Resistance Mechanism of <i>Aspergillus oryzae</[i>
Under Arsenate Stress. Geomicrobiology Journal, 2021, 38, 426-435.

Transcriptome analysis reveals liver metabolism programming in kids from nutritional restricted

goats during mid-gestation. Peer), 2021, 9, e10593. 0.9 5

Integration of mRNA and miRNA profiling reveals the heterosis of three hybrid combinations of

<i>Capsicum annuumc<[i> varieties. GM Crops and Food, 2021, 12, 224-241.

135



2424

2428

2430

2432

2434

2436

2438

2440

2443

CITATION REPORT

ARTICLE IF CITATIONS

Genome sequence and transcriptome profiles of pathogenic fungus Paecilomyces penicillatus reveal
its interactions with edible fungus Morchella importuna. Computational and Structural 1.9 11
Biotechnology Journal, 2021, 19, 2607-2617.

Ethylene response factors 15 and 16 trigger jasmonate biosynthesis in tomato during herbivore

resistance. Plant Physiology, 2021, 185, 1182-1197.

Effects of Dinotefuran on Brain miRNA Expression Profiles in Young Adult Honey Bees (Hymenopptera:) Tj ETQq0 00 rgBT /Oﬁerloch 10°

BULKED SEGREGANT RNA SEQUENCING (BSR-SEQ) IDENTIFIES A NOVEL ALLELE ASSOCIATED WITH WEEPING
TRAITS IN PRUNUS MUME. Frontiers of Agricultural Science and Engineering, 2021, .

Down regulation of transcripts involved in selective metabolic pathways as an acclimation strategy

in nitrogen use efficient genotypes of rice under low nitrogen. 3 Biotech, 2021, 11, 80. 11 4

Global tissue transcriptomic analysis to improve genome annotation and unravel skin pigmentation in
goldfish. Scientific Reports, 2021, 11, 1815.

Screening and Analysis of Key IncRNA and miRNA Affecting the Occurrence and Proliferation of

Human Clioma Cells. Asian Case Reports in Oncology, 2021, 10, 1-23. 0.0 0

Transcriptome Analysis and Cell Morphology of Vitis rupestris Cells to Botryosphaeria Dieback
Pathogen Diplodia seriata. Genes, 2021, 12, 179.

Integration of full-length transcriptomics and targeted metabolomics to identify benzylisoquinoline

alkaloid biosynthetic genes in Corydalis yanhusuo. Horticulture Research, 2021, 8, 16. 2.9 23

Digital Gene Expression Analysis of Huanglongbing Affected Mandarins (Citrus reticulata Blanco) In
Response to Thermotherapy. Horticultural Plant Journal, 2021, 7, 1-12.

Gene co-expression network analysis of Trypanosoma brucei in tsetse fly vector. Parasites and 1.0 ;
Vectors, 2021, 14, 74. :

Transcriptome profiling reveals the effects of drought tolerance in Giant Juncao. BMC Plant Biology,
2021, 21, 2.

Host susceptibility factors render ripe tomato fruit vulnerable to fungal disease despite active

immune responses. Journal of Experimental Botany, 2021, 72, 2696-2709. 2.4 32

Genome-wide identification and functional prediction of circular RNAs in response to heat stress in
Chinese Holstein cows. Animal Biotechnology, 2022, 33, 1170-1180.

Adipose Tissue Gene Expression of Entire Male, Immunocastrated and Surgically Castrated Pigs.

International Journal of Molecular Sciences, 2021, 22, 1768. 1.8 5

Investigation of the Molecular Mechanisms of Antioxidant Damage and Immune Response
Downregulation in Liver of Coilia nasus Under Starvation Stress. Frontiers in Endocrinology, 2021,
12,622315.

TREM2 sustains macrophage-hepatocyte metabolic coordination in nonalcoholic fatty liver disease

and sepsis. Journal of Clinical Investigation, 2021, 131, . 3.9 109

Mutations in PRDM15 Are a Novel Cause of Galloway-Mowat Syndrome. Journal of the American

Society of Nephrology: JASN, 2021, 32, 580-596.

136



CITATION REPORT

# ARTICLE IF CITATIONS

9445 Iranscriptome analysis of the transdifferentiation of canine BMSCs into insulin producing cells. BMC 12 3
Genomics, 2021, 22, 134. :

Multi-Locus Genome-Wide Association Studies Reveal Fruit Quality Hotspots in Peach Genome.

Frontiers in Plant Science, 2021, 12, 644799.

Rebaudioside A Enhances Resistance to Oxidative Stress and Extends Lifespan and Healthspan in

2447 Caenorhabditis elegans. Antioxidants, 2021, 10, 262. 2.2 16

Identification of MicroRNA&€“Potassium Channel Messenger RNA Interactions in the Brain of Rats With
Post-traumatic Epilepsy. Frontiers in Molecular Neuroscience, 2020, 13, 610090.

The ERK mitogen-activated protein kinase signaling network: the final frontier in RAS signal

2449 transduction. Biochemical Society Transactions, 2021, 49, 253-267.

1.6 29

Preclinical Evaluation of Artesunate as an Antineoplastic Agent in Ovarian Cancer Treatment.
Diagnostics, 2021, 11, 395.

2451 Transcrlﬁ)tlon Factor NACO75 Delays Leaf Senescence by Deterring Reactive Oxygen Species

Accumulation in Arabidopsis. Frontiers in Plant Science, 2021, 12, 634040. L7 20

Conserved IFN Signature between Adult and Pediatric Eosinophilic Esophagitis. Journal of
Immunology, 2021, 206, 1361-1371.

LncRNAs activate longevity regulation pathway due to aging of Leydig cells caused by DEHP exposure: A

2454 transcriptome-based study. Ecotoxicology and Environmental Safety, 2021, 209, 111798.

2.9 8

Digital gene expression analysis of the response to Ralstonia solanacearum between resistant and
susceptible tobacco varieties. Scientific Reports, 2021, 11, 3887.

Comparative transcriptome analysis of sesquiterpene biosynthesis and functional characterization of

2456 sesquiterpene synthases in Leonurus sibiricus L. Planta, 2021, 253, 71.

1.6 5

Novel TranscrlFt Discovery Expands the Repertoire of Pathologically-Associated, Long Non-Coding
RNAs in Vascular Smooth Muscle Cells. International Journal of Molecular Sciences, 2021, 22, 1484.

The Widely Used Antihelmintic Drug Albendazole is a Potent Inducer of Loss of Heterozygosity.

2459 Frontiers in Pharmacology, 2021, 12, 596535. L6 5

Transcriptomic analysis of granulosa cell populations proximal and distal to the germinal disc of
chicken preovulatory follicles. Scientific Reports, 2021, 11, 4683.

Vestigial mediates the effect of insulin signaling pathway on wing-morph switching in planthoppers.

2461 p| oS Genetics, 2021, 17, e1009312. L5 18

A molecular quantitative trait locus map for osteoarthritis. Nature Communications, 2021, 12, 1309.

Transcriptional changes revealed genes and pathwaKs involved in the deficient testis caused by the
2463 inhibition of alkaline ceramidase ( Dacer ) in Drosophila melanogaster. Archives of Insect 0.6 2
Biochemistry and Physiology, 2021, 106, e21765.

TWIST1 and chromatin regulatory proteins interact to guide neural crest cell differentiation. ELife,

2021, 10, .

137



2465

2468

2470

2472

2475

2477

2479

2482

2484

CITATION REPORT

ARTICLE IF CITATIONS

Identification of Prognostic Stromal-lmmune Scorea€“Based Genes in Hepatocellular Carcinoma

Microenvironment. Frontiers in Genetics, 2021, 12, 625236. 11 5

Transcriptome Analysis Reveals the Symbiotic Mechanism of <i>Ustilago esculenta</i>-Induced Gall

Formation of <i>Zizania latifolia</i>. Molecular Plant-Microbe Interactions, 2021, 34, 168-185.

Genome-Wide Integrated Analysis Revealed Functions of INcRNAZ€“miRNAG€“mRNA Interaction in Growth
of Intermuscular Bones in Megalobrama amblycephala. Frontiers in Cell and Developmental Biology, 1.8 16
2020, 8, 603815.

Integrative analysis of circRNA/miRNA/mRNA regulatory network reveals the potential immune
function of circRNAs in the Bombyx mori fat body. Journal of Invertebrate Pathology, 2021, 179, 107537.

Transcriptome analysis of yellow passion fruit in response to cucumber mosaic virus infection. PLoS 11 19
ONE, 2021, 16, e0247127. )

Transcriptome analysis of salt stress responsiveness in the seedlings of wild and cultivated Ricinus
communis L. Journal of Biotechnology, 2021, 327, 106-116.

Revealing the salinity adaptation mechanism in halotolerant bacterium Egicoccus halophilus EGI
80432T by physiological analysis and comparative transcriptomics. Applied Microbiology and 1.7 13
Biotechnology, 2021, 105, 2497-2511.

An RNA-seq Analysis Reveals Differential TranscriFtional Responses to Different Light Qualities in Leaf
Color of Camellia sinensis cv. Huangjinya. Journal of Plant Growth Regulation, O, , 1.

Changes of Intestinal Oxidative Stress, Inflammation, and Gene Expression in Neonatal Diarrhoea Kids.

Frontiers in Veterinary Science, 2021, 8, 598691. 09 17

Klebsiella pneumoniae infection causes mitochondrial damage and dysfunction in bovine mammary
epithelial cells. Veterinary Research, 2021, 52, 17.

Transcriptomic analysis elucidates the molecular processes associated with hydrogen

peroxide-induced diapause termination in Artemia-encysted embryos. PLoS ONE, 2021, 16, e0247160. 11 8

Integrated metabolic profiling and transcriptome analysis of pigment accumulation in Lonicera
japonica flower petals during colour-transition. BMC Plant Biology, 2021, 21, 98.

Transcriptome analysis reveals major transcriptional changes during regrowth after mowing of red 16 10
clover (Trifolium pratense). BMC Plant Biology, 2021, 21, 95. )

Wheat omics: Classical breeding to new breeding technologies. Saudi Journal of Biological Sciences,
2021, 28, 1433-1444.

Rapamycin inhibits pathogen transmission in mosquitoes by promoting immune activation. PLoS 21 "
Pathogens, 2021, 17, e1009353. ’

Transcriptome analyses reveal the utilization of nitrogen sources and related metabolic mechanisms
of Sporosarcina pasteurii. PLoS ONE, 2021, 16, e0246818.

Trans%enic inhibition of interleukin-6 trans-signaling does not prevent skeletal pathologies in
i

mucolipidosis type Il mice. Scientific Reports, 2021, 11, 3556. 1.6 1

Comparative transcriptome analysis reveals novel insights into transcriptional responses to

phosphorus starvation in oil palm (Elaeis guineensis) root. BMC Genomic Data, 2021, 22, 6.

138



2487

2491

2493

2495

2497

2499

2501

2504

2507

CITATION REPORT

ARTICLE IF CITATIONS

Disruption of alpha-tubulin releases carbon catabolite repression and enhances enzyme production in

Trichoderma reesei even in the presence of glucose. Biotechnology for Biofuels, 2021, 14, 39. 6.2 13

Comparative transcriptomic analyses of normal and peloric mutant flowers in Cymbidium goeringii

Rchb.f identifies differentially expressed genes associated with floral development. Molecular
Biology Reports, 2021, 48, 2123-2132.

Primin% with a Seaweed Extract Strongly Improves Drought Tolerance in Arabidopsis. International 18 38
Journal of Molecular Sciences, 2021, 22, 1469. :

Effects of dietary Macleaya cordata extract inclusion on transcrg)tomes and inflammatory response
in the lower gut of early weaned goats. Animal Feed Science and Technology, 2021, 272, 114792.

Sialotranscriptomics of the argasid tick Ornithodoros moubata along the trophogonic cycle. PLoS 13 16
Neglected Tropical Diseases, 2021, 15, e0009105. :

Unraveling hydrogen sulfide-promoted lateral root development and growth in mangrove plant
<i>Kandelia obovata</i>: insight into regulatory mechanism by TMT-based quantitative proteomic
approaches. Tree Physiology, 2021, 41, 1749-1766.

GeneWalk identifies relevant gene functions for a biological context using network representation

learning. Genome Biology, 2021, 22, 55. 3.8 28

Functional alterations by a subgroup of neonicotinoid pesticides in human dopaminergic neurons.
Archives of Toxicology, 2021, 95, 2081-2107.

Genotypic variation in nitrogen utilization efficiency in oilseed rape is related to the coordination of

leaf senescence and root N uptake during reproductive stage. Plant and Soil, 2021, 463, 291-306. 18 7

Maternal intermittent fasting before mating alters hepatic DNA methylation in offspring. Epigenomics,
2021, 13, 341-356.

Cytological and Transcriptomic Analysis Provide Insights into the Formation of Variegated Leaves in 16 5
llex A— altaclerensis 4€ Belgica Auread€™. Plants, 2021, 10, 552. :

Gene Set Analysis Using Spatial Statistics. Mathematics, 2021, 9, 521.

Transcriptomic Profiling of Apple Calli With a Focus on the Key Genes for ALA-Induced Anthocyanin

Accumulation. Frontiers in Plant Science, 2021, 12, 640606. L7 14

SPTBN1 Prevents Primary Osteoporosis by Modulating Osteoblasts Proliferation and Differentiation
and Blood Vessels Formation in Bone. Frontiers in Cell and Developmental Biology, 2021, 9, 653724.

Comparative analyses of hypothalamus transcriptomes reveal fertility-, growth-, and immune-related

genes and signal pathways in different ploidy cyprinid fish. Genomics, 2021, 113, 595-605. L3 13

Comparative Transcriptome Analysis of Early- and Late-Bolting Traits in Chinese Cabbage (Brassica) Tj ETQq1 1 0.784314 rgBL/OverI

Transcriptome Analysis Unravels Key Factors Involved in Response to Potassium Deficiency and
Feedback Regulation of K+ Uptake in Cotton Roots. International Journal of Molecular Sciences, 2021, 1.8 15
22,3133.

New insight into the rapid growth of the Mikania micrantha stem based on DIA proteomic and RNA-Seq

analysis. Journal of Proteomics, 2021, 236, 104126.

139



2509

2511

2513

2515

2517

2519

2521

2524

2526

CITATION REPORT

ARTICLE IF CITATIONS

Regulation of Juvenile Hormone on Summer Diapause of Geleruca daurica and Its Pathway Analysis. 10 34
Insects, 2021, 12, 237. :

MYB30 and ETHYLENE INSENSITIVE3 antagonistically modulate root hair growth in Arabidopsis. Plant

Journal, 2021, 106, 480-492.

Association Mapping and Transcriptome Analysis Reveal the Genetic Architecture of Maize Kernel Size. 17 3
Frontiers in Plant Science, 2021, 12, 632788. )

Impact of exogenous caffeine on regulatory networks of microRNAs in response to Colletotrichum
gloeosporioides in tea plant. Scientia Horticulturae, 2021, 279, 109914.

Transcriptome and metabolome analyses reveal the pivotal role of hydrogen sulfide in promoting

submergence tolerance in Arabidopsis. Environmental and Experimental Botany, 2021, 183, 104365. 2.0 17

Exploring the human lacrimal gland using organoids and single-cell sequencing. Cell Stem Cell, 2021,
28,1221-1232.e7.

Acquisition of innate odor preference depends on spontaneous and experiential activities during 0.8 17
critical period. ELife, 2021, 10, . ’

Expression Level of Transcription Factor ART1 Is Responsible for Differential Aluminum Tolerance in
Indica Rice. Plants, 2021, 10, 634.

Comparative analysis of long noncoding RNAs in angiosperms and characterization of long

noncoding RNAs in response to heat stress in Chinese cabbage. Horticulture Research, 2021, 8, 48. 2.9 38

Molecular Characterization of Donacia provosti (Coleoptera: Chrysomelidae) Larval Transcriptome by
De Novo Assembly to Discover Genes Associated with Underwater Environmental Adaptations. Insects,
2021, 12, 281.

RNA-seq analysis and gene expression dynamics in the salivary glands of the argasid tick Ornithodoros

erraticus along the trophogonic cycle. Parasites and Vectors, 2021, 14, 170. 1.0 14

Primary Metabolism co-Opted for Defensive Chemical Production in the Carabid Beetle, Harpalus
pensylvanicus. Journal of Chemical Ecology, 2021, 47, 334-349.

Exogenous melatonin-stimulated transcriptomic alterations of Davidia involucrata seedlings under

drought stress. Trees - Structure and Function, 2021, 35, 1025-1038. 0.9 20

Mitochondrial genotype alters the impact of rapamycin on the transcriptional response to nutrients
in Drosophila. BMC Genomics, 2021, 22, 213.

Identify of Fast-Growing Related Genes Especially in Height Growth by Combining QTL Analysis and

Transcriptome in Salix matsudana (Koidz). Frontiers in Genetics, 2021, 12, 596749. 11 4

Comparative Transcriptomic Analysis of Riptortus pedestris (Hemiptera: Alydidae) to Characterize
Wing Formation across All Developmental Stages. Insects, 2021, 12, 226.

Transcriptome sequencing revealed the mechanism of promoting floret opening by exogenous methyl

jasmonate in sorghum. 3 Biotech, 2021, 11, 181. 11 1

Transcriptome Analysis Reveals the Procyanidin Treatment-responsive Genes Involved in Regulating

Procyanidin Accumulation during Banana Ripening and Senescence. Journal of the American Society
for Horticultural Science, 2021, 146, 109-117.

140



CITATION REPORT

# ARTICLE IF CITATIONS

9529 The angiogenic potential of CD271+ human adipose tissue-derived mesenchymal stem cells. Stem Cell 0.4 12
Research and Therapy, 2021, 12, 160. ’

Comparative transcriptome analysis of the newly discovered insect vector of the pine wood nematode

in China, revealing putative genes related to host plant adaptation. BMC Genomics, 2021, 22, 189.

Transcriptomic and bioinformatic analysis of Clcn7-dependent Autosomal Dominant Osteopetrosis

2531 type 2. Preclinical and clinical implications. Bone, 2021, 144, 115828.

1.4 3

Genome-wide analysis of changes in miRNA and target gene expression reveals key roles in heterosis
for Chinese cabbage biomass. Horticulture Research, 2021, 8, 39.

Transcriptome analyses of 7-day-old zebrafish larvae possessing a familial Alzheimera€™s disease-like
2533 mutation in psenl indicate effects on oxidative phosphorylation, ECM and MCM functions, and iron 1.2 8
homeostasis. BMC Genomics, 2021, 22, 211.

Functional role and molecular mechanisms underlying prohibitinA2 in platelet mitophagy and
activation. Molecular Medicine Reports, 2021, 23, .

The Cotton Lignin Biosynthetic Gene <i>Gh4CL30</i> Regulates Lignification and Phenolic Content and

2535 Contributes to Verticillium Wilt Resistance. Molecular Plant-Microbe Interactions, 2021, 34, 240-254.

14 29

Hormonal Regulation of Reproductive Diapause That Occurs in the Year-Round Mass Rearing of
<i>Bombus terrestris</[i> Queens. Journal of Proteome Research, 2021, 20, 2240-2250.

Studg on the transcriptome for breast muscle of chickens and the function of key gene RAC2 on
I

2537 fibroblasts proliferation. BMC Genomics, 2021, 22, 157. 1.2 4

Transcriptome analysis reveals the effects of temperature on growth in tadpoles of spiny-bellied frog
(Quasipaa boulengeri). Aquaculture International, 2021, 29, 925-939.

9539 lranscriptome sequencing of wild soybean revealed gene expression dynamics under low nitrogen 1.0 °
stress. Journal of Applied Genetics, 2021, 62, 389-404. :

GmBTB/POZ promotes the ubiquitination and degradation of LHP1 to regulate the response of soybean
to Phytophthora sojae. Communications Biology, 2021, 4, 372.

Overexpression of Salicylic Acid Carboxyl Methyltransferase (CsSAMT1) Enhances Tolerance to
2541 Huanglongbing Disease in Wanjincheng Orange (Citrus sinensis (L.) Osbeck). International Journal of 1.8 19
Molecular Sciences, 2021, 22, 2803.

Full-Length Transcriptome Sequencing and Comparative Transcriptome Analysis to Evaluate Drought
and Salt Stress in Iris lactea var. chinensis. Genes, 2021, 12, 434.

II-10 signaling reduces survival in mouse models of synucleinopathy. Npj Parkinson's Disease, 2021, 7,

2543 2.5 8

Novel Transcriptome Study and Detection of Metabolic Variations in UV-B-Treated Date Palm (Phoenix) Tj ETQq1 1 0./8431410BT (0]

Biosynthesis of the Sex Pheromone Component (E,Z)-7,9-Dodecadienyl Acetate in the European
2547 Grapevine Moth, Lobesia botrana, Involving 4*t11 Desaturation and an Elusive 4"t7 Desaturase. Journal of 0.9 8
Chemical Ecology, 2021, 47, 248-264.

Transcriptional reprogramming caused by cold acclimation in Meloidogyne incognita eggs. Genes and

Genomics, 2021, 43, 533-541.

141



2549

2551

2553

2556

2558

2562

2565

2567

2569

CITATION REPORT

ARTICLE IF CITATIONS

Loquat ( Erlobotryajaﬁomca (Thunb.) Lindl) population genomics suggests a twoa€staged domestication
and identifies genes showing convergencelparallel selective sweeps with apple or peach. Plant 2.8 2
Journal, 2021, 106, 942-952.

Ultra-conserved sequences in the genomes of highly diverse <i>Anopheles</i> mosquitoes, with

implications for malaria vector control. G3: Genes, Genomes, Genetics, 2021, 11, .

The Light-Induced WD40-Repeat Transcription Factor DcTTG1 Regulates Anthocyanin Biosynthesis in 17 13
Dendrobium candidum. Frontiers in Plant Science, 2021, 12, 633333. )

Enhanced ascomycin production in Streptomyces hygrosco JJICUS var. ascomyceticus by employing
polyhydroxybutyrate as an intracellular carbon reservoir and optimizing carbon addition. Microbial
Cell Factories, 2021, 20, 70.

Protein molecular responses of field-collected oysters Crassostrea hongkongensis with greatly 1.9 5
varying Cu and Zn body burdens. Aquatic Toxicology, 2021, 232, 105749. :

Genome assembly and methylome analysis of the white wax scale insect provides insight into sexual
differentiation of metamorphosis in hexapods. Molecular Ecology Resources, 2021, 21, 1983-1995.

TranscriEtome Expression of Biomineralization Genes in<i»Littoraria flava</i>Gastropod in Brazilian 11 5

RocRy Shore Reveals Evidence of Local Adaptation. Genome Biology and Evolution, 2021, 13, .

Full-Length Transcriptome Analyses of Genes Involved in Triterpenoid Saponin Biosynthesis of
Psammosilene tunicoides Hairy Root Cultures With Exogenous Salicylic Acid. Frontiers in Genetics,
2021, 12, 657060.

Identification of Meat Quality Determinin% Marker Genes in Fibroblasts of Bovine Muscle Using 9.4 10
Transcriptomic Profiling. Journal of Agricultural and Food Chemistry, 2021, 69, 3776-3786. :

Key metabolism pathways and regulatory mechanisms of high polysaccharide yielding in Hericium
erinaceus. BMC Genomics, 2021, 22, 160.

Comparative transcriptome and metabolome profiling reveal molecular mechanisms underlying

OsDRAP1-mediated salt tolerance in rice. Scientific Reports, 2021, 11, 5166. L6 27

Transcriptome analysis and candidate gene identification reveals insights into the molecular
mechanisms of hypermelanosis in Chinese tongue sole (Cynoglossus semilaevis). Aquaculture and
Fisheries, 2021, , .

Comparative transcriptome analysis provides insight into the molecular mechanisms of anther

dehiscence in eggplant (Solanum melongena L.). Genomics, 2021, 113, 497-506. 1.3 6

Transcrllatome and Comparative Chloroplast Genome Analysis of Vincetoxicum versicolor: Insights
Into Molecular Evolution and Phylogenetic Implication. Frontiers in Genetics, 2021, 12, 602528.

Dectin-1 limits autoimmune neuroinflammation and promotes myeloid cell-astrocyte crosstalk via

Card9-independent expression of Oncostatin M. Immunity, 2021, 54, 484-498.e8. 6.6 34

Transcriptome responses of the dinoflagellate Karenia mikimotoi driven by nitrogen deficiency.
Harmful Algae, 2021, 103, 101977.

Identification and Characterization of Lon% Non-coding RNAs in the Intestine of Olive Flounder
(Paralichthys olivaceus) During Edwardsiella tarda Infection. Frontiers in Immunology, 2021, 12, 2.2 21
623764.

Comparative analysis of testis transcriptomes in laboratory cohorts of recently diverged allopatric

Drosophila nasuta nasuta and Drosophila nasuta albomicans. Journal of Asia-Pacific Entomology,
2021, 24, 46-46.

142



2571

2573

2576

2578

2580

2582

2584

2587

2589

CITATION REPORT

ARTICLE IF CITATIONS

Common genetic associations between age-related diseases. Nature Aging, 2021, 1, 400-412. 5.3 55

Effects of the daily light/dark cycle on photosynthetic performance, oxidative stress and

illumination-related genes in boring giant clam Tridacna crocea. Marine Biology, 2021, 168, 1.

Gene Coexpression Network Analysis Indicates that Hub Genes Related to Photosynthesis and Starch
Synthesis Modulate Salt Stress Tolerance in Ulmus pumila. International Journal of Molecular 1.8 10
Sciences, 2021, 22, 4410.

Transcriptome and volatile compounds profiling analyses provide insights into the molecular
mechanism underlying the floral fragrance of tree peony. Industrial Crops and Products, 2021, 162,
113286.

Integrated analysis of miRNAome and transcriptome reveals miRNA-mRNA network regulation in Vibrio

alginolyticus infected thick shell mussel Mytilus coruscus. Molecular Immunology, 2021, 132, 217-226. 1.0 6

Cell-type-aware analysis of RNA-seq data. Nature Computational Science, 2021, 1, 253-261.

Uncovering Antimicrobial Peptide from Zophobas atratus Using Transcriptome Analysis. International 0.9 3
Journal of Peptide Research and Therapeutics, 2021, 27, 1827-1835. :

Transcriptome profiling of Cysticercus Pisiformis provides insight into responses to host bile acids.
Parasitology International, 2021, 81, 102246.

Characteristics and expression profiles of circRNAs during abdominal adipose tissue development in

Chinese Gushi chickens. PLoS ONE, 2021, 16, €0249288. 11 1

Comparative transcriptome analysis ofAtranscripts of uncertain coding potential in septic myocardial
depression. BMC Cardiovascular Disorders, 2021, 21, 166.

Genomeda€wide hypermethylation is closely associated with abnormal expression of genes involved in
neural development in induced pluripotent stem cells derived from a Down syndrome mouse model. 1.4 0
Cell Biology International, 2021, 45, 1383-1392.

Comparative transcriptome sequencing analysis and functional identification of a NAM-2-like gene in
jute (Corchorus capsularis L.). Plant Physiology and Biochemistry, 2021, 161, 25-35.

A First Insight into the Gonad Transcriptome of Hong Kong Catfish (Clarias fuscus). Animals, 2021, 11, 10 14
1131. ’

<i>Entamoeba gingivalis</i> Exerts Severe Pathogenic Effects on the Oral Mucosa. Journal of Dental
Research, 2021, 100, 771-776.

Transcriptome analysis of upland cotton revealed novel pathways to scavenge reactive oxygen species 16 5
(ROS) responding to Na2S04 tolerance. Scientific Reports, 2021, 11, 8670. :

Comparative Genomics and Transcriptomics of the Extreme Halophyte Puccinellia tenuiflora Provides
Insights Into Salinity Tolerance Differentiation Between Halophytes and Glycophytes. Frontiers in
Plant Science, 2021, 12, 649001.

Regulatory role of non-coding RNA in ginseng rusty root symptom tissue. Scientific Reports, 2021, 11, 16 .
9211. )

Chloroplast acquisition without the gene transfer in kleptoplastic sea slugs, Plakobranchus

ocellatus. ELife, 2021, 10, .

143



2592

2594

2597

2599

2601

2603

2605

2607

2609

CITATION REPORT

ARTICLE IF CITATIONS

Gene co-expression network analysis reveals key pathways and hub genes in Chinese cabbage (Brassica) Tj ETQq0 Q Q rgBT I%vgerlock 10

Whole transcriptome sequencing and intefrated network analysis elucidates the effects of

3,8-Di-O-methylellagic acid 2-O-glucoside derived from Sanguisorba offcinalis L., a novel
differentiation inducer on erythroleukemia cells. Pharmacological Research, 2021, 166, 105491.

Radiosensitization potential of caffeic acid Fhenethyl ester and the long non-coding RNAs in response 14 4
l .

to 60Col3 radiation in mouse hepatoma cells. Radiation Physics and Chemistry, 2021, 181, 109326.

Comparative Genome-Wide Alternative Splicing Analysis of Longissimus Dorsi Muscles Between
Japanese Black (Wagyu) and Chinese Red Steppes Cattle. Frontiers in Veterinary Science, 2021, 8, 634577.

Gene co-expression network analysis of the heat-responsive core transcriptome identifies hub genes 16 1
in Brassica rapa. Planta, 2021, 253, 111. :

Transcriptome-based metabolic profiling of flavonoids in Agave lechuguilla waste biomass. Plant
Science, 2021, 305, 110748.

Multi-omics phenotyping of the gut-liver axis reveals metabolic perturbations from a low-dose

pesticide mixture in rats. Communications Biology, 2021, 4, 471. 2.0 30

Transcriptome Profiling of Cucumber (Cucumis sativus L.) Early Response to Pseudomonas syringae pv.
lachrymans. International Journal of Molecular Sciences, 2021, 22, 4192.

Genome-Wide Identification and Analysis of Nilaparvata lugens microRNAs during Challenge with the

Entomopathogenic Fungus Metarhizium anisopliae. Journal of Fungi (Basel, Switzerland), 2021, 7, 295. L5 3

Regulation of 2,4-D Isooctyl Ester on Triticum aestivum and Aegilops tauschii Tillering and
Endogenous Phytohormonal Responses. Frontiers in Plant Science, 2021, 12, 642701.

Use of Transantomlc Analyses to Elucidate the Mechanism Governing Nodal Root Development in 17 1

Eremochloa ophiuroides (Munro) Hack.. Frontiers in Plant Science, 2021, 12, 659830.

Transcriptome dynamics and hub genes of green alga Nannochloris sp. JB17 under NaHCOS3 stress. Algal
Research, 2021, 54, 102185.

Transcriptomic Analysis of Pseudomonas aeruginosa Response to Pine Honey via RNA Sequencing

Indicates Multiple Mechanisms of Antibacterial Activity. Foods, 2021, 10, 936. 1.9 18

Popularity and performance of bioinformatics software: the case of gene set analysis. BMC
Bioinformatics, 2021, 22, 191.

Fasciola giganticad€“Derived Excretory-Secretory Products Alter the Expression of mRNAs, miRNAs,
IncRNAs, and circRNAs Involved in the Immune Response and Metabolism in Goat Peripheral Blood 2.2 4
Mononuclear Cells. Frontiers in Immunology, 2021, 12, 653755.

Transcriptome Analysis Reveals the Genes Involved in Growth and Metabolism in Muscovy Ducks.
BioMed Research International, 2021, 2021, 1-9.

A Complex Gene Network Mediated by Ethylene Signal Transduction TFs Defines the Flower Induction

and Differentiation in Olea europaea L.. Genes, 2021, 12, 545. Lo 2

Transcriptome Analysis Revealed Ameliorative Effects of Bacillus Based Probiotic on Immunity, Gut

Barrier System, and Metabolism of Chicken under an Experimentally Induced Eimeria tenella Infection.
Genes, 2021, 12, 536.

144



CITATION REPORT

# ARTICLE IF CITATIONS

Linking chondrocyte and synovial transcriptional profile to clinical phenotype in osteoarthritis.

2612 Annals of the Rheumatic Diseases, 2021, 80, 1070-1074. 0.5 25

Nutrigenomic marker discovery by <i>de novo</i> transcriptomic sequencing during early

development of the tropical gar ( <i>Atractosteus tropicus</i> ). Aquaculture Research, 2021, 52,
3829-3842.

Integration of Transcriptomic and Proteomic Data Reveals the Possible Action Mechanism of the
2614  Antimicrobial Zhongshengmycin Against<i>Didymella segeticola</i>, the Causal Agent of Tea Leaf Spot. 11 7
Phytopathology, 2021, 111, 2238-2249.

The Antiresorptive Effect of GIP, But Not GLP-2, Is Preserved in Patients With Hypoparathyroidisma€”A
Randomized Crossover Study. Journal of Bone and Mineral Research, 2020, 36, 1448-1458.

In-Frame and Frameshift Mutations in Zebrafish Presenilin 2 Affect Different Cellular Functions in

2616 Young Adult Brains. Journal of Alzheimer's Disease Reports, 2021, 5, 395-404.

1.2 8

Studies on the control effect of <i>Bacillus subtilis</i> on wheat powdery mildew. Pest Management
Science, 2021, 77, 4375-4382.

Transcriptomic insights into immune responses to ulcerative syndrome in Pseudobagrus ussuriensis.

2618 - aquaculture, 2021, 537, 736504 L7 3

PRESENILIN 1 Mutations Causing Early-Onset Familial Alzheimera€™s Disease or Familial Acne Inversa
Differ in Their Effects on Genes Facilitating Energy Metabolism and Signal Transduction. Journal of
Alzheimer's Disease, 2021, 82, 327-347.

A higha€quality carabid genome assembly provides insights into beetle genome evolution and cold

2621 adaptation. Molecular Ecology Resources, 2021, 21, 2145-2165.

2.2 13

MicroRNA expression profiles in the seminal plasma of nonobstructive azoospermia patients with
different histopathologic patterns. Fertility and Sterility, 2021, 115, 1197-1211.

Transcriptome analysis of a Triticum aestivum landrace (Roshan) in response to salt stress

2623 onditions. Plant Genetic Resources: Characterisation and Utilisation, 2021, 19, 261-274.

0.4 2

Physiological response and transcriptome analysis of Prunus mume to early salt stress. Journal of
Plant Biochemistry and Biotechnology, 2022, 31, 330-342.

2625 Increased hippocampal excitability in miR-324-null mice. Scientific Reports, 2021, 11, 10452. 1.6 10

Platelets orchestrate the resolution of pulmonary inflammation in mice by T reg cell repositioning
and macrophage education. Journal of Experimental Medicine, 2021, 218, .

5 Roota€secreted peptide OsPEP1 regulates primary root elongation in rice. Plant Journal, 2021, 107,
627 480-492. 2.8 7

Multiple cellular compartments engagement in Nicotiana benthamiana-peanut stunt virus-satRNA
interactions revealed by systems biology approach. Plant Cell Reports, 2021, 40, 1247-1267.

2631 Discordant regulation of elF2 kinase GCN2 and mTORC1 during nutrient stress. Nucleic Acids Research, 6.5 2
2021, 49, 5726-5742. )

Argonaute-CLIP delineates versatile, functional RNAi networks in Aedes aegypti, a major vector of

human viruses. Cell Host and Microbe, 2021, 29, 834-848.e13.

145



2634

2636

2638

2640

2642

2644

2647

2650

2652

CITATION REPORT

ARTICLE IF CITATIONS

Population transcriptomic sequencing reveals allopatric divergence and local adaptation in

Pseudotaxus chienii (Taxaceae). BMC Genomics, 2021, 22, 388. 1.2 1

Transcriptome and metabolite profiling analyses provide insight into volatile compounds of the apple

cultivar € Ruixued€™ and its parents during fruit development. BMC Plant Biology, 2021, 21, 231.

Nepenthes A— ventrata Transcriptome Profiling Reveals a Similarity Between the Evolutionary Origins

of Carnivorous Traps and Floral Organs. Frontiers in Plant Science, 2021, 12, 643137. 17 4

Resilience in Greenland intertidal Mytilus: The hidden stress defense. Science of the Total
Environment, 2021, 767, 144366.

New insights into the function of the proteins IsiC and IsiD from Synechocystis sp. PCC 6803 under

iron limitation. Applied Microbiology and Biotechnology, 2021, 105, 4693-4707. L7 5

Transcriptional Responses of Fusarium graminearum Interacted with Soybean to Cause Root Rot.
Journal of Fungi (Basel, Switzerland), 2021, 7, 422.

Deinococcus radiodurans UWO298 Dependence on Background Radiation for Optimal Growth.

Frontiers in Genetics, 2021, 12, 644292. 11 7

Comparative transcriptome analysis of cells from different areas reveals ROS responsive mechanism
at sclerotial initiation stage in Morchella importuna. Scientific Reports, 2021, 11, 9418.

Lupeol Accumulation Correlates with Auxin in the Epidermis of Castor. Molecules, 2021, 26, 2978. 1.7 7

Metabolome and transcriptome analysis reveals the molecular profiles underlying the ginseng
response to rusty root symptoms. BMC Plant Biology, 2021, 21, 215.

Comparative transcriptomic analysis of candidate effectors to explore the infection and survival
strategy of Bursaphelenchus xylophilus during different interaction stages with pine trees. BMC 1.6 9
Plant Biology, 2021, 21, 224.

Aging affects artemisinin synthesis in Artemisia annua. Scientific Reports, 2021, 11, 11297.

Dual RNA-Sequencing Analysis of Resistant (Pinus pinea) and Susceptible (Pinus radiata) Hosts during

Fusarium circinatum Challenge. International Journal of Molecular Sciences, 2021, 22, 5231. 1.8 14

Transcriptome analysis and identification of genes and singled€nucleotide polymorphisms associated
with growth traits in the Chinese softa€shelled turtle, <scp> <i>Pelodiscus sinensis</i></scp>. Journal
of the World Aquaculture Society, 2021, 52, 913-931.

Gene expression and alternative splicing dynamics are perturbed in female head transcriptomes

following heterospecific copulation. BMC Genomics, 2021, 22, 359. 1.2 6

Neuronal genes deregulated in Cornelia de Lange Syndrome respond to removal and re-expression of
cohesin. Nature Communications, 2021, 12, 2919.

Decreased GLUT2 and glucose uptake contribute to insulin secretion defects in MODY3/HNF1A

hiPSC-derived mutant 12 cells. Nature Communications, 2021, 12, 3133. 58 36

Excavation of Genes Related to the Mining of Growth, Development, and Meat Quality of Two

Crossbred Sheep Populations Based on Comparative Transcriptomes. Animals, 2021, 11, 1492.

146



2654

2656

2658

2660

2662

2664

2666

2668

2670

CITATION REPORT

ARTICLE IF CITATIONS

Juvenile Hormone-Sensitive Ribosomal Activity Enhances Viral Replication in Aedes aegypti. MSystems, 17 10
2021, 6,e0119020. ’

Physiological and transcriptomic responses of Mikania micrantha stem to shading yield novel insights

into its invasiveness. Biological Invasions, 2021, 23, 2927-2943.

Transcriptome analysis reveals potential function of long non-coding RNAs in 20-hydroxyecdysone

regulated autophagy in Bombyx mori. BMC Genomics, 2021, 22, 374. 1.2 12

Transcriptomic insights into growth promotion effect of Trichoderma afroharzianum TM2-4
microbial agent on tomato plants. Journal of Integrative Agriculture, 2021, 20, 1266-1276.

Comparative Analysis of the Intermolt and Postmolt Hepatopancreas Transcriptomes Provides Insight

into the Mechanisms of Procambarus clarkii Molting Process. Life, 2021, 11, 480. 11 4

Transcriptomic and metabolomic analyses provide insights into the biosynthesis of chlorogenic acids
in Lonicera macranthoides Hand.-Mazz. PLoS ONE, 2021, 16, e€0251390.

De novo transcriptome assembly and comparative transcriptomic analysis provide molecular insights

into low temperature stress response of Canarium album. Scientific Reports, 2021, 11, 10561. 1.6 4

MicroRNAs Involved in Regulatory Cytoplasmic Male Sterility by Analysis RNA-seq and Small RNA-seq in
Soybean. Frontiers in Genetics, 2021, 12, 654146.

Identification and expression analysis of MicroRNAs in chicken spleen in a corticosterone-induced

stress model. Research in Veterinary Science, 2021, 136, 287-296. 0.9 4

Calreticulin Deficiency Disturbs Ribosome Biogenesis and Results in Retardation in Embryonic Kidney
Development. International Journal of Molecular Sciences, 2021, 22, 5858.

Zebrafish Chromosome 14 Gene Differential Expression in the fmrlhu2787 Model of Fragile X 11 4
Syndrome. Frontiers in Genetics, 2021, 12, 625466. :

Lipid accumulation of <i>Chlorella</i> sp. TLD6B from the Taklimakan Desert under salt stress. Peer],
2021,9,e11525.

Comparative analysis of latex transcriptomes reveals the potentialAmechanismsAunderlyingArubber
molecular weight variationsAbetween the Hevea brasiliensis clones RRIM600 and Reyan7-333€“97. BMC 1.6 6
Plant Biology, 2021, 21, 244.

Comparative transcriptomic analysis of seed coats with high and low lignin contents reveals lignin
and flavonoid biosynthesis in Brassica napus. BMC Plant Biology, 2021, 21, 246.

Gene Ontology Meta Annotator for Plants (GOMAP). Plant Methods, 2021, 17, 54. 1.9 21

Maternal autoimmunity and inflammation are associated with childhood tics and
obsessive-compulsive disorder: Transcriptomic data show common enriched innate immune pathways.
Brain, Behavior, and Immunity, 2021, 94, 308-317.

Transcriptome analysis of immune-related genes in Sesarmops sinensis hepatopancreas in reaction to

peptidoglycan challenge. Genomics, 2021, 113, 946-954. 1.3 6

Fast and pervasive transcriptomic resilience and acclimation of extremely heat-tolerant coral

holobionts from the northern Red Sea. Proceedings of the National Academy of Sciences of the
United States of America, 2021, 118, .

147



2673

2676

2678

2680

2682

2684

2688

2690

2692

CITATION REPORT

ARTICLE IF CITATIONS

Exploration of the developmental toxicity of TCS and PFOS to zebrafish embryos by whole-genome

gene expression analyses. Environmental Science and Pollution Research, 2021, 28, 56032-56042. 2.7 4

Transcriptome analysis reveals changes in silkworm energy metabolism during Nosema bombycis

infection. Pesticide Biochemistry and Physiology, 2021, 174, 104809.

Phytohormone requirements for pollination drop secretion in <i>Ginkgo biloba</i> ovules. Botany, 0.5 5
2021, 99, 251-260. )

Specific phytochemicals in floral nectar upa€regulate genes involved in longevity regulation and
xenobiotic metabolism, extending mosquito life span. Ecology and Evolution, 2021, 11, 8363-8380.

Genetic Architecture of Maize Rind Strength Revealed by the Analysis of Divergently Selected 15 14
Populations. Plant and Cell Physiology, 2021, 62, 1199-1214. :

Molecular mechanisms of wound healing and regeneration of siphon in the Manila clam Ruditapes
philippinarum revealed by transcriptomic analysis. Genomics, 2021, 113, 1011-1025.

Lipidomics profiling of goose granulosa cell model of stearoyl-CoA desaturase function identifies a

pattern of lipid droplets associated with follicle development. Cell and Bioscience, 2021, 11, 95. 21 o

TRAPPC13 Is a Novel Target of <i>Mesorhizobium amorphae«</i> Type Ill Secretion System Effector NopP.
Molecular Plant-Microbe Interactions, 2021, 34, 511-523.

Anaerobic biosynthesis of rhamnolipids by Pseudomonas aeruginosa: performance, mechanism and its

application potential for enhanced oil recovery. Microbial Cell Factories, 2021, 20, 103. 19 10

External application of nitrogen alleviates toxicity of cadmium on poplars via starch and sucrose
metabolism. Tree Physiology, 2021, 41, 2126-2141.

Transcriptome sequencing and metabolite analysis reveal the toxic effects of nanoplastics on tilapia

after exposure to polystyrene. Environmental Pollution, 2021, 277, 116860. 3.7 82

Comprehensive Transcriptome Analyses Reveal Candidate Genes for Variation in Seed Size/Weight
During Peanut (Arachis hypogaea L.) Domestication. Frontiers in Plant Science, 2021, 12, 666483.

Measuring pathway database coverage of the phosphoproteome. Peer], 2021, 9, e11298. 0.9 1

Comparative transcriptome analysis identifies genes associated with chlorophyll levels and reveals
photosynthesis in green flesh of radish taproot. PLoS ONE, 2021, 16, e0252031.

Differentially methylated genes in proliferative verrucous leukoplakia reveal potential malignant

biomarkers for oral squamous cell carcinoma. Oral Oncology, 2021, 116, 105191. 08 1

Synaptic FUS accumulation triggers early misregulation of synaptic RNAs in a mouse model of ALS.
Nature Communications, 2021, 12, 3027.

Coordination of microbe&€“host homeostasis by crosstalk with plant innate immunity. Nature Plants, a7 o5
2021, 7, 814-825. )

DcTT8, a bHLH transcription factor, regulates anthocyanin biosynthesis in Dendrobium candidum.

Plant Physiology and Biochemistry, 2021, 162, 603-612.

148



2694

2696

2698

2700

2702

2704

2706

2709

2711

CITATION REPORT

ARTICLE IF CITATIONS

Comprehensive transcriptome profiling to identify genes involved in pistil abortion of Japanese

apricot. Physiology and Molecular Biology of Plants, 2021, 27, 1191-1204. 14 o

Transcriptome analysis of <i>Sonneratia caseolaris</i> seedlings under chilling stress. Peer], 2021, 9,

e11506.

Identification and functional prediction of long noncoding RNAs related to intramuscular fat

content in Laiwu pigs. Animal Bioscience, 2022, 35, 115-125. 0.8 10

Reconstruction of circRNA-miRNA-mRNA associated ceRNA networks reveal functional circRNAs in
intracerebral hemorrhage. Scientific Reports, 2021, 11, 11584.

Full-length transcriptome sequences by a combination of sequencing platforms applied to
isoflavonoid and triterpenoid saponin biosynthesis of Astragalus mongholicus Bunge. Plant Methods, 1.9 6
2021,17,61.

CD101 genetic variants modify regulatory and conventional TAcell phenotypes and functions. Cell
Reports Medicine, 2021, 2, 100322.

AP-1 activity is a major barrier of human somatic cell reprogramming. Cellular and Molecular Life 94 4
Sciences, 2021, 78, 5847-5863. .

The Mechanism of Citrus Host Defense Response Repression at Early Stages of Infection by Feeding of
Diaphorina citri Transmitting Candidatus Liberibacter asiaticus. Frontiers in Plant Science, 2021, 12,
635153.

Functional Characterization of the Cnidarian Antiviral Immune Response Reveals Ancestral

Complexity. Molecular Biology and Evolution, 2021, 38, 4546-4561. 3.5 18

Identification and Analysis of Long Non-coding RNAs in Leuciscus waleckii Adapted to Highly Alkaline
Conditions. Frontiers in Physiology, 2021, 12, 665268.

Genomea€wide DNA methylation and transcription analysis in tongue and biceps femoris muscles of

cloned pigs with macroglossia. Animal Genetics, 2021, 52, 608-620. 0.6 1

Innovation, conservation, and repurposing of gene function in root cell type development. Cell, 2021,
184, 3333-3348.e19.

Multiomics analysis of kernel development in response to short-term heat stress at the grain

formation stage in waxy maize. Journal of Experimental Botany, 2021, 72, 6291-6304. 2.4 14

Direct and heritable effects of natural tidal environments on DNA methylation in Pacific oysters
(Crassostrea gigas). Environmental Research, 2021, 197, 111058.

Identification of genes involved in inbreeding depression of reproduction in Langshan chickens.

Animal Bioscience, 2021, 34, 975-984. 0.8 7

Full-length transcriptome analysis provides new insights into the early bolting occurrence in
medicinal Angelica sinensis. Scientific Reports, 2021, 11, 13000.

Antioxidant stress and anticancer activity of peptidea€‘chelated selenium <i>inAvitro</i>. International

Journal of Molecular Medicine, 2021, 48, . 18 8

Analysis of IncRNA, miRNA, and mRNA Expression Profiling in Type | IFN and Type Il IFN Overexpressed in

Porcine Alveolar Macrophages. International Journal of Genomics, 2021, 2021, 1-28.

149



CITATION REPORT

# ARTICLE IF CITATIONS

Tentacle Morphological Variation Coincides with Differential Expression of Toxins in Sea Anemones.

2713 Toxins, 2021, 13, 452. 15 12

Study on the differences of gene expression between pear and apple wild cultivation materials based

on RNA-seq technique. BMC Plant Biology, 2021, 21, 256.

Time-course transcriptome landscape of achene development in lettuce. Horticultural Plant Journal,

2716 5022, 8,99-109.

2.3 (0]

The early response expression profiles of miRNA-mRNA in farmed yellow catfish (Pelteobagrus) Tj ETQql 1 0.784314 rgBT [Overlock 1
1.0 9
Immunology, 2021, 119, 104018.

Comparative transcriptomic analysis reveals the coordinated mechanisms of Populus A— canadensis

2718 4€"Nevaa€™ leaves in response to cadmium stress. Ecotoxicology and Environmental Safety, 2021, 216, 112179.

Transcrgatomic and photosynthetic responses to grafting of the <i>Nod1</i> gene in nodulated and
non-nodulated soybeans. G3: Genes, Genomes, Genetics, 2021, 11, .

9790 Toxocara canis Infection Alters IncRNA and mRNA Expression Profiles of Dog Bone Marrow. Frontiers L8 5
in Cell and Developmental Biology, 2021, 9, 688128. )

Downregulation of the photosynthetic machinery and carbon storage signaling pathways mediate
La203 nanoparticle toxicity on radish taproot formation. Journal of Hazardous Materials, 2021, 411,
124971.

High&€throughput sequencing reveals differential expression of miRNAs in yak and cattleyak epididymis.

2722 Reproduction in Domestic Animals, 2021, , .

0.6 2

Crucial Waterlogging-Responsive Genes and Pathways Revealed by Comparative Physiology and
Transcriptome in Tropical and Temperate Maize (Zea mays L.) inbred Lines. Journal of Plant Biology,
2021, 64, 313-325.

A Significantly High Abundance of 4€ceCandidatus Liberibacter asiaticus&€-in Citrus Fruit Pith: in planta

2724 Transcriptome and Anatomical Analyses. Frontiers in Microbiology, 2021, 12, 681251.

15 10

Transcriptome and metabolite analysis related to branch development in two genotypes of Eucalyptus
urophylla. Molecular Genetics and Genomics, 2021, 296, 1071-1083.

2726 Quantum processor-inspired machine learning in the biomedical sciences. Patterns, 2021, 2, 100246. 3.1 16

Neural GO: a quiescenta€tike state found in neuroepitheliald€eerived cells and glioma. Molecular Systems
Biology, 2021, 17, €9522.

Novel Functional Genes Involved in Transdifferentiation of Canine ADMSCs Into Insulin-Producing
2728 Cells, as Determined by Absolute Quantitative Transcriptome Sequencing Analysis. Frontiers in Cell 1.8 2
and Developmental Biology, 2021, 9, 685494.

Scale Drop Disease Virus (SDDV) and Lates calcarifer Herpes Virus (LCHV) Coinfection Downregulate
Immune-Relevant Pathways and Cause Splenic and Kidney Necrosis in Barramundi Under Commercial
Farming Conditions. Frontiers in Genetics, 2021, 12, 666897.

Genomea€'wide Eroﬁling of DNA methylation and gene expression unravel the epigenetic landscape in

2730 diabetes-related ypothyroidism. Clinical Epigenetics, 2021, 13, 123.

1.8 4

Genome-Wide Identification and Functional Analysis of Long Non-coding RNAs in Sesame Response to

Salt Stress. Journal of Plant Biology, 2021, 64, 555-565.

150



CITATION REPORT

# ARTICLE IF CITATIONS

Fecal microbiota transplantation ameliorates experimental colitis <i>via</i> gut microbiota and T-cell

2732 odulation. World Journal of Gastroenterology, 2021, 27, 2834-2849. L4 42

Genomic analyses provide comprehensive insights into the domestication of bast fiber crop ramie

(<i>Boehmeria nivea</i>). Plant Journal, 2021, 107, 787-800.

Comparative analyses of transcriptional responses of Dectes texanus LeConte (Coleoptera:) Tj ETQQO O O rgBT [Overlock 10 Tf 50 667 T
2734 1.6 6
11448.

Morphological changes and functional circRNAs screening of rabbit skeletal muscle development.
BMC Genomics, 2021, 22, 469.

Identification and characterization of microRNAs in the immature stage of the beneficial predato
2736 bug <i>Arma chinensis<[i> Fallou (Hemiptera: Pentatomidae). Archives of Insect Biochemistry an 0.6 3
Physiology, 2021, 107, e21796.

Identification of Differentially Expressed Non-coding RNA Networks With Potential
Immunoregulatory Roles During Salmonella Enteritidis Infection in Ducks. Frontiers in Veterinary
Science, 2021, 8, 692501.

9741 Microglia show differential transcriptomic response to A2 peptide aggregates ex vivo and in vivo. Life 13 17
Science Alliance, 2021, 4, e202101108. )

Key Macrophage Responses to Infection With Mycobacterium tuberculosis Are Co-Regulated by
microRNAs and DNA Methylation. Frontiers in Immunology, 2021, 12, 685237.

The ERFa€VWII transcription factor SmERF73 coordinately regulates tanshinone biosynthesis in response

2743 19 stress elicitors in <i>Salvia miltiorrhiza</i>. New Phytologist, 2021, 231, 1940-1955.

3.5 25

Genome-Wide Identification of Wheat WRKY Gene Family Reveals That TaWRKY75-A Is Referred to
Drought and Salt Resistances. Frontiers in Plant Science, 2021, 12, 663118.

o745 Transcriptome analysis provides insights into copper toxicology in piebald naked carp (Gymnocypris) Tj ETQq0 0 0 eBT IOveréoch 10 Tf.

Transcriptome Analysis and RNA Interference Reveal GhGDH2 Regulating Cotton Resistance to
Verticillium Wilt by JA and SA Signaling Pathways. Frontiers in Plant Science, 2021, 12, 654676.

Multi-Omics Sequencing Provides Insights Into Age-Dependent Susceptibility of Grass Carp

2747 (Ctenopharyngodon idellus) to Reovirus. Frontiers in Immunology, 2021, 12, 694965.

2.2 14

Gene set enrichment analysis for genome-wide DNA methylation data. Genome Biology, 2021, 22, 173.

Identifying RNA Biomarkers and Molecular Pathways Involved in Multiple Subtypes of Uveitis. American

2749 Journal of Ophthalmology, 2021, 226, 226-234. L7 13

Melatonin Improves Cotton Salt Tolerance by Regulating ROS Scavenging System and Ca2 + Signal
Transduction. Frontiers in Plant Science, 2021, 12, 693690.

9751 Extracellular succinate hyperpolarizes M2 macrophages through SUCNR1/GPR91-mediated Gq 9.9 61
signaling. Cell Reports, 2021, 35, 109246. :

Chromosome-level genome assembly of a regenerable maize inbred line A188. Genome Biology, 2021, 22,

175.

151



CITATION REPORT

# ARTICLE IF CITATIONS

Comparative Transcriptome Analysis of Two Contrasting Chinese Cabbage (Brassica rapa L.) Genotypes
2753 Reveals That lon Homeostasis Is a Crucial Biological Pathway Involved in the Rapid Adaptive Response 1.7 10
to Salt Stress. Frontiers in Plant Science, 2021, 12, 683891.

Multivariate transcriptome analysis identifies networks and key drivers of chronic lymphocytic

leukemia relapse risk and patient survival. BMC Medical Genomics, 2021, 14, 171.

Transcriptional profiling of Microtus fortis responses to S. japonicum : New sight into Mfa€Hsp90 i+

2755 resistance mechanism. Parasite Immunology, 2021, 43, e12842.

0.7 2

Lactate dehydrogenase A-dependent aerobic glycolysis promotes natural Riller cell anti-viral and
anti-tumor function. Cell Reports, 2021, 35, 109210.

A Tissue-Specific Landscape of Alternative Polyadenylation, IncRNAs, TFs, and Gene Co-expression

2757 Networks in Liriodendron chinense. Frontiers in Plant Science, 2021, 12, 705321.

1.7 12

Genes and Pathways Affecting Sheep Productivity Traits: Genetic Parameters, Genome-Wide Association
Mapping, and Pathway Enrichment Analysis. Frontiers in Genetics, 2021, 12, 710613.

9760 RFCell: A Gene Selection Approach for scRNA-seq Clustering Based on Permutation and Random Forest. 11 3
Frontiers in Genetics, 2021, 12, 665843. :

Revealing New Landscape of Turbot (Scophthalmus maximus) Spleen Infected with Aeromonas
salmonicida through Immune Related circRNA-miRNA-mRNA Axis. Biology, 2021, 10, 626.

The small Cajal body-specific RNA 15 (SCARNAL15) directs p53 and redox homeostasis via selective

2762 splicing in cancer cells. NAR Cancer, 2021, 3, zcab026.

1.6 17

Morpho-Physiological and Transcriptome Changes in Tomato Anthers of Different Developmental
Stages under Drought Stress. Cells, 2021, 10, 1809.

Integrated miRNA-mRNA analysis provides potential biomarkers for selective breeding in bay scallop

2764 (Argopecten irradians). Genomics, 2021, 113, 2744-2755. 1.3 3

Host preference and invasiveness of commensal bacteria in the Lotus and Arabidopsis root microbiota.
Nature Microbiology, 2021, 6, 1150-1162.

First evidence for thermal tolerance benefits of the bacterial symbiont <i>Cardinium</i> in an invasive

2766 whitefly, <scp> <i>Bemisia tabaci</i> </scp>. Pest Management Science, 2021, 77, 5021-5031.

1.7 21

LINCO1614 promotes osteosarcoma progression via miR-520a-3p/SNX3 axis. Cellular Signalling, 2021, 83,
109985.

Identification of long noncoding RNAs reveals the effects of dinotefuran on the brain in Apis

2768 mellifera (Hymenopptera: Apidae). BMC Genomics, 2021, 22, 502.

1.2 5

Transcriptional profiling reveals multiple defense responses in downy mildew-resistant transgenic
grapevine expressing a TIR-NBS-LRR gene located at the MrRUN1/MrRPV1 locus. Horticulture Research,
2021, 8, 161.

Changes in phenotype and gene expression under lead stress revealed key genetic responses to lead

2770 tolerance in Medicago sativa L. Gene, 2021, 791, 145714. Lo 10

Toxic effects of octocrylene on zebrafish larvae and liver cell line (ZFL). Aquatic Toxicology, 2021,

236, 105843.

152



CITATION REPORT

# ARTICLE IF CITATIONS

Homeostatic apoptosis prevents competition-induced atrophy in follicular B cells. Cell Reports, 2021,
2772 36,109430. 29 3

Integration of the metabolome and transcriptome reveals the metabolites and genes related to

nutritional and medicinal value in Coriandrum sativum. Journal of Integrative Agriculture, 2021, 20,
1807-1818.

Large-Scale Transcriptomics-Driven Approach Revealed Overexpression of CRNDE as a Poor Survival

2775 Prognosis Biomarker in Glioblastoma. Cancers, 2021, 13, 3419.

1.7 14

Biofilm characteristics and transcriptomic analysis of Haemophilus parasuis. Veterinary
Microbiology, 2021, 258, 109073.

Cellular pathways during spawning induction in the starlet sea anemone Nematostella vectensis.

2777 Scientific Reports, 2021, 11, 15451. 1.6 5

Transcriptome analysis reveals the mechanism associated with dynamic changes in fatty acid and
phytosterol content in foxtail millet (Setaria italica) during seed development. Food Research
International, 2021, 145, 110429.

Transcriptome Variations in Verticillium dahliae in Response to Two Different Inorganic Nitrogen

2781 gources. Frontiers in Microbiology, 2021, 12, 712701. L5 1

The pioneer transcription factors Foxal and Foxa2 regulate alternative RNA splicing during thymocyte
positive selection. Development (Cambridge), 2021, 148, .

Genetic and Functional Characterization of Novel Brown-Like Adipocytes Around the Lamprey Brain.

2783 Frontiers in Cell and Developmental Biology, 2021, 9, 674939.

1.8 2

The Plant Growth-Promoting Fungus MF23 (Mycena sp.) Increases Production of Dendrobium
officinale (Orchidaceae) by Affecting Nitrogen Uptake and NH4+ Assimilation. Frontiers in Plant
Science, 2021, 12, 693561.

Integrated transcriptome and metabolite profiling highlights the role of benzoxazinoids in wheat

2785 resistance against Fusarium crown rot. Crop Journal, 2022, 10, 407-417.

2.3 13

Positionala€based cloning 4€ faild€safea€™ approach is overpowered by wheat chromosome structural
variation. Plant Genome, 2021, 14, e20106.

Investigations of solid cultured€“induced acquisition of desiccation tolerance in liquid suspension

2787 culture of Nostoc flagelliforme. Journal of Applied Phycology, 2021, 33, 3657-3669.

15 5

Glycoursodeoxycholic acid ameliorates diet-induced metabolic disorders with inhibiting endoplasmic
reticulum stress. Clinical Science, 2021, 135, 1689-1706.

Comparative Transcriptome Analysis of Different Actinidia arguta Fruit Parts Reveals Difference of

2789 Light Response during Fruit Coloration. Biology, 2021, 10, 648.

1.3 4

Analysis of DNA Methylation Profiles in Mandibular Condyle of Chicks With Crossed Beaks Using
Whole-Genome Bisulfite Sequencing. Frontiers in Genetics, 2021, 12, 680115.

Single-Molecule Real-Time and lllumina-Based RNA Sequencing Data Identified Vernalization-Responsive

2792 Candidate Genes in Faba Bean (Vicia faba L.). Frontiers in Genetics, 2021, 12, 656137. 11 4

Differentially expressed genes involved in immune pathways from yellowhead catfish (Tachysurus) Tj ETQq1 1 0.784314 rgBT [Overlof
3.6 8

340-345.

153



2794

2796

2798

2801

2803

2805

2808

2810

2812

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome and metabolome profiling in naturally infested Casuarina equisetifolia clones by 13 19
Ralstonia solanacearum. Genomics, 2021, 113, 1906-1918. )

Screening and Interaction Analysis Identify Genes Related to Anther Dehiscence in Solanum melongena

L.. Frontiers in Plant Science, 2021, 12, 648193.

Integrated Analysis of Long Non-Coding RNA and mRNA Expression Profiles in Testes of Calves and 10 6
Sexually Mature Wandong Bulls (Bos taurus). Animals, 2021, 11, 2006. :

Identification of Distant Regulatory Elements Using Expression Quantitative Trait Loci Mapping for
Heat-Responsive Genes in Oysters. Genes, 2021, 12, 1040.

BrRNE cleaves RNA in chloroplasts, regulating retrograde signals in Brassica rapa L. ssp. pekinensis.

Theoretical and Applied Genetics, 2021, , 1. 18 0

Investigation Into Different Wood Formation Mechanisms Between Angiosperm and Gymnosperm Tree
Species at the Transcriptional and Post-transcriptional Level. Frontiers in Plant Science, 2021, 12,
698602.

Widespread cryptic variation in genetic architecture between the sexes. Evolution Letters, 2021, 5, 16 13
359-369. ’

Tissue-specific analysis of Coffea arabica L. transcriptome revealed potential regulatory roles of
[ncRNAs. Saudi Journal of Biological Sciences, 2021, 28, 6023-6029.

Folic acid supplementation during pregnancy modulates hepatic methyl metabolism and genes
expression profile of neonatal lambs of different litter sizes. British Journal of Nutrition, 2022, 128, 1.2 7
1-12.

Analysis of Transcripts of Uncertain Coding Potential Using RNA Sequencing During the
Preattachment Phase in Goat Endometrium. DNA and Cell Biology, 2021, 40, 998-1008.

Molecular and cellular characterization of two patient-derived ductal carcinoma in situ (DCIS) cell 11 5
lines, ETCC-006 and ETCC-010. BMC Cancer, 2021, 21, 790. :

Whole transcriptome analysis resulted in the identification of Chinese sprangletop (Leptochloa) Tj ETQq1 1 0.784314 rgBT /qurlock

DNA repair- and nucleotide metabolism-related genes exhibit differential CHG methylation patterns in

natural and synthetic polyploids (Brassica napus L.). Horticulture Research, 2021, 8, 142. 2.9 12

An iPSC model of hereditary sensory neuropathy-1 reveals L-serine-responsive deficits in neuronal
ganglioside composition and axoglial interactions. Cell Reports Medicine, 2021, 2, 100345.

Investigation of Thermomorphogenesis-Related Genes for a Multi-Silique Trait in Brassica napus by

Comparative Transcriptome Analysis. Frontiers in Genetics, 2021, 12, 678804. 11 3

Dynamic changes of miRNAs in skeletal muscle development at New Zealand rabbits. BMC Genomics,
2021, 22, 577.

Time&€sequenced transcriptomes of developing distal mouse limb buds: A comparative tissue layer

analysis. Developmental Dynamics, 2021, , . 0.8 7

Transcriptome analysis identifies putative genes involved in triterpenoidAbiosynthesis in Platycodon

grandiflorus. Planta, 2021, 254, 34.

154



2814

2816

2818

2820

2822

2824

2826

2828

2831

CITATION REPORT

ARTICLE IF CITATIONS

Comprehensive analyses of potential key genes in active tuberculosis. Medicine (United States), 2021, 0.4 5
100, e26582. ’

Human Urine Alters Methicillin-Resistant Staphylococcus aureus Virulence and Transcriptome.

Applied and Environmental Microbiology, 2021, 87, e€0074421.

Alterations of mRNA and IncRNA profiles associated with the extracellular matrix and

spermatogenesis in goats. Animal Bioscience, 2022, 35, 544-555. 08 4

Microbiota Perturbation or Elimination Can Inhibit Normal Development and Elicit a Starvation-Like
Response in an Omnivorous Model Invertebrate. MSystems, 2021, 6, e€0080221.

Physiological and transcriptome analysis elucidates the metabolic mechanism of versatile
Porphyridium purpureum under nitrogen deprivation for exopolysaccharides accumulation. 2.0 9
Bioresources and Bioprocessing, 2021, 8, .

Effects of nonylphenol exposure on histological changes, apoptosis and time-course transcriptome in
gills of white shrimp Litopenaeus vannamei. Science of the Total Environment, 2021, 781, 146731.

Impact and mechanism of sulphur-deficiency on modern wheat farming nitrogen-related sustainability

and gliadin content. Communications Biology, 2021, 4, 945. 2.0 29

Tissue-dependent transcriptional and bacterial associations in primary sclerosing
cholangitis-associated inflammatory bowel disease. Wellcome Open Research, 0, 6, 199.

Unraveling the Genetic Basis of Fertility Restoration for Cytoplasmic Male Sterile Line WNJO1A

Originated From Brassica juncea in Brassica napus. Frontiers in Plant Science, 2021, 12, 721980. L7 4

Evolution towards Virulence in a <i>Burkholderia</i> Two-Component System. MBio, 2021, 12, e0182321.

Copper promoting oyster larval growth and settlement: Molecular insights from RNA-seq. Science of

the Total Environment, 2021, 784, 147159. 3.9 8

Transcriptome datad€based identification of candidate genes involved in metabolism and accumulation
of soluble sugars during fruit development in &€ Huangguana€™ plum. Journal of Food Biochemistry, 2021,
45,e13878.

Leveraging the Mendelian disorders of the epigenetic machinery to systematically map functional

epigenetic variation. ElLife, 2021, 10, . 2.8 10

Gene expression profiling reveals candidate genes for defining spider silk gland types. Insect
Biochemistry and Molecular Biology, 2021, 135, 103594.

Chlorine disinfectants promote microbial resistance in Pseudomonas sp.. Environmental Research, 3.7 29
2021, 199, 111296. )

Identification and characterization of early Fusarium wilt responsive mRNAs and long non-coding
RNAs in banana root using high-throughput sequencing. Scientific Reports, 2021, 11, 16363.

Liver-fibrosis-activated transcriptional networks govern hepatocyte reprogramming and intra-hepatic 79 73
communication. Cell Metabolism, 2021, 33, 1685-1700.e9. .

The <i>Meloidogyne javanica</i> effector Mj2G02 interferes with jasmonic acid signalling to suppress

cell death and promote parasitism in <i>Arabidopsis</i>. Molecular Plant Pathology, 2021, 22, 1288-1301.

155



2834

2836

2838

2840

2842

2844

2846

2848

2850

CITATION REPORT

ARTICLE IF CITATIONS

Singled€eell RNA sequencing reveals a high&€resolution cell atlas of xylem in <i>Populus</i>. Journal of a1 51
Integrative Plant Biology, 2021, 63, 1906-1921. :

Viable but Nonculturable State of Yeast <i>Candida</i> sp. Strain LN1 Induced by High Phenol

Concentrations. Applied and Environmental Microbiology, 2021, 87, e0111021.

Transcriptome Analysis Reveals Impaired Fertility and Immunity Under Salinity Exposure in Juvenile

Grass Carp. Frontiers in Marine Science, 2021, 8, . 12 1

Mitochondrial autophagy and cell survival is regulated by the circadian <i>Clock<[i> gene in cardiac
myocytes during ischemic stress. Autophagy, 2021, 17, 3794-3812.

De novo transcriptome sequencing and comparative profiling of the ovary in partially engorged and

fully engorged Haemaphysalis flava ticks. Parasitology International, 2021, 83, 102344. 0-6 8

Effect of 4-chloro-2-methylphenoxy acetic acid on tomato gene expression and rhizosphere bacterial
communities under inoculation with phosphate-solubilizing bacteria. Journal of Hazardous Materials,
2021, 416, 125767.

Evaluation of drought resistance and transcriptome analysis for the identification of

drought-responsive genes in Iris germanica. Scientific Reports, 2021, 11, 16308. 1.6 10

The BTB/POZ domain protein GmBTB/POZ promotes the ubiquitination and degradation of the soybean
AP2[ERF-like transcription factor GmAP2 to regulate the defense response to <i>Phytophthora
sojaec<[i>. Journal of Experimental Botany, 2021, 72, 7891-7908.

Early-life inflammation promotes depressive symptoms in adolescence via microglial engulfment of 3.8 149
dendritic spines. Neuron, 2021, 109, 2573-2589.e9. )

Transcriptome profiling of differentially expressed genes of male and female inflorescences in
spinach (Spinacia oleracea L.). Genome, 2021, 64, 777-788.

A comparative analysis of differential N6-methyladenosine (m6A) modification between non-transgenic

and LBD15 overexpressing Poplar 84AK plants. Tree Genetics and Genomes, 2021, 17, 1. 0-6 8

CRISPR-Cas9 Technology as a Tool to Target Gene Drivers in Cancer: Proof of Concept and New
Opportunities to Treat Chronic Myeloid Leukemia. CRISPR Journal, 2021, 4, 519-535.

Hobit identifies tissue-resident memory T cell precursors that are regulated by Eomes. Science

Immunology, 2021, 6, . 5.6 46

Comparison of Gene Expression Patterns in Articular Cartilage and Xiphoid Cartilage. Biochemical
Genetics, 2022, 60, 676-706.

Arabidopsis thaliana Response to Extracellular DNA: Self Versus Nonself Exposure. Plants, 2021, 10, 16 28
1744. ’

A new insight to characterize immunomodulation based on hepatopancreatic transcriptome and
humoral immune factor analysis of the Cherax quadricarinatus infected with Aeromonas veronii.
Ecotoxicology and Environmental Safety, 2021, 219, 112347.

Nonglandular prickle formation is associated with development and secondary metabolisma€related

genes in <scp><i>Rosa multiflora</i> </scp>. Physiologia Plantarum, 2021, 173, 1147-1162. 2:6 5

Transcriptome Analysis Reveals the Important Role of WRKY28 in Fusarium oxysporum Resistance.

Frontiers in Plant Science, 2021, 12, 720679.

156



CITATION REPORT

# ARTICLE IF CITATIONS

Impacts of Nitrogen Deficiency on Wheat (Triticum aestivum L.) Grain During the Medium Filling Stage:

2853 Transcriptomic and Metabolomic Comparisons. Frontiers in Plant Science, 2021, 12, 674433.

1.7 8

Profiling Analysis of Circular RNA and mRNA in Human Temporal Lobe Epilepsy with Hippocampal

Sclerosis ILAE Type 1. Cellular and Molecular Neurobiology, 2022, 42, 2745-2755.

Transcriptome Analysis Provides New Insights into Host Res?onse to Hepatopancreatic Necrosis
2855 Disease in the Black Tiger Shrimp Penaeus monodon. Journal of Ocean University of China, 2021, 20, 0.6 2
1183-1194.

Distinct regulation of hippocampal neuroplasticity and ciliary genes by corticosteroid receptors.
Nature Communications, 2021, 12, 4737.

Integrated Analysis of mRNA and Non-coding RNA Transcriptome in Pepper (Capsicum chinense) Hybrid

2857 ot Seedling and Flowering Stages. Frontiers in Genetics, 2021, 12, 685788.

11 15

Characterization of growth and development of sorghum genotypes with differential susceptibility
to <i>Striga hermonthica</i>. Journal of Experimental Botany, 2021, 72, 7970-7983.

Integrative Analysis of Gene Expression Data by RNA Sequencing for Differential Diagnosis of Acute

2860 | eukemia: Potential Application of Machine Learning. Frontiers in Oncology, 2021, 11, 717616.

1.3 6

Selective Targeting of Class | Histone Deacetylases in a Model of Human Osteosarcoma. Cancers, 2021,
13, 4199.

Transcriptomic analysis of a wild and a cultivated varieties of Capsicum annuum over fruit

2862 jevelopment and ripening. PLoS ONE, 2021, 16, e0256319.

1.1 7

Transcriptomic Analysis Reveals Key Genes Involved in Oil and Linoleic Acid Biosynthesis during
Artemisia sphaerocephala Seed Development. International Journal of Molecular Sciences, 2021, 22,
8369.

Comparative transcriptome analysis of <i>R3a</i> and<i> Avr3a</i>-mediated defense responses in

2865 transgenic tomato. Peer], 2021, 9, e11965.

0.9 2

Identification of Photoperiod-Induced LncRNAs and mRNAs in Pituitary Pars Tuberalis of Sheep.
Frontiers in Veterinary Science, 2021, 8, 644474.

2867 Identification of New Transcription Factors that Can Promote Pluripotent Reprogramming. Stem Cell 17 1
Reviews and Reports, 2021, 17, 2223-2234. :

Iron Deficiency Leads to Chlorosis Through Impacting Chlorophyll Synthesis and Nitrogen
Metabolism in Areca catechu L.. Frontiers in Plant Science, 2021, 12, 710093.

RNA-sequencing of AVPV and ARH reveals vastly different temporal and transcriptomic responses to

2870 ostradiol in the female rat hypothalamus. PLoS ONE, 2021, 16, e0256148.

1.1 5

Transcriptome Analysis of Post-Mortem Brain Tissue Reveals Up-Regulation of the Complement Cascade
in a Subgroup of Schizophrenia Patients. Genes, 2021, 12, 1242.

Transcriptomic responses of haloalkalitolerant bacterium Egicoccus halophilus EGI 80432T to highly

2872 Jlkaline stress. Extremophiles, 2021, 25, 459-470.

0.9 (0]

CoCoA-diff: counterfactual inference for single-cell gene expression analysis. Genome Biology, 2021,

22,228.

157



2874

2876

2878

2880

2882

2884

2887

2889

2891

CITATION REPORT

ARTICLE IF CITATIONS

Comparative Transcriptomic Analysis Reveals the Effects of Drought on the Biosynthesis of

Methyleugenol in Asarum sieboldii Miq.. Biomolecules, 2021, 11, 1233. 1.8 8

Transcriptome analysis of two <i>Pogostemon cablin</i> chemotypes reveals genes related to

patchouli alcohol biosynthesis. Peer], 2021, 9, e12025.

Sexd€«and Developmental Stagea€“Related Differences in the Hepatic Transcriptome of Ja [i:anese Quail
(<i>Coturnix japonicac</i>) Exposed to 1712a€Trenbolone. Environmental Toxicology and Chemistry, 2021, 2.2 4
40, 2559-2570.

Production of purple Ma bamboo (Dendrocalamus latiflorus Munro) with enhanced drought and
cold stress tolerance by engineering anthocyanin biosynthesis. Planta, 2021, 254, 50.

Ribosomal RNA&€‘depleted RNA seguencing reveals the pathogenesis of refractory <i>Mycoplasma
hil

pneumoniae<[i> pneumonia in children. Molecular Medicine Reports, 2021, 24, . 11 5

Spatio-Temporal Multiscale Analysis of Western Diet-Fed Mice Reveals a Translationally Relevant
Sequence of Events during NAFLD Progression. Cells, 2021, 10, 2516.

Transcriptome Analysis Provides Insights into Hepatic Responses to Trichloroisocyanuric Acid 10 1
Exposure in Goldfish (Carassius auratus). Animals, 2021, 11, 2775. )

Identification of genes related to stress affecting thymus immune function in a chicken stress model
using transcriptome analysis. Research in Veterinary Science, 2021, 138, 90-99.

Regulations of m6A methylation on tomato fruit chilling injury. Horticultural Plant Journal, 2021, 7, 9.3 16
434-442. :

Could co-substrate sodium acetate simultaneously promote Chlorella to degrade amoxicillin and
produce bioresources?. Journal of Hazardous Materials, 2021, 417, 126147.

Histopathological parameters, antioxidant enzyme levels, transcriptome, and hematology parameters
of Amur minnow (Phoxinus lagowskii) infection with Tetrahymena pyriformis. Aquaculture 11 4
International, 2021, 29, 2635-2659.

Identification and Characterization of Novel circRNAs Involved in Muscle Growth of Blunt Snout
Bream (Megalobrama amblycephala). International Journal of Molecular Sciences, 2021, 22, 10056.

Comparative transcriptome analysis revealed omnivorous adaptation of the small intestine of 16 1
Melinae. Scientific Reports, 2021, 11, 19162. :

Dynamic Transcriptomic and Metabolomic Analyses of Madhuca pasquieri (Dubard) H. J. Lam During the
Post-germination Stages. Frontiers in Plant Science, 2021, 12, 731203.

2-Arachidonoylglycerol as an Endogenous Cue Negatively Regulates Attachment of the Mussel Perna

viridis. Frontiers in Marine Science, 2021, 8, . 1.2 2

Cadmium-induced oxidative stress and transcriptome changes in the wolf spider Pirata subpiraticus.
Science of the Total Environment, 2021, 785, 147364.

Early Leukocyte Responses in Ex-Vivo Models of Healing and Non-Healing Human Leishmania (Viannia)

panamensis Infections. Frontiers in Cellular and Infection Microbiology, 2021, 11, 687607. 18 2

Selenoprotein T Protects Endothelial Cells against Lipopolysaccharide-Induced Activation and

Apoptosis. Antioxidants, 2021, 10, 1427.

158



2893

2895

2897

2899

2901

2903

2905

2907

2909

CITATION REPORT

ARTICLE IF CITATIONS

Genetic Mapping and Transcriptomic Analysis Revealed the Molecular Mechanism Underlying
Leaf-Rolling and a Candidate Protein Phosphatase Gene for the Rolled Leaf-Dominant (RL-D) Mutant in 1.0 2
Rice. Plant Molecular Biology Reporter, 2022, 40, 256-270.

Transcriptome analysis of North American sweet birch (Betula lenta) revealed a hl% er expression of

genes involved in the biosynthesis of secondary metabolites than European silver

irch (B. pendula).
Journal of Plant Research, 2021, 134, 1253-1264.

A Novel Sulfone Derivative Controls Lasiodiplodia theobromae in Tea Leaf Spot by Reducing the 14 3
Ergosterol Content. Molecular Plant-Microbe Interactions, 2021, 34, MPMI-12-20-0343. :

RNA-seq analysis of gene expression changes in cuticles during the larval-pupal metamorphosis of
Plutella xylostella. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2021,
39, 100869.

Transcriptional and Hormonal Responses in Ethephon-Induced Promotion of Femaleness in Pumpkin. 17 5
Frontiers in Plant Science, 2021, 12, 715487. :

Comparison of transcriptional profiles of Treponema pallidum during experimental infection of
rabbits and in vitro culture: Highly similar, yet different. PLoS Pathogens, 2021, 17, e1009949.

Differential Methylation and Transcriptome Integration Analysis Identified Differential Methylation
Annotation Genes and Functional Research Related to Hair Follicle Development in Sheep. Frontiers in 11 7
Genetics, 2021, 12, 735827.

Comparative transcriptomic Fromhng reveals the regulation of terpenoid biosynthesis in
Sinocalycanthus chinensis. Plant Physiology and Biochemistry, 2021, 166, 477-484.

Differential Expression Pattern of Goat Uterine Fluids Extracellular Vesicles miRNAs during 18 8
Peri-Implantation. Cells, 2021, 10, 2308. :

Glutathione is an aging-related metabolic signature in the mouse kidney. Aging, 2021, 13, 21009-21028.

Comparative transcriptome analysis reveals a potential mechanism for host nutritional manipulation
after parasitization by Leptopilina boulardi. Comparative Biochemistry and Physiology Part D: 0.4 2
Genomics and Proteomics, 2021, 39, 100862.

Transcriptome analysis reveals deep insights into the early immune response of turbot (Scophthalmus) Tj ETQql 1 0.784314 rgBT /O
1.6 10
119, 163-172.

Transcriptome analysis of differentially expressed genes in the red swam[i) crayfish Procambarus 16 12
clarkii challenged with Aeromonas hydrophila. Fish and Shellfish Inmunology, 2021, 119, 280-288. )

Comparative Transcriptomic Analyses of Antibiotic-Treated and Normally Reared Bactrocera dorsalis
Reveals a Possible Gut Self-lmmunity Mechanism. Frontiers in Cell and Developmental Biology, 2021, 9,
647604.

Inte%rated transcriptome and metabolome analysis reveals the physiological and molecular responses
of allotetraploid rapeseed to ammonium toxicity. Environmental and Experimental Botany, 2021, 189, 2.0 11
104550.

Morphological characteristics and transcriptome analysis at different anther development stages of
the male sterile mutant MS7a€*2 in Wucai (Brassica campestris L.). BMC Genomics, 2021, 22, 654.

Genes related to circadian rhythm are involved in regulating tuberization time in potato. 9.3 12
Horticultural Plant Journal, 2022, 8, 369-380. :

Molecular and evolutionary basis for survival, its failure, and virulence factors of the zoonotic

nematode Anisakis pegreffii. Genomics, 2021, 113, 2891-2905.

159



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptomics analysis of the infected tissue of gibel carp (Carassius auratus gibelio) with liver
2911 myxobolosis infers the underlying defense mechanisms from the perspective of immune-metabolic 1.7 8
interactions. Aquaculture, 2021, 542, 736867.

HOMEOBOX PROTEIN 24 mediates the conversion of indoled€3a€butyric acid to indoled€3a€acetic acid to

promote root hair elongation. New Phytologist, 2021, 232, 2057-2070.

Transcriptome Analysis of <i>Komagataeibacter europaeus</i> CGMCC 20445 Responses to Different

2913 Acidity Levels During Acetic Acid Fermentation. Polish Journal of Microbiology, 2021, 70, 305-313.

0.6 8

Comparative transcriptome and microbial community sequencing provide insight into yellow-leaf
phenotype of Camellia japonica. BMC Plant Biology, 2021, 21, 416.

RNA-Seq Analysis of the Effect of Zinc Deficiency on Microsporum canis, ZafA Gene s Important for

2915 Growth and Pathogenicity. Frontiers in Cellular and Infection Microbiology, 2021, 11, 727665.

1.8 3

ERF9 of <i>Poncirus trifoliata</i> (L.) Raf. undergoes feedback regulation by ethylene and modulates
cold tolerance via regulating a <i>glutathione Sa€transferase U17<[i> gene. Plant Biotechnology
Journal, 2022, 20, 183-200.

Metabolic Regulation of Sugar Assimilation for Lipid Production in Aspergillus oryzae BCC7051

2917 through Comparative Transcriptome Perspective. Biology, 2021, 10, 885.

1.3 5

Adenosine-to-inosine editing of endogenous Z-form RNA by the deaminase ADAR1 prevents spontaneous
MAVS-dependent type | interferon responses. Immunity, 2021, 54, 1961-1975.e5.

Transcriptomic analysis of ovarian signaling at the emergence of the embryo from obligate diapause in

2919 the American mink (Neovison vison). Animal Reproduction Science, 2021, 232, 106823.

0.5 3

Human cytomegalovirus expands a CD8 <sup>+<[sup> T cell population with loss of <i>BCL11B«</i>
expression and gain of NK cell identity. Science Immunology, 2021, 6, eabe6968.

Deregulated glutamate to pro-collagen conversion is associated with adverse outcome in lung
2921 cancer and may be targeted by renin-angiotensin-aldosterone system (RAS) inhibition. Lung Cancer, 0.9 12
2021, 159, 84-95.

Gut Microbiota Dysbiosis Influences Metabolic Homeostasis in Spodoptera frugiperda. Frontiers in
Microbiology, 2021, 12, 727434.

Identification of putative abdominal vibration-related genes through transcriptome analyses in the
2924  brown planthopper (Nilaparvata lugens). Comparative Biochemistry and Physiology Part D: Genomics 0.4 2
and Proteomics, 2021, 39, 100856.

Mechanical loading activates the YAP/TAZ pathway and chemokine expression in the MLO-Y4
osteocyte-like cell line. Laboratory Investigation, 2021, 101, 1597-1604.

Endothelial Poldip2 regulates sepsis-induced lung injury via Rho pathway activation. Cardiovascular

2926 pesearch, 2022, 118, 2506-2518. 1.8 6

Serial Transcriptome Analysis Reveals Genes Associated with Late Blight Resistance in Potato Cultivar
Qingshu 9. Agronomy, 2021, 11, 1919.

Integrative analysis identifies the quality advantage and corresponding regulatory mechanism of
2928 paddy fieldd€“cultured crayfish (Procambarus clarkii). Applied Microbiology and Biotechnology, 2021, 1.7 4
105, 7451-7461.

Genome and transcriptome analysis of the beet armyworm <i>Spodoptera exigua</i> reveals targets

for pest control. G3: Genes, Genomes, Genetics, 2021, 11,.

160



2930

2932

2934

2936

2938

2940

2942

2944

2946

CITATION REPORT

ARTICLE IF CITATIONS

Physiological and transcriptomic analysis of Cabernet Sauvginon (Vitis vinifera L.) reveals the
alleviating effect of exogenous strigolactones on the response of grapevine to drought stress. Plant 2.8 33
Physiology and Biochemistry, 2021, 167, 400-409.

The transcriptome of saline-alkaline resistant industrial hemp (Cannabis sativa L.) exposed to NaHCO3

stress. Industrial Crops and Products, 2021, 170, 113766.

Transcriptome analysis of genes in response to magnesium nitrate stress on cucumber leaf. Scientia

Horticulturae, 2021, 288, 110391. L7 3

Seasonal expressions of ERI+, ERI2, EGF, EGFR, PI3K and Akt in the scent glands of the muskrats (Ondatra) Tj ETQq] 1,0.784314 rgBT

Identification of novel potential interaction partners of UDP-galactose (SLC35A2),
UDP-N-acetylglucosamine (SLC35A3) and an orphan (SLC35A4) nucleotide sugar transporters. Journal 1.2 8
of Proteomics, 2021, 249, 104321.

Integrated analyses of phenotype, phytohormone, and transcriptome to elucidate the mechanism
governing internode elongation in two contrasting elephant grass (Cenchrus purpureus) cultivars.
Industrial Crops and Products, 2021, 170, 113693.

Differences in DNA methylation between slow and fast muscle in Takifugu rubripes. Gene, 2021, 801,
145853. 1.0 4

Integrating RNA-seq with functional expression to analyze the regulation and characterization of
genes involved in monoterpenoid biosynthesis in Nepeta tenuifolia Brig.. Plant Physiology and
Biochemistry, 2021, 167, 31-41.

Transcriptome profiling of farmed rainbow trout (Oncorhynchus mykiss) liver from different

sources of dietary zinc. Aquaculture, 2021, 543, 737017. 17 4

Application and mechanism of benzyl-isothiocyanate, a natural antimicrobial agent from cruciferous
vegetables, in controlling postharvest decay of strawberry. Postharvest Biology and Technology,
2021, 180, 111604.

Proso millet (Panicum miliaceum L.): A potential crop to meet demand scenario for sustainable saline

agriculture. Journal of Environmental Management, 2021, 296, 113216. 3.8 1

Gene expression changes with tumor disease and leech parasitism in the juvenile green sea turtle skin
transcriptome. Gene, 2021, 800, 145800.

Transcriptome RNA-seq revealed IncRNAs activated by Edwardsiella anguillarum post the
immunization of OmpA protecting European eel (Anguilla anguilla) from being infected. Fish and 1.6 16
Shellfish Immunology, 2021, 118, 51-65.

Gene expression correlates of advanced epigenetic age and psychopathology in postmortem cortical
tissue. Neurobiology of Stress, 2021, 15, 100371.

zmizla zebrafish mutants have defective erythropoiesis, altered expression of autophagy genes, and a

deficient response to vitamin D. Life Sciences, 2021, 284, 119900. 2.0 o

Large within, and between, species differences in marine cellular responses: Unpredictability in a
changing environment. Science of the Total Environment, 2021, 794, 148594.

DNA hypermethylation associated with the development of temperature-dependent postharvest

chilling injury in peach fruit. Postharvest Biology and Technology, 2021, 181, 111645. 2.9 13

Transcriptome analysis reveals effects of red and blue light-emitting diodes (LEDs) on the growth,

chlorophyll fluorescence and endogenous plant hormones of potato (Solanum tuberosum L.)
plantlets cultured in vitro. Journal of Integrative Agriculture, 2021, 20, 2914-2931.

161



2948

2950

2952

2954

2956

2958

2960

2962

2965

CITATION REPORT

ARTICLE IF CITATIONS
Comparative analysis of the miRNA-mRNA regulation networks in turbot (Scophthalmus maximus L.)

following Vibrio anguillarum infection. Developmental and Comparative Immunology, 2021, 124, 1.0 8
104164.

Global analysis of DNA methylation in hepatocellular carcinoma via a whole-genome bisulfite

sequencing approach. Genomics, 2021, 113, 3618-3634.

Compartmentalization of mRNAs in the giant, unicellular green alga Acetabularia acetabulum. Algal

Research, 2021, 59, 102440. 24 2

Transcriptome analysis of red sea bream (Pagrus major) head kidney and spleen infected by Vibrio
anguillarum. Aquaculture Reports, 2021, 21, 1007809.

Integrating GC-MS and ssRNA-Seq analysis to identify long non-coding RNAs related to terpenoid

biosynthesis in Cinnamomum camphora. Industrial Crops and Products, 2021, 171, 113875. 2:5 8

Use of transcriptomic analysis to identify microRNAs related to the effect of stress on thymus
immune function in a chicken stress model. Research in Veterinary Science, 2021, 140, 233-241.

RNA-seq and sRNA-seq analysis in lateral buds and leaves of juvenile and adult roses. Scientia 17 4
Horticulturae, 2021, 290, 110513. )

Transcriptome analysis of growth variation in early juvenile stage sandfish Holothuria scabra.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2021, 40, 100904.

Full-length transcriptomic analysis reveals osmoregulatory mechanisms in Coilia nasus eyes reared

under hypotonic and hyperosmotic stress. Science of the Total Environment, 2021, 799, 149333. 8.9 8

Transcriptome analysis reveals the molecular mechanism of long-term exposure of Eriocheir sinensis
to low concentration of trichlorfon. Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2021, 40, 100916.

The role of PhoP/PhoQ two component system in regulating stress adaptation in Cronobacter 01 19
sakazakii. Food Microbiology, 2021, 100, 103851. :

Transcriptome profiling and differential expression analysis of the immune-related genes during the
early phase of acute infection with Aeromonas hydrophila in the Chinese sucker (Myxocyprinus) Tj ETQq1 1 0.78431.4 rgBT /@verlock

Integrated analysis of miRNA and mRNA expression profiles identifies potential regulatory
interactions during sexual development of Pacific oyster Crassostrea gigas. Aquaculture, 2022, 546, 1.7 6
737294,

Adaption to hydrogen sulfide-rich environments: Strategies for active detoxification in deep-sea
symbiotic mussels, Gigantidas platifrons. Science of the Total Environment, 2022, 804, 150054.

Arsenic exposure and human blood DNA methylation and hydroxymethylation profiles in two diverse

populations from Bangladesh and Spain. Environmental Research, 2022, 204, 112021. 3.7 6

Analysis of histology and long noncoding RNAs involved in the rabbit hair follicle density using RNA
sequencing. BMC Genomics, 2021, 22, 89.

Mutation load at a mimicry supergene sheds new light on the evolution of inversion polymorphisms. o4 88
Nature Genetics, 2021, 53, 288-293. .

Clustering of Cancer Attributed Networks by Dynamically and Jointly Factorizing Multi-Layer Graphs.

IEEE/JACM Transactions on Computational Biology and Bioinformatics, 2022, 19, 2737-2748.

162



2967

2969

2971

2974

2976

2978

2980

2982

2984

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis reveals salinity responses in four Tartary buckwheat cultivars. Journal of 0.9 6
Plant Biochemistry and Biotechnology, 2021, 30, 564-578. :

Cell type-specific changes in transcriptomic profiles of endothelial cells, iPSC-derived neurons and

astrocytes cultured on microfluidic chips. Scientific Reports, 2021, 11, 2281.

The effect of heat stress on proliferation, synthesis of steroids, and gene expression of duck

granulosa cells. Animal Science Journal, 2021, 92, e13617. 0.6 4

A heat stress responsive NAC transcription factor heterodimer plays Rey roles in rice grain filling.
Journal of Experimental Botany, 2021, 72, 2947-2964.

Influence of graphene on the multiple metabolic pathways of Zea mays roots based on transcriptome 11 23
analysis. PLoS ONE, 2021, 16, e0244856. :

Transcriptional Profiling During Neural Conversion. Methods in Molecular Biology, 2021, 2352, 171-181.

Gonadotropin inhibitory hormone downregulates steroid hormone secretion and genes expressions 0.4 ;
in duck granulosa cells. Animal Reproduction, 2021, 18, e20210036. :

Autophagy mediates grain yield and nitrogen stress resistance by modulating nitrogen remobilization
in rice. PLoS ONE, 2021, 16, e0244996.

A Novel Epigenetic Machine Learning Model to Define Risk of Progression for Hepatocellular

Carcinoma Patients. International Journal of Molecular Sciences, 2021, 22, 1075. 1.8 6

Characterization and analysis of the transcriptome response to drought in Larix Raempferi using
PacBio fulllength cDNA sequencing integrated with de novo RNA-seq reads. Planta, 2021, 253, 28.

Human adiposeéd€eerived stromal/stem cells are distinct from dermal fibroblasts as evaluated by

biological characterization and RNA sequencing. Cell Biochemistry and Function, 2021, 39, 442-454. 14 8

RNA-Seq in Nonmodel Organisms. Methods in Molecular Biology, 2021, 2243, 143-167.

From Transcriptomics to Treatment in Inherited Optic Neuropathies. Genes, 2021, 12, 147. 1.0 7

Macrophage-Derived Inflammation Induces a Transcriptome Makeover in Mesenchymal Stromal Cells
Enhancing Their Potential for Tissue Repair. International Journal of Molecular Sciences, 2021, 22, 781.

Development and characterization of patient-derived xenografts from non-small cell lung cancer

brain metastases. Scientific Reports, 2021, 11, 2520. 16 13

Differential DNA Methylation Profiles in Patients with Temporal Lobe Epilepsy and Hippocampal
Sclerosis ILAE Type I. Journal of Molecular Neuroscience, 2021, 71, 1951-1966.

Insights into synthesis and function of KsgA/Dim1-dependent rRNA modifications in archaea. Nucleic 6.5 20
Acids Research, 2021, 49, 1662-1687. :

Novel circular <scp>RNA<[scp> 2960 contributes to secondary damage of spinal cord injury b
sponging <scp>miRNA</scp>&€d24. Journal of Comparative Neurology, 2021, 529, 1456-146

Y
4.

163



2986

2988

2990

2992

2994

2996

2998

3000

3002

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic analysis on responses of the liver and kidney of finishing pigs fed cadmium

contaminated rice. Journal of the Science of Food and Agriculture, 2018, 98, 2964-2972. L7 o

Guidelines for Setting Up a mRNA Sequencing Experiment and Best Practices for Bioinformatic Data

Analysis. Methods in Molecular Biology, 2021, 2264, 137-162.

What Is the Transcriptome and How it is Evaluated?. , 2014, , 3-48. 5

Plant Genetic Engineering and GM Crops: Merits and Demerits. , 2019, , 155-229.

Transcriptome analysis of Botrytis cinerea in response to tea tree oil and its two characteristic

components. Applied Microbiology and Biotechnology, 2020, 104, 2163-2178. L7 33

Regulation by sugar and hormone signaling of the growth of Brassica napus L. axillary buds at the
transcriptome level. Plant Growth Regulation, 2020, 90, 571-584.

Transcriptomic analysis reveals different responses to ammonia stress and subsequent recovery
between Coilia nasus larvae and juveniles. Comparative Biochemistry and Physiology Part - C: 1.3 12
Toxicology and Pharmacology, 2020, 230, 108710.

Transcriptional Signatures of Tau and Amyloid Neuropathology. Cell Reports, 2020, 30, 2040-2054.e5.

Transcriptome profiling of the floral buds and discovery of genes related to sex-differentiation in 10 20
the dioecious cucurbit Coccinia grandis (L.) Voigt. Gene, 2017, 626, 395-406. :

Transcriptome analysis of mechanisms and candidate genes associated with cucumber response to
cucumber alternaria leaf spot infection. Physiological and Molecular Plant Pathology, 2020, 111,
101490.

Proteome and transcriptome profile analysis reveals regulatory and stress-responsive networks in

the russet fruit skin of sand pear. Horticulture Research, 2020, 7, 16. 2.9 31

Clozapine-induced transcriptional changes in the zebrafish brain. NP) Schizophrenia, 2020, 6, 3.

MicroRNA and mRNA interactions coordinate the immune response in non-lethal heat stressed
Litopenaeus vannamei against AHPND-causing Vibrio parahaemolyticus. Scientific Reports, 2020, 10, 787.

Characterization of the nuclear and cytosolic transcriptomes in human brain tissue reveals new
insights into the subcellular distribution of RNA transcripts. Scientific Reports, 2021, 11, 4076.

Functional genomics: applications to production agriculture.. CAB Reviews: Perspectives in

Agriculture, Veterinary Science, Nutrition and Natural Resources, O, , 1-21. 0.6 2

DNA methylation signatures of adolescent victimization: analysis of a longitudinal monozygotic twin
sample. Epigenetics, 2021, 16, 1169-1186.

Cancer cells educate natural Riller cells to a metastasis-promoting cell state. Journal of Cell Biology,
2020, 219, . 23 85

Macrophage development and activation involve coordinated intron retention in Rey inflammatory

regulators. Nucleic Acids Research, 2020, 48, 6513-6529.

164



3004

3080

3082

3084

3086

3088

3090

3092

3094

CITATION REPORT

ARTICLE IF CITATIONS

Subtilase activity in intrusive cells mediates haustorium maturation in parasitic plants. Plant 9.3 21
Physiology, 2021, 185, 1381-1394. :

Wheat streak mosaic virus alters the transcriptome of its vector, wheat curl mite (Aceria tosichella) Tj ETQq1 1 0.784314 rgBT [Overld

889-910.

Chromosomea€level genome assembly for the largemouth bass <i>Micropterus salmoides</i> provides

insights into adaptation to fresh and brackish water. Molecular Ecology Resources, 2021, 21, 301-315. 2.2 42

De novo transcriptome assembly and developmental mode specific gene expression of <i>Pygospio
elegans«<[i>. Evolution & Development, 2017, 19, 205-217.

Incipient resistance to an effective pesticide results from genetic adaptation and the canalization of

gene expression. Evolutionary Applications, 2021, 14, 847-859. L5 12

Use of the synergist piperonyl butoxide can slow the development of <i>alpha</i>a€eypermethrin
resistance in the whitefly <i>Bemisia tabaci</i>. Insect Molecular Biology, 2017, 26, 152-163.

Intrinsic apoptosis shapes the tumor spectrum linked to inactivation of the deubiquitinase BAP1. 6.0 -
Science, 2019, 364, 283-285. :

The Route of Infection Influences the Contribution of Key Immunity Genes to Antibacterial Defense in
&lt;b&gt;&lIti&gt;Anopheles gambiaellt; /i&gt;&lt;[b&gt;. Journal of Innate Immunity, 2021, 13, 107-126.

Irreversible INK1-JUN inhibition by JNK-IN-8 sensitizes pancreatic cancer to 5-FU/FOLFOX chemotherapy. 9.3 25
JClInsight, 2020, 5, . :

Norrin mediates tumor-promoting and -suppressive effects in glioblastoma via Notch and Wnt. Journal
of Clinical Investigation, 2020, 130, 3069-3086.

The U2AF1S34F mutation induces lineage-specific splicing alterations in myelodysplastic syndromes. 3.9 69
Journal of Clinical Investigation, 2017, 127, 2206-2221. :

Coexpression and Transcriptome analyses identify active Apomixis-related genes in Paspalum notatum
leaves. BMC Genomics, 2020, 21, 78.

Transcriptome of pleuropodia from locust embryos supports that these organs produce enzymes

enabling the larva to hatch. Frontiers in Zoology, 2020, 17, 4. 0.9 4

The microbiome as a biosensor: functional profiles elucidate hidden stress in hosts. Microbiome,
2020, 8, 71.

Mechanisms of Rice Endophytic Bradyrhizobial Cell Differentiation and Its Role in Nitrogen Fixation.

Microbes and Environments, 2020, 35, n/a. 0.7 3

RSEQREP: RNA-Seq Reports, an open-source cloud-enabled framework for reproducible RNA-Seq data
processing, analysis, and result reporting. F1000Research, 2017, 6, 2162.

RSEQREP: RNA-Seq Reports, an open-source cloud-enabled framework for reproducible RNA-Seq data

processing, analysis, and result reporting. FL00OResearch, 2017, 6, 2162. 0.8 12

Androgen-dependent alternative mRNA isoform expression in prostate cancer cells. FLOOOResearch,

2018, 7, 1189.

165



3096

3098

3100

3102

3104

3106

3108

3110

3112

CITATION REPORT

ARTICLE IF CITATIONS

The developmental transcriptome of contrasting Arctic charr (Salvelinus alpinus) morphs. 0.8 17
F1000Research, 2015, 4, 136. :

The developmental transcriptome of contrasting Arctic charr (Salvelinus alpinus) morphs.

F1000Research, 2015, 4, 136.

RNA-seq Using Next Generation Sequencing. Materials and Methods, 0, 3, . 0.0 18

The Landscape of A-to-l RNA Editome Is Shaped by Both Positive and Purifying Selection. PLoS Genetics,
2016, 12,e1006191.

TCF21 and the environmental sensor aryl-hydrocarbon receptor cooperate to activate a
pro-inflammatory gene expression program in coronary artery smooth muscle cells. PLoS Genetics, 1.5 52
2017, 13, e1006750.

De Novo Analysis of Transcriptome Dynamics in the Migratory Locust during the Development of
Phase Traits. PLoS ONE, 2010, 5, e15633.

pcaGoPromoter - An R Package for Biological and Regulatory Interpretation of Principal Components 11 25
in Genome-Wide Gene Expression Data. PLoS ONE, 2012, 7, e32394. :

TranscriEtome Sequencing Revealed Significant Alteration of Cortical Promoter Usage and Splicing in
Schizophrenia. PLoS ONE, 2012, 7, e36351.

Personalized Pathway Enrichment Map of Putative Cancer Genes from Next Generation Sequencing 11 10
Data. PLoS ONE, 2012, 7, e37595. ’

Deep Sequencing-Based Transcriptome Analysis of Chicken Spleen in Response to Avian Pathogenic
Escherichia coli (APEC) Infection. PLoS ONE, 2012, 7, e41645.

Differential Programming of B Cells in AID Deficient Mice. PLoS ONE, 2013, 8, e69815. 1.1 26

PhysioSpace: Relating Gene Expression Experiments from Heterogeneous Sources Using Shared
Physiological Processes. PLoS ONE, 2013, 8, e77627.

Genetic Control of Differential Acetylation in Diabetic Rats. PLoS ONE, 2014, 9, e94555. 1.1 7

Digital Gene-Expression Profiling Analysis of the Cholesterol-Lowering Effects of Alfalfa Saponin
Extract on Laying Hens. PLoS ONE, 2014, 9, e98578.

Ruminal Transcriptomic Analysis of Grass-Fed and Grain-Fed Angus Beef Cattle. PLoS ONE, 2015, 10, 11 5
e0116437. : 0

Comparative Transcriptome Analysis of Genes Involved in Anthocyanin Biosynthesis in the Red and
Yellow Fruits of Sweet Cherry (Prunus avium L.). PLoS ONE, 2015, 10, e0121164.

Histone Demethylation Maintains Prdm14 and Tsix Expression and Represses Xist in Embryonic Stem 11 10
Cells. PLoS ONE, 2015, 10, e0125626. :

Transcriptome Profiling of the Potato (Solanum tuberosum L.) Plant under Drought Stress and

Water-Stimulus Conditions. PLoS ONE, 2015, 10, e0128041.

166



CITATION REPORT

# ARTICLE IF CITATIONS
Asian Citrus Psyllid Expression Profiles Suggest Candidatus Liberibacter Asiaticus-Mediated Alteration

3114  of Adult Nutrition and Metabolism, and of Nymphal Development and Immunity. PLoS ONE, 2015, 10, 1.1 85
e0130328.

In-Depth Duodenal Transcriptome Survey in Chickens with Divergent Feed Efficiency Using RNA-Seq.

PLoS ONE, 2015, 10, e0136765.

Different Blood Cell-Derived Transcriptome Signatures in Cows Exposed to Vaccination Pre- or

816 postpartum. PLoS ONE, 2015, 10, €0136927.

1.1 2

Transcriptomic Analysis of the Mouse Mammary Gland Reveals New Insights for the Role of Serotonin
in Lactation. PLoS ONE, 2015, 10, e0140425.

3118 Large-Scale Transcriptome Analysis of Cucumber and Botrytis cinerea during Infection. PLoS ONE, 2015, 11 55
10, e0142221. :

Transcriptome Analysis of Syringa oblata Lindl. Inflorescence Identifies Genes Associated with
Pigment Biosynthesis and Scent Metabolism. PLoS ONE, 2015, 10, e0142542.

3120 The Role of H3K4me3 in Transcriptional Regulation Is Altered in Huntington&€™s Disease. PLoS ONE, 2015, 11 a7
10, e0144398. )

Induction of Viable but Nonculturable State in Rhodococcus and Transcriptome Analysis Using
RNA-seq. PLoS ONE, 2016, 11, e0147593.

Transcriptomic Analysis of Differentially Expressed Genes during Flower Organ Development in
3122 Genetic Male Sterile and Male Fertile Tagetes erecta by Digital Gene-Expression Profiling. PLoS ONE, 11 19
2016, 11,e0150892.

Comprehensive RNA-Seq Analysis on the Regulation of Tomato Ripening by Exogenous Auxin. PLoS ONE,
2016, 11, e0156453.

3124 Integrated Analysis of the Roles of Long Noncoding RNA and Coding RNA Expression in Sheep (Ovis) Tj ETQq0 00 rgBT /Overgoéch 10 Tf ¢

Sequencing and Characterization of the Invasive Sycamore Lace Bug Corythucha ciliata (Hemiptera:) Tj ETQq1 1 0.784314 rgB] [Ove

3126 Analysis of the Antennal Transcriptome and Insights into Olfactory Genes in Hyphantria cunea 11 70
(Drury). PLoS ONE, 2016, 11, e0164729. ’

DNA Methylation Patterns in the Hypothalamus of Female Pubertal Goats. PLoS ONE, 2016, 11, e0165327.

Cell-Based Systems Biology Analysis of Human ASO3-Adjuvanted H5N1 Avian Influenza Vaccine

3128 Responses: A Phase | Randomized Controlled Trial. PLoS ONE, 2017, 12, e0167488. 11 48

Transantome Sequencm% of Gracilariopsis lemaneiformis to Analyze the Genes Related to Optically
Active Phycoerythrin Synthesis. PLoS ONE, 2017, 12, e0170855.

Transcriptomes of three species of Tipuloidea (Diptera, Tipulomorpha) and implications for phylogeny

3130 4 Tipulomorpha. PLoS ONE, 2017, 12, e0173207. 11 14

RNA- SecLanaIySIS of salinity stressa€“responsive transcriptome in the liver of spotted sea bass
rax maculatus). PLoS ONE, 2017, 12, e0173238.

(Lateol

167



CITATION REPORT

# ARTICLE IF CITATIONS

3132 Comprehensive characterization of DNA methylation changes in Fuchs endothelial corneal dystrophy. 11 2
PLoS ONE, 2017, 12,e0175112. ’

Transcriptome analysis of creeping bentgrass exposed to drought stress and polyamine treatment.

PLoS ONE, 2017, 12, e0175848.

Exploring the molecular basis of adaptive evolution in hydrothermal vent crab Austinograea alayseae

3134 by transcriptome analysis. PLoS ONE, 2017, 12, e0178417.

1.1 28

Gene expression allelic imbalance in ovine brown adipose tissue impacts energy homeostasis. PLoS
ONE, 2017, 12, e0180378.

313¢ Comparative transcriptome analysis of flower heterosis in two soybean F1 hybrids by RNA-seq. PLoS 11 o4
ONE, 2017, 12,e0181061. :

The antenna transcriptome changes in mosquito Anopheles sinensis, pre- and post- blood meal. PLoS
ONE, 2017, 12,e0181399.

Comparative genome-wide methylation analysis of longissimus dorsi muscles between Japanese black

3138 (Wagyu) and Chinese Red Steppes cattle. PLoS ONE, 2017, 12, e0182492. 11 52

Identification of differentially expressed genes through RNA sequencing in goats (Capra hircus) at
different postnatal stages. PLoS ONE, 2017, 12, e0182602.

CRISPR-mediated HDAC2 disruption identifies two distinct classes of target genes in human cells. PLoS

3140 ONE, 2017, 12, e0185627.

1.1 11

De novo transcriptome sequencing of two cultivated jute species under salinity stress. PLoS ONE,
2017, 12,e0185863.

Diet alters performance and transcription patterns in Oedaleus asiaticus (Orthoptera: Acrididae)

3142 5rasshoppers. PLoS ONE, 2017, 12, e0186397. 11 16

Transcriptome analysis of Crossostephium chinensis provides insight into the molecular basis of
salinity stress responses. PLoS ONE, 2017, 12, e0187124.

3144 RNA-seq reveals transcriptome changes in goats following myostatin gene knockout. PLoS ONE, 2017, 11 97
12,e0187966. ’

Transcriptome profiling identifies regulators of pathogenesis in collagen VI related muscular
dystrophy. PLoS ONE, 2017, 12, e0189664.

Transcriptome analysis revealed the possible regulatory pathways initiating female geese broodiness

3146 \ithin the hypothalamic-pituitary-gonadal axis. PLoS ONE, 2018, 13, e0191213.

1.1 15

Comparative transcriptomics of Diuraphis noxiaAand Schizaphis graminumAfed wheat plants containing
different aphid-resistance genes. PLoS ONE, 2020, 15, e0233077.

Transcriptome analysis reveals Nitrogen deficiency induced alterations in leaf and root of three

3148 | ltivars of potato (Solanum tuberosum L.). PLoS ONE, 2020, 15, e0240662. 11 37

RNA-seq analysis identifies cytoskeletal structural genes and pathways for meat quality in beef. PLoS

ONE, 2020, 15, e0240895.

168



CITATION REPORT

# ARTICLE IF CITATIONS

Comparative Life Cycle Transcriptomics Revises Leishmania mexicana Genome Annotation and Links a

3150 Chromosome Duplication with Parasitism of Vertebrates. PLoS Pathogens, 2015, 11, e1005186.

2.1 85

Transcriptome Remodeling in Trypanosoma cruzi and Human Cells during Intracellular Infection. PLoS

Pathogens, 2016, 12, e1005511.

3159 Genetic Control of Myelin Plasticity after Chronic Psychosocial Stress. ENeuro, 2018, 5, 0.9 48
ENEURO.0166-18.2018. ’

Involvement of circulating factors in the transmission of paternal experiences through the germline.
EMBO Journal, 2020, 39, e104579.

3154 Iranscriptome analysis of wheat grain using RNA-Seq. Frontiers of Agricultural Science and 0.9 8
Engineering, 2014, 1, 214. :

Data- and knowledge-based modeling of gene regulatory networks: an update. EXCLI Journal, 2015, 14,
346-78.

3156 Complete cardiac regeneration in a mouse model of myocardial infarction. Aging, 2012, 4, 966-977. 14 214

Identification of functional tRNA-derived fragments in senescence-accelerated mouse prone 8 brain.
Aging, 2019, 11, 10485-10498.

Transcriptomic and metabolomic profiling of long-lived growth hormone releasing hormone
3158 knock-out mice: evidence for altered mitochondrial function and amino acid metabolism. Aging, 2020, 1.4 14
12,3473-3485.

Transcriptional signature of lymphoblastoid cell lines of<i>BRCAL</i>,<i>BRCA2<[i>and
non-<i>BRCAL/2</i>high risk breast cancer families. Oncotarget, 2017, 8, 78691-78712.

Systematic analysis of the expression profile of non-coding RNAs involved in
3160 ischemia/reperfusion-induced acute kidney injury in mice using RNA sequencing. Oncotarget, 2017, 8, 0.8 25
100196-100215.

Transcriptome profiling identified differentially expressed genes and pathways associated with
tamoxifen resistance in human breast cancer. Oncotarget, 2018, 9, 4074-40809.

Genome-wide identification of miRNAs targets involved in cold response in cassava. Plant OMICS, 2020,
3163 oo ca 0.4 7

Exogenous glutamine increases lipid accumulation in developing seeds of castor bean (Ricinus) Tj ETQql 1 0.7843 147gBT IOgerIoclz

RNA-Seq Study of Hepatic Response of Yellow-Feather Chickens to Acute Heat Stress. Annals of Animal

3165 giience, 2020, 20, 55-69. 0.6 4

HELZ directly interacts with CCR4a€“NOT and causes decay of bound mRNAs. Life Science Alliance, 2019,
2,e201900405.

Transcriptome analysis revealed the effect of a combination of red and blue LEDs on photosynthesis,

3167 chlorophyll and carotenoid biosynthesis in Brassica campestris L.. Photosynthetica, 2019, 57, 320-331.

0.9 4

Transcriptional Profiles of Long Non-coding RNA and mRNA in Sheep Mammary Gland During Lactation

Period. Frontiers in Genetics, 2020, 11, 946.

169



CITATION REPORT

# ARTICLE IF CITATIONS

Metatranscriptomics From a Small Aquatic System: Microeukaryotic Community Functions Through

3169 the Diurnal Cycle. Frontiers in Microbiology, 2020, 11, 1006. L5 8

Transcriptome Analysis of Juvenile Tilapia (Oreochromis niloticus) Blood, Fed With Different

Concentrations of Resveratrol. Frontiers in Physiology, 2020, 11, 600730.

Differential Gene Expression between Leaf and Rhizome in Atractylodes lancea: A Comparative

a1 Transcriptome Analysis. Frontiers in Plant Science, 2016, 7, 348.

1.7 34

Transcriptome Profiling of the Elongating Internode of Cotton (Gossypium hirsutum L.) Seedlings in
Response to Mepiquat Chloride. Frontiers in Plant Science, 2019, 10, 1751.

Whole-Genome DNA Methylation Associated With Differentially Expressed Genes Regulated
3173  Anthocyanin Biosynthesis Within Flower Color Chimera of Ornamental Tree Prunus mume. Forests, 0.9 12
2020, 11, 90.

Transcriptomic and Metabolomic Changes Triggered by Fusarium solani in Common Bean (Phaseolus) Tj ETQq1 1 0,784314 rgBT |Ov4

Adaptation to Endoplasmic Reticulum Stress Enhances Resistance of Oral Cancer Cells to Cisplatin by
3175  Up-Regulating Polymerase |- and Increasing DNA Repair Efficiency. International Journal of Molecular 1.8 11
Sciences, 2021, 22, 355.

A Review on The Processing and Analysis of Next-generation RNA-seq Data*. Progress in Biochemistry
and Biophysics, 2010, 37, 834-846.

Integrative Analysis of Microarray Data to Reveal Regulation Patterns in the Pathogenesis of

3177 Hepatocellular Carcinoma. Gut and Liver, 2017, 11, 112-120.

1.4 32

Expression profiles of microRNAs in skeletal muscle of sheep by deep sequencing. Asian-Australasian
Journal of Animal Sciences, 2019, 32, 757-766.

IVAG: An Integrative Visualization Application for Various Types of Genomic Data Based on R-Shiny and

3179 the Docker Platform. Genomics and Informatics, 2017, 15, 178-182.

0.4 1

Analysis of MAP Rinase MPK4/MEKK1/MKK genes of Carica papaya L. comparative to other plant
homologues. Bioinformation, 2017, 13, 31-41.

The extraembryonic serosa is a frontier epithelium providing the insect egg with a full-range innate

3181 immune response. ELife, 2014, 3, .

2.8 68

Negative regulation of ABA signaling by WRKY33 is critical for Arabidopsis immunity towards Botrytis
cinerea 2100. ELife, 2015, 4, e07295.

3183 Aspecific E3 ligase/deubiquitinase pair modulates TBP protein levels during muscle differentiation. 0.8 28
ELife, 2015, 4, e08536. ’

Signaling cascades and the importance of moonlight in coral broadcast mass spawning. ELife, 2015, 4, .

WNT signaling memory is required for ACTIVIN to function as a morphogen in human gastruloids.
3185 Elife, 2018, 7, . 28 64

Molecular and anatomical organization of the dorsal raphe nucleus. ELife, 2019, 8, .

170



3187

3189

3191

3193

3195

3197

3199

3201

3203

CITATION REPORT

ARTICLE IF CITATIONS

Circulating myeloid cells invade the central nervous system to mediate cachexia during pancreatic 0.8 34
cancer. ELife, 2020, 9, . :

Dissecting the phenotypic and functional heterogeneity of mouse inflammatory osteoclasts by the

expression of Cx3crl. ELife, 2020, 9, .

Investigation for a multi-silique trait in <i>Brassica napus</i> by alternative splicing analysis. Peer], 0.9 6
2020, 8,e10135. )

Integrated analysis of IncRNA and mRNA reveals novel insights into cashmere fineness in Tibetan
cashmere goats. Peer], 2020, 8, e10217.

Transcriptome and gene expression analysis of Rhynchophorus ferrugineus (Coleoptera:) Tj ETQqO 0 O rgBT IOverlo&IglO Tf 59 582 Td (¢

Identifying <i>MMP14</[i> and <i>COL12A1</[i> as a potential combination of prognostic biomarkers in
pancreatic ductal adenocarcinoma using integrated bioinformatics analysis. Peer], 2020, 8, e10419.

Candidate genes that have facilitated freshwater adaptation by palaemonid prawns in the
genus<i>Macrobrachium«</i>: identification and expression validation in a model species (<i>M.) Tj ETQqO 0 O rgBT ¢Q@verlocksk® Tf 50 4

Differential gene expression during early development in recently evolved and sympatric Arctic charr
morphs. Peer), 2018, 6, e4345.

Codominant grasses differ in gene expression under experimental climate extremes in native tallgrass 0.9 ;
prairie. Peer), 2018, 6, e4394. ’

Sexually dimorphic venom proteins in long-jawed orb-weaving spiders (<i>Tetragnatha</i>) comprise
novel gene families. Peer], 2018, 6, e4691.

Transcriptome profiling by RNA-Seq reveals differentially expressed genes related to fruit
development and ripening characteristics in strawberries (<i>Fragaria</i>A—<i>ananassa<[i>). Peer], 0.9 29
2018, 6, e4976.

Transcriptomic evidence for involvement of reactive oxygen species in <i>Rhizoctonia solani</i> AG1
IA sclerotia maturation. Peer], 2018, 6, e5103.

EGFR deficiency leads to impaired self-renewal and pluripotency of mouse embryonic stem cells. Peer], 0.9 1
2019,7,e6314. ’

Transcriptome profiling reveals the role of ZBTB38 knock-down in human neuroblastoma. Peer], 2019,
7,e6352.

Genome-wide analysis of long non-coding RNA expression profile in porcine circovirus 2-infected

intestinal porcine epithelial cell line by RNA sequencing. Peer), 2019, 7, e6577. 0.9 12

Transcriptional analysis reveals the metabolic state of<i>Burkholderia zhejiangensis</i> CEIB S4-3
during methyl parathion degradation. Peer], 2019, 7, e6822.

Identification and characterization of mRNAs and IncRNAs in the uterus of polytocous and

monotocous Small Tail Han sheep (<i>Ovis aries</[i>). Peer), 2019, 7, e6938. 0.9 40

Transcriptomic analysis of gills provides insights into the molecular basis of molting in Chinese

mitten crab (Eriocheir sinensis). Peer), 2019, 7, e7182.

171



3205

3207

3209

3211

3213

3215

3217

3219

3222

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis and transcription factors responsive to drought stress in <i>Hibiscus 0.9 1
cannabinus«</i>. Peer], 2020, 8, e8470. :

Detection and characterization of microRNA expression profiling and its target genes in response to

canine parvovirus in Crandell Reese Feline Kidney cells. Peer], 2020, 8, e8522.

Transcriptome for the breast muscle of Jinghai yellow chicken at early growth stages. Peer), 2020, 8, 0.9 16
€8950. ’

Transcriptomic analysis reveals ethylene signal transduction genes involved in pistil development of
pumpkin. Peer], 2020, 8, e9677.

Transcriptome analysis provides insights into a molecular mechanism of histamine response in the

cyprid larvae of Amphibalanus amphitrite. Marine Ecology - Progress Series, 2022, 681, 1-12. 0.9 2

Integrated analysis of patients with KEAP1/NFE2L2/CUL3 mutations in lung adenocarcinomas. Cancer
Medicine, 2021, 10, 8673-8692.

Eigenvectors from Eigenvalues Sparse Principal Component Analysis (EESPCA). Journal of

Computational and Graphical Statistics, O, , 1-33. 0.9 7

Genome-wide development and application of miRNA-SSR markers in Melilotus genus. Physiology and
Molecular Biology of Plants, 2021, 27, 2269-2282.

Role of the tomato fruit ripening regulator MADS-RIN in resistance to <i>Botrytis cinerea</i>

infection. Food Quality and Safety, 2021, 5, . 06 4

Effect of the spatiala€“temporal specific theca cell Cyp17 overexpression on the reproductive phenotype
of the novel TC17 mouse. Journal of Translational Medicine, 2021, 19, 428.

CNOT3 interacts with the Aurora B and MAPK/ERK kinases to Fromote survival of differentiating 0.9 o
mesendodermal progenitor cells. Molecular Biology of the Cell, 2021, 32, ar40. )

Transcriptome and metabolome analysis of stress tolerance to aluminium in Vitis quinquangularis.
Planta, 2021, 254, 105.

Characterization of Basal Transcriptomes ldentifies Potential Metabolic and Virulence-Associated
Adaptations Among Diverse Nontyphoidal Salmonella enterica Serovars. Frontiers in Microbiology, 1.5 4
2021, 12,730411.

Combinatorial patterns of gene expression changes contribute to variable expressivity of the
developmental delay-associated 16p12.1 deletion. Genome Medicine, 2021, 13, 163.

Comprehensive Analysis of Five Phyllostachys edulisASQUA-like Genes and Their Potential Functions in

Flower Development. International Journal of Molecular Sciences, 2021, 22, 10868. 1.8 0

Comparative Transcriptome Analysis of Male Sterile Anthers Induced by High Temperature in Wheat
(Triticum aestivum L.). Frontiers in Plant Science, 2021, 12, 727966.

The transcriptomic signature of cold and heat stress in benthic foraminiferad€”Implications for range

expansions of marine calcifiers. Functional Ecology, 2021, 35, 2679-2690. L7 1

Cellulose synthasea€tike protein OsCSLD4 plays an important role in the response of rice to salt stress

by mediating abscisic acid biosynthesis to regulate osmotic stress tolerance. Plant Biotechnology
Journal, 2022, 20, 468-484.

172



3224

3226

3228

3231

3234

3236

3238

3240

3242

CITATION REPORT

ARTICLE IF CITATIONS

DNA Methylation Profiles of Ovarian Clear Cell Carcinoma. Cancer Epidemiology Biomarkers and 11 12
Prevention, 2022, 31, 132-141. :

PacBio and lllumina RNA Sequencing Identify Alternative Splicing Events in Response to Cold Stress in

Two Poplar Species. Frontiers in Plant Science, 2021, 12, 737004.

A Transcriptome Insight During Early Fish Larval Development Followed by Starvation in Seriola

rivoliana. Marine Biotechnology, 2021, 23, 749-765. 11 4

Differential microRNA expression profile of Trichinella spiralis larvae after exposure to the host
small intestinal milieu. Acta Tropica, 2022, 226, 106174.

CircRNA expression profiling of PBMCs from patients with hepatocellular carcinoma by

RNA3€'sequencing. Experimental and Therapeutic Medicine, 2021, 22, 1467. 08 8

A Comparative Transcriptional Landscape of Two Castor Cultivars Obtained by Single-Molecule
Sequencing Comparative Analysis. Frontiers in Genetics, 2021, 12, 749340.

Protandric Transcriptomes to Uncover Parts of the Crustacean Sex-Differentiation Puzzle. Frontiers 19 7
in Marine Science, 2021, 8, . :

Exogenous Sﬁermidine Priming Mitigates the Osmotic Damage in Germinating Seeds of Leymus chinensis
Under Salt-Alkali Stress. Frontiers in Plant Science, 2021, 12, 701538.

DNA Methylation Signature in Mononuclear Cells and Proinflammatory Cytokines May Define

Molecular Subtypes in Sporadic Meniere Disease. Biomedicines, 2021, 9, 1530. L4 10

Transcriptional differentiation driving Cucumis sativus&€“Botrytis cinerea interactions based on the
Skellam model and Bayesian networks. AMB Express, 2021, 11, 138.

Dysregulated IncRNA and mRNA may promote the progression of ischemic stroke via immune and
inflammatory pathways: results from RNA sequencing and bioinformatics analysis. Genes and 0.5 6
Genomics, 2022, 44, 97-108.

PPR647 Protein Is Required for Chloroplast RNA Editing, Splicing and Chloroplast Development in
Maize. International Journal of Molecular Sciences, 2021, 22, 11162.

Physiologic biomechanics enhance reproducible contractile development in a stem cell derived

cardiac muscle platform. Nature Communications, 2021, 12, 6167. 58 18

Genetics Responses to Hypoxia and Reoxygenation Stress in Larimichthys crocea Revealed via
Transcriptome Analysis and Weighted Gene Co-Expression Network. Animals, 2021, 11, 3021.

Comprehensive Analysis of miRNAs and Target mRNAs between Immature and Mature Testis Tissue in

Chinese Red Steppes Cattle. Animals, 2021, 11, 3024. 10 4

Listeria monocytogenes 10403S Alternative Sigma-54 Factor [fL Has a Negative Role on Survival Ability
Under Bile Exposure. Frontiers in Microbiology, 2021, 12, 713383.

Assessing Host-Pathogen Interaction Networks via RNA-Seq Profiling: A Systems Biology Approach. , 0, ,

Hair-growth promoting effect and anti-inflammatory mechanism of Ginkgo biloba polysaccharides.

Carbohydrate Polymers, 2022, 278, 118811.

173



3244

3246

3248

3251

3260

3268

3274

3282

3308

CITATION REPORT

ARTICLE IF CITATIONS

Correlations between allocation to foliar phosphorus fractions and maintenance of photosynthetic

integrity in six mangrove populations as affected by chilling. New Phytologist, 2021, 232, 2267-2282. 3.5 18

Identification and characterization of distinct cell cycle stages in cardiomyocytes using the FUCCI

transgenic system. Experimental Cell Research, 2021, 408, 112880.

InAvivo targeted DamID identifies CHD8 genomic targets in fetal mouse brain. IScience, 2021, 24, 103234, 1.9 4

Integrated transcriptome profiling in THP-1 macrophages infected with bunyavirus SFTSV. Virus
Research, 2021, 306, 198594.

Gills full-length transcriptomic analysis of osmoregulatory adaptive responses to salinity stress in

Coilia nasus. Ecotoxicology and Environmental Safety, 2021, 226, 112848. 2.9 8

Genome-wide analysis of long non-coding RNAs and their association with wing development in Aphis
citricidus (Hemiptera: Aphididae). Insect Biochemistry and Molecular Biology, 2021, 139, 103666.

RNA-seq Using Next Generation Sequencing. Materials and Methods, 0, 2, . 0.0 1

Ontologies for Bioinformatics. , 2014, , 441-461.

How are Bayesian and Non-Parametric Methods Doing a Great Job in RNA-Seq Differential Expression

Analysis? : A Review. Communications for Statistical Applications and Methods, 2015, 22, 181-199. 0-1 1

Gene Expression Analysis: Applications. , 2016, , 137-149.

The developmental transcriptome of contrasting Arctic charr (Salvelinus alpinus) morphs.

F1000Research, 0, 4, 136. 0.8 1

Applications of Genomics in Weed Science. , 2017, , 185-217.

Applications of Genomics in Weed Science. , 2017,, 185-217. 0

Transcriptome Analysis of Gene Expression Patterns of Populus tomentosa in Response to Oxidative
Stress. Botanical Research, 2018, 07, 186-195.

Chromatin Accessibility Dynamics During Reprogramming. SSRN Electronic Journal, 0, , . 0.4 0

Popularity and performance?., 2018, , .

Transcriptional Signatures of Progressive Neuropathology in Transgenic Models of Tau and Amyloid

Pathology. SSRN Electronic Journal, O, , . 04 0

RNA Sequencing Best Practices: Experimental Protocol and Data Analysis. Methods in Molecular

Biology, 2019, 2049, 113-129.

174



CITATION REPORT

# ARTICLE IF CITATIONS

Type | Interferon Delivery by iPSC-Derived Myeloid Cells Elicits Antitumor Immunity Via XCR1

3310 <sup>+<[sup> Dendritic Cells. SSRN Electronic Journal, 0, , .

0.4 (0]

Understanding the adaptive response of Streptomyces coelicolor to the glycopeptide antibiotic

teicoplanin. Access Microbiology, 2019, 1, .

Phellinusi; V2gilvusa€‘derived protocatechualdehyde induces GO/G1i;Y2phase arrest and apoptosis in murine

3346 B16a€F10 cells. Molecular Medicine Reports, 2020, 21, 1107-1114. 11 7

Transcriptome sequencing of Pinus massoniana rooted and non-rooted cuttings. Pakistan Journal of
Botany, 2020, 52, .

Lifestyle Characteristics and Gene Expression Analysis of Colletotrichum camelliae Isolated from Tea

3357 plant [Camellia sinensis (L.) O. Kuntze] Based on Transcriptome. Biomolecules, 2020, 10, 782.

1.8 2

Comprehensive analysis and identification of heat-responsive genes in <i>Agarophyton
vermiculophyllum</i> by RNA-sequencing. Botanica Marina, 2020, 63, 479-490.

Genes for defense response to Plasmodiophora brassicae during late infection in small spheroid galls

3368 1 Brassica rapa. Biologia Plantarum, 0, 64, 551-560.

1.9 (0]

Transcriptome profiling of raspberry (Rubus idaeus Var. Amira) in response to infection by tomato
ringspot virus (ToRSV). Heliyon, 2020, 6, e04518.

Differential Expression Profiles of IncRNA Following LPS-Induced Inflammation in Bovine Mammary

3371 Epithelial Cells. Frontiers in Veterinary Science, 2021, 8, 758488.

0.9 7

Comparative Transcriptome Analysis Reveals the Mechanisms Underlying Differences in Salt Tolerance
Between indica and japonica Rice at Seedling Stage. Frontiers in Plant Science, 2021, 12, 725436.

Transcriptome and metabolome analyses of response of Synechocystis sp. PCC 6803 to methyl

3373 viologen. Applied Microbiology and Biotechnology, 2021, 105, 8377-8392.

1.7 2

Changes of Metabolites and Gene Expression under Different Feeding Systems Associated with Lipid
Metabolism in Lamb Meat. Foods, 2021, 10, 2612.

Comprehensive Analysis of Differentially Expressed mRNA, Non-coding RNA, and Their Competitive
3375 Endogenous RNA Network of Pacific Oyster Crassostrea gigas With Different Glycogen Content 1.2 1
Between Different Environments. Frontiers in Marine Science, 2021, 8, .

Invertebrate methylomes provide insight into mechanisms of environmental tolerance and reveal
methodological biases. Molecular Ecology Resources, 2022, 22, 1247-1261.

Expansive and Diverse Phenotypic Landscape of Field <i>Aedes aegypti</i> (Diptera: Culicidae) Larvae
3377  with Differential Susceptibility to Temephos: Beyond Metabolic Detoxification. Journal of Medical 0.9 3
Entomology, 2022, 59, 192-212.

Transcriptional Changes in Pearl Millet Leaves under Heat Stress. Genes, 2021, 12, 1716.

Hypothalamic Transcriptome Analysis Reveals the Crucial MicroRNAs and mRNAs Affecting Litter Size

3379 in Goats. Frontiers in Veterinary Science, 2021, 8, 747100.

0.9 10

A draft genome, resequencing, and metabolomes reveal the genetic background and molecular basis of

the nutritional and medicinal properties of loquat (Eriobotrya japonica (Thunb.) Lindl). Horticulture
Research, 2021, 8, 231.

175



CITATION REPORT

# ARTICLE IF CITATIONS

OBV (obscure vein), a C2H2 zinc finger transcription factor, positively regulates chloroplast
3381 development and bundle sheath extension formation in tomato (Solanum lycopersicum) leaf veins. 2.9 8
Horticulture Research, 2021, 8, 230.

MicroRNA sequence analysis of plasma exosomes in early Legga€“CalvA©a€ “Perthes disease. Cellular

Signalling, 2021, , 110184.

A biomimetic engineered bone platform for advanced testing of prosthetic implants. Scientific

3384 Reports, 2020, 10, 22154 L6 3

Extracellular products-mediated interspecific interaction between Pseudomonas aeruginosa and
Escherichia coli. Journal of Microbiology, 2021, 59, 29-40.

Transcriptome analysis of <i>Caenorhabditis elegans</i> lacking heme peroxidase SKPO-1 reveals an

3387 ltered response to <i>Enterococcus faecalis</i>. G3: Genes, Genomes, Genetics, 2021, 11,.

0.8 4

Whole-genome bisulfite sequencing of abdominal adipose reveals DNA methylation pattern variations
in broiler lines divergently selected for fatness. Journal of Animal Science, 2021, 99, .

Transcriptome analysis of Giant grouper ( Epinephelus lanceolatus ) Ridney and spleen in response to

3389 spotted knifejaw iridovirus (SKIV) infection. Aquaculture Research, 2021, 52, 1954-1964.

0.9 2

BingleSeq: a user-friendly R package for bulk and single-cell RNA-Seq data analysis. Peer], 2020, 8,
e10469.

Drug compound prediction-based analysis of cigarette smoking to Pancreatic Cancer patients: A

3392 Bisinformatics study. , 2020, , .

Elucidation of the biochemical pathways involved in two distinct cut-surface discolouration
phenotypes of lettuce. Postharvest Biology and Technology, 2022, 183, 111753.

Whole-genome resequencing to investigate the determinants of the multi-lumbar vertebrae trait in

3394 cheep. Gene, 2022, 809, 146020. 1.0 4

Comparative transcriptome analysis of the Cyclina sinensis hepatopancreas provides evidence that
Toll-like receptors protect against Vibrio anguillarum infection. Aquaculture, 2022, 547, 737527.

Transcriptome analysis provides insights into the molecular mechanism of hepatocyte apoptosis in
3396 response to feeding restriction in juvenile largemouth bass Micropterus salmoides. Aquaculture, 1.7 7
2022, 548, 737550.

Analyzing Gene Pathways from Microarrays to Sequencing Platforms. , 2020, , 289-296.

Transcriptome profiling of kenaf (<i>Hibiscus cannabinus L.</i>) under plumbic stress conditions
3405 implies the involvement of NAC transcription factors regulating reactive oxygen species-dependent 0.9 9
programmed cell death. Peer), 2020, 8, e8733.

Reproductive Regulation of PrRPs in Teleost: The Link Between Feeding and Reproduction. Frontiers in
Endocrinology, 2021, 12, 762826.

DebaryOmics: an integrative &“omics study to understand the halophilic behaviour of Debaryomyces

3413 | ansenii. Microbial Biotechnology, 2021, , .

2.0 4

A lignified-layer bridge controlled by a single recessive gene is associated with high pod-shatter

resistance in Brassica napus L.. Crop Journal, 2022, 10, 638-646.

176



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptomic analysis of gills in nitrite-tolerant and -sensitive families of Litopenaeus vannamei.

3415 Comparative Biochemistry and Physiology Part - C: Toxicology and Pharmacology, 2022, 253, 109212.

1.3 2

Impact of spaceflight and artificial gravity on sulfur metabolism in mouse liver: sulfur metabolomic

and transcriptomic analysis. Scientific Reports, 2021, 11, 21786.

Identification and characterization of heat-responsive miRNAs and their regulatory network in maize.

3417 plant Growth Regulation, 2022, 96, 195-208. 18 4

Analysis on characteristics of female gametophyte and functional identification of genes related to
inflorescences development of Kentucky bluegrass. Protoplasma, 2022, 259, 1061-1079.

Windows of opportunity: Ocean warming shapes temperatured€sensitive epigenetic reprogramming and
3419 gene expression across gametogenesis and embryogenesis in marine stickleback. Global Change 4.2 22
Biology, 2022, 28, 54-71.

WSL9 Encodes an HNH Endonuclease Domain-Containing Protein that Is Essential for Early
Chloroplast Development in Rice. Rice, 2020, 13, 45.

Comprehensive transcriptome analyses of different Crocus flower tissues uncover genes involved in

3421 rocin biosynthesis. Biologia Plantarum, 0, 64, 504-511.

1.9 1

Effects of early life stage exposure of largemouth bass to atrazine or a model estrogen
(17l+-ethinylestradiol). Peer), 2020, 8, e9614.

Differentially expressed genes related to oxidoreductase activity and glutathione metabolism
3425 underlying the adaptation of <i>Phragmites australis</i> from the salt marsh in the Yellow River 0.9 8
Delta, China. Peer), 2020, 8, e10024.

A <i>Trypanosoma cruzi<[i> zinc finger protein that is implicated in the control of
epimastigote-specific gene expression and metacyclogenesis. Parasitology, 2021, 148, 1171-1185.

Dedicated transcriptomics combined with power analysis lead to functional understanding of genes

3432 jith weak phenotypic changes in knockout lines. PLoS Computational Biology, 2020, 16, e1008354.

15 6

A genetic variant controls interferon-i2 gene expression in human myeloid cells by preventing C/EBP-i2
binding on a conserved enhancer. PLoS Genetics, 2020, 16, e1009090.

Transcripts of wheat at a target locus on chromosome 6B associated with increased yield, leaf mass

3434 4nd chlorophyll index under combined drought and heat stress. PLoS ONE, 2020, 15, e0241966. 11 4

Screening of Rey genes responsible for Pennisetum setaceum &€ Rubruma€™ leaf color using transcriptome
sequencing. PLoS ONE, 2020, 15, e0242618.

Comparative transcriptome analysis of epithelial and fiber cells in newborn mouse lenses with RNA

3436 sequencing. Molecular Vision, 2014, 20, 1491-517. 11 58

Transcriptomic profile analysis of brain microvascular pericytes in spontaneously hypertensive rats
by RNA-Seq. American Journal of Translational Research (discontinued), 2018, 10, 2372-2386.

Interleukin-22 secreted by cancer-associated fibroblasts regulates the proliferation and metastasis of
3438 lung cancer cells via the PI3K-Akt-mTOR signaling pathway. American Journal of Translational Research 0.0 25
(discontinued), 2019, 11, 4077-4088.

Role of the axis in the development and progression of keratoconus. Molecular Vision, 2020, 26, 1-13.

177



3440

3442

3445

3447

3449

3451

3453

3455

3457

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome and proteome analysis of pregnancy and postpartum anoestrus ovaries in yak. Journal

of Veterinary Science, 0, 23, . 0.5 o

Changes in metabolism modulate induced by viroid infection in the orchid Dendrobium officinale.

Virus Research, 2022, 308, 198626.

High fat diet induced gut dysbiosis alters corneal epithelial injury response in mice. Ocular Surface, 99 ;
2022, 23, 49-59. ’

Transcriptome and proteome analysis of pregnancy and postpartum anoestrus ovaries in yak. Journal
of Veterinary Science, 2022, 23, e3.

Insight Between the Epi%enetics and Transcription Responding of Cotton Hypocotyl Cellular 17 o
Elongation Under Salt-Alkaline Stress. Frontiers in Plant Science, 2021, 12, 772123. :

Nanopore-Based Comparative Transcriptome Analysis Reveals the Potential Mechanism of

High-Temperature Tolerance in Cotton (Gossypium hirsutum L.). Plants, 2021, 10, 2517. 1.6 2

Transcriptomic Analysis of the Effects of Chemokine Receptor CXCR3 Deficiency on Immune Responses
in the Mouse Brain during Toxoplasma gondii Infection. Microorganisms, 2021, 9, 2340.

Leaf Size Development Differences and Comparative Transcriptome Analyses of Two Poplar Genotypes. 10 15
Genes, 2021, 12, 1775. ’

Biotinylated subunit of 3-methylcrotonyl-CoA carboxylase encoding gene (AtMCCA) participating in
Arabidopsis resistance to carbonate Stress by transcriptome analysis. Plant Science, 2021, 315, 111130.

Comparative Transcriptome Analysis Revealed the Key Genes Regulating Ascorbic Acid Synthesis in

Actinidia. International Journal of Molecular Sciences, 2021, 22, 12894. 18 6

Variation in cis-regulation of a NAC transcription factor contributes to drought tolerance in wheat.
Molecular Plant, 2022, 15, 276-292.

The Effect of Foliar Application of K2504 or KH2PO4 on Skin Color of the € Kyohoa€™ Grape. Agronomy, 13 6
2021, 11, 2361. ’

Genomic and GWAS analyses demonstrate phylogenomic relationships of <i>Gossypium barbadense</i
in China and selection for fibre length, lint percentage and <i>Fusarium wilt</i> resistance. Plant
Biotechnology Journal, 2022, 20, 691-710.

Transcriptomic analysis reveals that coxsackievirus B3 Woodruff and GD strains use similar key genes

to induce FoxO signaling pathway activation in Hela cells. Archives of Virology, 2022, 167, 131-140. 0.9 3

Comparatively analyzing the liver-specific transcrics)tomic profiles in Kunming mice afflicted with
streptozotocin- and natural food-induced type 2 diabetes mellitus. Molecular Biology Reports, 2022,
49, 1369-1377.

Metabolome and transcriptome analysis predicts metabolism of violet&€red color change in

<scp> <i>Liliumc<[i> <[scp> bulbs. Journal of the Science of Food and Agriculture, 2022, 102, 2903-2915. L7 7

N6-Methyladenosine Methylation Analysis of Long Noncoding RNAs and mRNAs in IPEC-J2 Cells Treated

With Clostridium perfringens beta2 Toxin. Frontiers in Immunology, 2021, 12, 769204.

178



3459

3461

3463

3467

3469

3471

3473

3475

3477

CITATION REPORT

ARTICLE IF CITATIONS

Identification of resurrection genes from the transcriptome of dehydrated and rehydrated

<i>Selaginella tamariscina</i>. Plant Signaling and Behavior, 2021, 16, 1973703. 1.2 4

Effects of Laccaria bicolor on Gene Expression of Populus trichocarpa Root under Poplar Canker

Stress. Journal of Fungi (Basel, Switzerland), 2021, 7, 1024.

A comparative transcriptome and proteomics study of postd€partum ovarian cycle arrest in yaks (<i>Bos) Tj ETQq0 Q0 rgBT /()Overloch 1

Single-Cell and Bulk RNA-Sequencing Reveal Differences in Monocyte Susceptibility to Influenza A
Virus Infection Between Africans and Europeans. Frontiers in Immunology, 2021, 12, 768189.

Multiomic characterization of oncogenic signaling mediated by wild-type and mutant RIT1. Science 16 6
Signaling, 2021, 14, eabc4520. :

Integrated Analysis of Mutations, miRNA and mRNA Expression in Glioblastoma. International Journal
of General Medicine, 2021, Volume 14, 8281-8292.

Integrated analyses of miRNA-mRNA expression profiles of ovaries reveal the crucial interaction

networks that regulate the prolificacy of goats in the follicular phase. BMC Genomics, 2021, 22, 812. 1.2 1

Dynamic Changes of DNA Methylation During Wild Strawberry (Fragaria nilgerrensis) Tissue Culture.
Frontiers in Plant Science, 2021, 12, 765383.

Altered temporal sequence of transcriptional regulators in the generation of human cerebellar 0.8 1o
granule cells. ELife, 2021, 10, . :

Comparative Toxicogenomics of Glyphosate and Roundup Herbicides by Mammalian Stem Cell-Based
Genotoxicity Assays and Molecular Profiling in Sprague-Dawley Rats. Toxicological Sciences, 2022,
186, 83-101.

Flavonoids Modulate the Accumulation of Toxins From Aspergillus flavus in Maize Kernels. Frontiers 17 5
in Plant Science, 2021, 12, 761446. :

Temporal and spatial transcriptomic dynamics across brain development in <i>Xenopus laevis</i>
tadpoles. G3: Genes, Genomes, Genetics, 2022, 12, .

Transcriptome and metabolome analysis to reveal major genes of saikosaponin biosynthesis in 12 9
Bupleurum chinense. BMC Genomics, 2021, 22, 839. )

Integrated Transcriptome Analysis and Single-Base Resolution Methylomes of Watermelon (Citrullus) Tj ETQq1 1 0.784314 rgBT [Ove
1.7 5

2021, 12,769712.

Nutritional evaluation and transcriptome analyses of short-time germinated seeds in soybean (Glycine) Tj ETQq0 0 Q LgBT IOv§rloc|2 10T

Transcriptional Regulation of Different Rhizome Parts Reveal the Candidate Genes That Regulate
Rhizome Development in <i>Poa pratensis</i>. DNA and Cell Biology, 2022, 41, 151-168.

Ovarian inflammatory mRNA profiles of a DHEA plus high-fat diet induced polycystic ovary syndrome

mouse model. Reproductive BioMedicine Online, 2021, , . 11 3

Transcriptomics Analysis of Primordium Formation in Pleurotus eryngii. Genes, 2021, 12, 1863.

179



3479

3481

3483

3486

3488

3490

3492

3495

3497

CITATION REPORT

ARTICLE IF CITATIONS

Integrated Lipidomic and Transcriptomic Analysis Reveals Lipid Metabolism in Foxtail Millet (Setaria) Tj ETQQ0 0 O rgBT /Overlpck 10 Tf 5

Symbiotic responses of <i>Lotus japonicus</i> to two isogenic lines of a mycorrhizal fungus differing

in the presence/absence of an endobacterium. Plant Journal, 2021, 108, 1547-1564.

Integrated Analysis of IncRNA and mRNA Reveals Novel Insights into Wool Bending in Zhongwei Goat.

Animals, 2021, 11, 3326. 1.0 6

Identification of circular RNAs and corresponding regulatory networks reveals potential roles in the
brains of honey bee workers exposed to dinotefuran. Pesticide Biochemistry and Physiology, 2022, 180,
104994.

Tribulus terrestris L. Frotects glomerular endothelial cells via the miR155-H2AC6 interaction network o7
in hypertensive renal injury. Annals of Translational Medicine, 2021, 9, 1626-1626. )

Genome-Wide Identification of CircRNAs of Infective Larvae and Adult Worms of Parasitic Nematode,
Haemonchus contortus. Frontiers in Cellular and Infection Microbiology, 2021, 11, 764089.

Developmental series of gene expression clarifies maternal mRNA provisioning and

maternal-to-zygotic transition in a reef-building coral. BMC Genomics, 2021, 22, 815. 1.2 1

ERK inhibition in glioblastoma is associated with autophagy activation and tumorigenesis suppression.
Journal of Neuro-Oncology, 2022, 156, 123-137.

Genetic divergence and local adaptation of <i>Liriodendron</i> driven by heterogeneous

environments. Molecular Ecology, 2022, 31, 916-933. 2.0 13

A Competitive Endogenous RNA Network Based on Differentially Expressed IncRNA in
Lipopolysaccharided€induced Acute Lung Injury in Mice. Frontiers in Genetics, 2021, 12, 745715.

Venoms for all occasions: The functional toxin profiles of different anatomical regions in sea

anemones are related to their ecological function. Molecular Ecology, 2022, 31, 866-883. 2.0 21

Di-(2-ethylhexyl) phthalate exposure leads to ferroptosis via the HIF-11+/HO-1 signaling pathway in mouse
testes. Journal of Hazardous Materials, 2022, 426, 127807.

Unravelling the distinctive growth mechanism of proso millet (<i>Panicum miliaceumc</i> L.) under

salt stress: From roota€toa€keaf adaptations to molecular response. GCB Bioenergy, 2022, 14, 192-214. 2.5 4

Exosomes produced by melanoma cells significantly influence the biological properties of normal and
cancer-associated fibroblasts. Histochemistry and Cell Biology, 2022, 157, 153-172.

Brain transcriptomes of zebrafish and mouse Alzheimer's disease knock-in models imply early

disrupted energy metabolism. DMM Disease Models and Mechanisms, 2022, 15, . 12 8

Study on the molecular mechanism of Laccaria bicolor helping Populus trichocarpa to resist the
infection of Botryosphaeria dothidea. Journal of Applied Microbiology, 2022, 132, 2220-2233.

Circular RNA Expression and Regulation Profiling in Testicular Tissues of Immature and Mature

Wandong Cattle (Bos taurus). Frontiers in Genetics, 2021, 12, 685541. 11 4

Wheat Apoplast-Localized Lipid Transfer Protein TaLTP3 Enhances Defense Responses Against Puccinia

triticina. Frontiers in Plant Science, 2021, 12, 771806.

180



3499

3501

3503

3505

3508

3510

3512

3514

3516

CITATION REPORT

ARTICLE IF CITATIONS

Combined transcriptome and metabolome integrated analysis of Acer mandshuricum to reveal

candidate genes involved in anthocyanin accumulation. Scientific Reports, 2021, 11, 23148. 1.6 10

Transcriptomic and metabolomic analyses reveal the altitude adaptability and evolution of

different-colored flowers in alpine <i>Rhododendron</i> species. Tree Physiology, 2022, 42, 1100-1113.

Exposure to PM2.5 during pregnancy causes lung inflammation in the offspring: Mechanism of action

of mogrosides. Ecotoxicology and Environmental Safety, 2021, 228, 112955. 2.9 8

Jpx RNA regulates CTCF anchor site selection and formation of chromosome loops. Cell, 2021, 184,
6157-6173.e24.

Transcriptomics and metabolomics analyses of the mechanism of flavonoid synthesis in seeds of

differently colored quinoa strains. Genomics, 2022, 114, 138-148. 1.3 20

Genome-wide analysis of mitochondrial DNA copy number reveals loci implicated in nucleotide
metabolism, platelet activation, and megakaryocyte proliferation. Human Genetics, 2022, 141, 127-146.

Effects of Different Molecular Weight Polysaccharides From Dendrobium officinale Kimura &amp;
Migo on Human Colorectal Cancer and Transcriptome Analysis of Differentially Expressed Genes. 1.6 15
Frontiers in Pharmacology, 2021, 12, 704486.

Adverse Effects of SYP-3343 on Zebrafish Development Via ROS-Mediated Mitochondrial Dysfunction.
SSRN Electronic Journal, 0, , .

Comparative transcriptomics and gene network analysis revealed secondary metabolism as preeminent

metabolic pathways for heat tolerance in hard fescue. Grass Research, 2021, 1, 1-10. 0.6 1

OUP accepted manuscript. Journal of Experimental Botany, 2022, , .

Transcriptome Changes Induced by Botrytis cinerea Stress and Weighted Gene Co-expression Network 1.0 ;
Analysis (WGCNA) in Actinidia chinensis. Plant Molecular Biology Reporter, 2022, 40, 389-401. :

Molecular evidence to the day length in regulating the short shoot phenomenon during summer in
roses (<i>Rosa<[i> sp<i>.<[i>). Journal of Plant Interactions, 2022, 17, 140-151.

Transcriptional analysis of Bemisia tabaci MEAM1 cryptic species under the selection pressure of

neonicotinoids imidacloprid, acetamiprid and thiamethoxam. BMC Genomics, 2022, 23, 15. 1.2 5

Molecular toxicity and defense mechanisms induced by silver nanoparticles in Drosophila
melanogaster. Journal of Environmental Sciences, 2023, 125, 616-629.

Comparative Transcriptomic Analyses of Different Jujube Cultivars Reveal the Co-Regulation of

Multiple Pathways during Fruit Cracking. Genes, 2022, 13, 105. 1.0 8

Effect Of XBP1 Deficiency In Cartilage On The Regulatory Network Of LncRNA/circRNA-miRNA-mRNA.
International Journal of Biological Sciences, 2022, 18, 315-330.

CAG repeat-binding small molecule improves motor coordination impairment in a mouse model of

Dentatorubrala€“pallidoluysian atrophy. Neurobiology of Disease, 2022, 163, 105604. 2.1 1

Cleaner production of proso millet (Panicum miliaceum L.) in salt-stressed environment using

re-watering: From leaf structural alleviations to multi-omics responses. Journal of Cleaner
Production, 2022, 334, 130205.

181



3518

3520

3522

3524

3526

3528

3530

35634

3537

CITATION REPORT

ARTICLE IF CITATIONS

Involvement of increased endoplasmic reticulum stress in the development of cataracts in 12 3
BALB.NCT-Cpox mice. Experimental Eye Research, 2022, 215, 108905. )

Enhanced surface display efficiency of 12-glucosidase in Saccharomyces cerevisiae by disruption of cell

wall protein-encoding genes YGP1 and CWP2. Biochemical Engineering Journal, 2022, 179, 108305.

Potential differences in chitin synthesis ability cause different sensitivities to diflubenzuron among

three strains of Daphnia magna. Aquatic Toxicology, 2022, 243, 106071. 19 3

Comparative proteomics and transcriptomics illustrate the allograft-induced stress response in the
pearl oyster (Pinctada fucata martensii). Fish and Shellfish Inmunology, 2022, 121, 74-85.

Biosensor-assisted evolution for high-level production of 4-hydroxyphenylacetic acid in Escherichia

coli. Metabolic Engineering, 2022, 70, 1-11. 3.6 14

Metabolomic and transcriptomic investigation of the mechanism involved in enantioselective toxicity
of imazamox in Lemna minor. Journal of Hazardous Materials, 2022, 425, 127818.

Immunotoxicity and uterine transcriptome analysis of the effect of zearalenone (ZEA) in sows during

the embryo attachment period. Toxicology Letters, 2022, 357, 33-42. 0.4 13

Off-target lipid metabolism disruption by the mouse constitutive androstane receptor ligand
TCPOBOP in humanized mice. Biochemical Pharmacology, 2022, 197, 114905.

Transcriptome sequencing with nanopore technology for acquiring a deeper understanding of
abscisic acid regulation of secondary mechanisms in Salvia miltiorrhiza. Industrial Crops and 2.5 3
Products, 2022, 177, 114535.

Osteosarcoma exocytosis of soluble LGALS3BP mediates macrophages toward a tumoricidal phenotype.
Cancer Letters, 2022, 528, 1-15.

MicroRNA Transcriptomics Analysis Identifies Dysregulated Hedgehog Signaling Pathway in a Mouse
Model of Acute Intracerebral Hemorrhage Exposed to Hyperglycemia. Journal of Stroke and 0.7 3
Cerebrovascular Diseases, 2022, 31, 106281.

Comparative analysis of drought-responsive physiological and transcriptome in broomcorn millet
(Panicum miliaceum L.) genotypes with contrasting drought tolerance. Industrial Crops and Products,
2022, 177,114498.

Temporal and tissue-specific transcriptome analyses reveal mechanistic insights into the Solidago

canadensis response to cadmium contamination. Chemosphere, 2022, 292, 133501. 4.2 7

The genome of lowa€chill Chinese plum &€ceSanyuelid€«(<i>Prunus salicina</i> Lindl.) provides insights into
the regulation of the chilling requirement of flower buds. Molecular Ecology Resources, 2022, 22,
1919-1938.

Analysis of miRNAs Involved in Mouse Heart Injury Upon Coxsackievirus A2 Infection. Frontiers in

Cellular and Infection Microbiology, 2022, 12, 765445. 18 1

Comprehensive Transcriptome&€“Metabolome Analysis and Evaluation of the Dark_Pur Gene from
Brassica juncea that Controls the Differential Regulation of Anthocyanins in Brassica rapa. Genes,
2022, 13, 283.

Identification of Drought-Resistant Genes in Shanlan Upland Rice. Agriculture (Switzerland), 2022, 12, 1.4 5
150. :

Comparative transcriptome analyses reveal genes related to pigmentation in the petals of a flower

color variation cultivar of Rhododendron obtusum. Molecular Biology Reports, 2022, 49, 2641-2653.

182



35639

35641

3543

3545

35647

3550

35652

35655

3557

CITATION REPORT

ARTICLE IF CITATIONS

The cell cycle arrested results in the premature advent of apical leaflets development cessation in

Zygophyllum xanthoxylon. Trees - Structure and Function, 2023, 37, 223-237. 0.9 1

iMyoblasts for ex vivo and in vivo investigations of human myogenesis and disease modeling. ELife,

2022, 11,.

Morphological, physiological, biochemical, and transcriptome studies reveal the importance of
transporters and stress signaling pathways during salinity stress in Prunus. Scientific Reports, 2022, 1.6 15
12,1274.

Detrimental Impact of i»-Cyhalothrin on the Biocontrol Efficacy of <i>Eocanthecona furcellata</i> by
Affecting Global Transcriptome and Predatory Behavior. Journal of Agricultural and Food Chemistry,
2022, 70, 1037-1046.

Expression level of B- and C-class MADS-box genes is associated with the petaloidy of stamens in
cultivated amaryllis (<i>Hippeastrum hybridum</i>). Journal of Horticultural Science and 0.9 3
Biotechnology, 2022, 97, 211-223.

Understanding nutritive need in<i>Harmonia axyridis</i>larvae: Insights from nutritional geometry.
Insect Science, 2022, 29, 1433-1444.

Androgen Receptord€“Mediated Paracrine Signaling Induces Regression of Blood Vessels in the Dermal

Papilla in Androgenetic Alopecia. Journal of Investigative Dermatology, 2022, 142, 2088-2099.e9. 03 17

Transcriptomic analysis using dual RNA sequencing revealed a Pathogena€“Host interaction after
Edwardsiella anguillarum infection in European eel (Anguilla anguilla). Fish and Shellfish
Immunology, 2022, 120, 745-757.

Buffy Coat DNA Methylation Profile Is Representative of Methylation Patterns in White Blood Cell

Types in Normal Pregnancy. Frontiers in Bioengineering and Biotechnology, 2021, 9, 782843. 2.0 1

Gene expression alterations from reversible to irreversible stages during coral metamorphosis.
Zoological Letters, 2022, 8, 4.

Sporophyte Stage Genes Exhibit Stronger Selection Than Gametophyte Stage Genes in Haplodiplontic

Giant Kelp. Frontiers in Marine Science, 2022, 8, . 12 5

Brain transcriptome analysis reveals gene expression differences associated with dispersal behaviour
between rangea€front and ranged€eore populations of invasive cane toads in Australia. Molecular
Ecology, 2022, 31, 1700-1715.

A Maize Necrotic Leaf Mutant Caused by Defect of Coproporphyrinogen Ill Oxidase in the Porphyrin 10 10
Pathway. Genes, 2022, 13, 272. )

Discovery and validation of human genomic safe harbor sites for gene and cell therapies. Cell Reports
Methods, 2022, 2, 100154.

Transcriptome and methylome changes in two contrasting mungbean genotypes in response to 1o 16
drought stress. BMC Genomics, 2022, 23, 80. :

Comparative analysis of the orange versus yellow petal of rapeseed (<scp><i>Brassica) Tj ETQql 1 0.784314 rgBT I106/er|ocla 10Tf50

Resistance to mesosulfuron-methyl in Beckmannia syzigachne may involve ROS burst and

non-target-site resistance mechanisms. Ecotoxicology and Environmental Safety, 2022, 229, 113072. 2.9 10

miR-1 Regulates Differentiation and Proliferation of Goat Hair Follicle Stem Cells by Targeting IGF1R

and LEF1 Genes. DNA and Cell Biology, 2022, 41, 190-201.

183



CITATION REPORT

# ARTICLE IF CITATIONS

New Insights on the Diurnal Mechanism of Calcification in the Stony Coral, Stylophora pistillata.

3559 Frontiers in Marine Science, 2022, 8, .

1.2 3

Grainyhead 1 acts as a drug-inducible conserved transcriptional regulator linked to insulin signaling

and lifespan. Nature Communications, 2022, 13, 107.

3561

FuII-Lenfth Transcriptome of Red Swamp Crayfish Hepatopancreas Reveals Candidate Genes in Hif-1 and 11 4

Antioxidant Pathways in Response to Hypoxia-Reoxygenation. Marine Biotechnology, 2022, 24, 55-67.

Regulation of gene expression by the APP family in the adult cerebral cortex. Scientific Reports, 2022,
12, 66.

Comparative physiological and transcriptomic profiles reveal regulatory mechanisms of soft rot
3563 disease resistance in Amorphophallus spp.. Physiological and Molecular Plant Pathology, 2022, 118, 1.3 7
101807.

Comparative Transcriptomic Profiles of Differentiated Adipocytes Provide Insights into Adipogenesis
Mechanisms of Subcutaneous and Intramuscular Fat Tissues in Pigs. Cells, 2022, 11, 499.

Universal gene co-expression network reveals receptor-like protein genes involved in broad-spectrum

3565 resistance in pepper (Capsicum annuum L.). Horticulture Research, 2022, , .

2.9 10

Identification and Pleiotropic Effect Analysis of GSES on Rice Chalkiness and Grain Shape. Frontiers in
Plant Science, 2021, 12, 814928.

BASICS workflow: a step-by-step analysis of expressionAvariability using single cell RNA sequencing

3567 " data. F1000Research, 0, 11, 59. 0.8 0

Genome-wide analysis of mRNAs, IncRNAs, and circRNAs during intramuscular adipogenesis in Chinese
Guizhou Congjiang pigs. PLoS ONE, 2022, 17, e0261293.

3569 Peripheral nerve fibroblasts secrete neurotrophic factors to promote axon growth of motoneurons. 16 10
Neural Regeneration Research, 2022, 17, 1833. :

Transcriptomic analyses reveal the effect of nitric oxide on the lateral root development and growth
of mangrove plant Kandelia obovata. Plant and Soil, 2022, 472, 543-564.

3577 Potato tuber degradation is regulated by carbohydrate metabolism: Results of transcriptomic 0.8 5
analysis. Plant Direct, 2022, 6, e379. :

Evolution of Gene Expression across Species and Specialized Zooids in Siphonophora. Molecular
Biology and Evolution, 2022, 39, .

Transcriptome analysis of genes potentially associated with white and black plumage formation in

3573 Chinese indigenous ducks (<i>Anas platyrhynchos</i>). British Poultry Science, 2022, 63, 466-474.

0.8 3

Crosstalk between sex-related genes and apoptosis signalinF reveals molecular insights into sex
change in a protogynous hermaphroditic teleost fish, ricefield eel Monopterus albus. Aquaculture,
2022, 552,737918.

Genome-Wide DNA Methylome and Transcriptome Analysis of Porcine Testicular Cells Infected With

3575 Transmissible Gastroenteritis Virus. Frontiers in Veterinary Science, 2021, 8, 779323.

0.9 1

<i>Vibrio gazogenes«</i> Inhibits Aflatoxin Production Through Downregulation of Aflatoxin

Biosynthetic Genes in <i>Aspergillus flavus</i>. PhytoFrontiers, 2022, 2, 218-229.

184



CITATION REPORT

# ARTICLE IF CITATIONS

Expression of IncRNAs in response to bacterial infections of goat mammary epithelial cells reveals

3578 insights into mammary gland diseases. Microbial Pathogenesis, 2022, 162, 105367.

1.3 9

RNA sequencing-based exploration of the effects of blue laser irradiation on mRNAs involved in

functional metabolites of <i>D. officinales</i>. Peer], 2022, 9, e12684.

De Novo Transcriptome of Mammillaria bombycina (Cactaceae) under In Vitro Conditions and

3580 | dentification of Glyoxalase Genes. Plants, 2022, 11, 399.

1.6 (0]

Screening and functional validation of lipid metabolism-related IncRNA-46546 based on the
transcriptome analysis of early embryonic muscle tissue in chicken. Animal Bioscience, 2023, 36, 175-190.

Mogroside-rich extract from «<i>Siraitia grosvenorii</i> fruits protects against the depletion of
3582 ovarian reserves in aging mice by ameliorating inflammatory stress. Food and Function, 2022, 13, 2.1 5
121-130.

PacBio Isoform Sequencing and Illumina RNA Sequencing Provide Novel Insights on Responses to
Acute Heat Stress in Apostichopus japonicus Coelomocytes. Frontiers in Marine Science, 2022, 8, .

3584 Deciphering Molecular Mechanisms Involved in Salinity Tolerance in Guar (Cyamopsis tetragonoloba) Tj ETQq0 0 0 1gBT /Ovetlpck 10 Tf

Molecular Responses to Thermal and Osmotic Stress in Arctic Intertidal Mussels (Mytilus edulis): The
Limits of Resilience. Genes, 2022, 13, 155.

Cell cycle defects underlie childhood-onset cardiomyopathy associated with Noonan syndrome.

3586 |science, 2022, 25, 103596. 1.9 o

Differential expression analyses reveal extensive transcriptional plasticity induced by temperature in
New Zealand silver trevally ( Pseudocaranx georgianus ). Evolutionary Applications, 2022, 15, 237-248.

Cellular <i>Lnc_209997<[i> suppresses <i>Bombyx mori</i> nucleopolyhedrovirus replication by

3588 targeting <scp>miR</scp>&€2755€6p in <i>B. mori</i>. Insect Molecular Biology, 2022, 31, 308-316.

1.0 8

Comparative transcriptomic analysis reveals potential mechanisms for high tolerance to submergence
in arbor willows. Peer], 2022, 10, e12881.

Identification of Potential Blind-Side Hypermelanosis-Related IncRNAZ€“miRNAGE€“mRNA Regulatory
3590 Network in a Flatfish Species, Chinese Tongue Sole (Cynoglossus semilaevis). Frontiers in Genetics, 11 6
2021,12,817117.

DNA methylation differences between male and female gonads of the oyster reveal the role of
epigenetics in sex determination. Gene, 2022, 820, 146260.

Lauric Acid Induces Apoptosis of Rice Sheath Blight Disease Caused by Rhizoctonia solani by Affecting
3592 Fungal Fatty Acid Metabolism and Destroying the Dynamic Equilibrium of Reactive Oxygen Species. 1.5 7
Journal of Fungi (Basel, Switzerland), 2022, 8, 153.

Silencing of ciliary protein ZMYND10 affects amitotic macronucleus division in Paramecium
tetraurelia. European Journal of Protistology, 2022, 82, 125863.

Distinct molecular phenotypes involving several human diseases are induced by IFN-i»3 and IFN-i»4 in

3594 monocyte-derived macrophages. Genes and Immunity, 2022, 23, 73-84.

2.2 2

A Calmodulin-Like Gene (CbCML?) for Fiber Strength and Yield Improvement Identified by Resequencing

Core Accessions of a Pedigree in Gossypium barbadense. Frontiers in Plant Science, 2021, 12, 815648.

185



3596

3598

3600

3602

3604

3606

3608

3610

3612

CITATION REPORT

ARTICLE IF CITATIONS

Integrative Genome-Wide DNA Meth?/lome and Transcriptome Analysis of Ovaries from Hu Sheep with L8
High and Low Prolific. Frontiers in Cell and Developmental Biology, 2022, 10, 820558. )

Transcriptional regulation of cell growth and reprogramming of systemic response in wheat

(Triticum turgidum subsp. durum) seedlings by Bacillus paralicheniformis TRQ65. Planta, 2022, 255, 56.

Transcriptional, secondary metabolic, and antioxidative investigations elucidate the rapid response
mechanism of Pontederia cordata to cadmium. Ecotoxicology and Environmental Safety, 2022, 232, 2.9 10
113236.

Ubiquitin-proteasome pathway plays an essential regulatory role during spermatangium formation in
Neopyropia yezoensis. Algal Research, 2022, 62, 102623.

Genome-wide identification and characterization of long noncoding RNAs involved in apple fruit

development and ripening. Scientia Horticulturae, 2022, 295, 110898. L7 4

Estrogen signaling regulates seasonal changes of the prostate in wild ground squirrels
(Spermophilus dauricus). Journal of Steroid Biochemistry and Molecular Biology, 2022, 218, 106058.

Transcriptomic responses to air exposure stress in coelomocytes of the sea cucumber, Apostichopus

japonicus. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2022, 42, 100963. 0.4 3

Comparative transcriptomics analysis of testicular miRNA from indicine and taurine cattle. Animal
Biotechnology, 2022, , 1-11.

A macrophage-hepatocyte glucocorticoid receptor axis coordinates fasting ketogenesis. Cell 79 34
Metabolism, 2022, 34, 473-486.€9. )

Upé&€regulation of <scp>miR</scp>&€335 and <scp>miR</[scp>a€6744€3p in the rostral ventrolateral medulla
contributes to stressa€induced hypertension. Journal of Neurochemistry, 2022, 161, 387-404.

Refinement of four major QTL for oil content in Brassica napus by integration of genome

resequencing and transcriptomics. Crop Journal, 2022, 10, 627-637. 2.3 8

Transcriptomic Analysis of Gill and Hepatopancreas in Razor Clam (Sinonovacula constricta) Exposed
to Acute Ammonia. Frontiers in Marine Science, 2022, 9, .

RNA-Seq Technology Reveals the Mechanism of SDT Combined With Novel Nanobubbles Against HCC.

Frontiers in Molecular Biosciences, 2021, 8, 791331. L6 2

Identification of genes associated with kernel size in almond [Prunus dulcis (Mill.) D.A. Webb] using
RNA-Seq. Plant Growth Regulation, 2022, 97, 357-373.

Dynamic Gene Expression and Alternative Splicing Events Demonstrate Co-Regulation of Testicular
Differentiation and Maturation by the Brain and Gonad in Common Carp. Frontiers in Endocrinology, 1.5 1
2021, 12, 820463.

Are Cell Junctions Implicated in the Regulation of Vitellogenin Uptake? Insights from an RNAseg-Based
Study in Eel, Anguilla australis. Cells, 2022, 11, 550.

Perturbation of Wnt/i24€eatenin signaling and sexual dimorphism in nona€slcoholic fatty liver disease. 18 5
Hepatology Research, 2022, 52, 433-448. :

Neurotoxicity and gene expression alterations in zebrafish larvae in response to manganese exposure.

Science of the Total Environment, 2022, 825, 153778.

186



3614

3616

3618

3620

3622

3624

3626

3628

3630

CITATION REPORT

ARTICLE IF CITATIONS

Dual RNA Sequencing of Mycobacterium tuberculosis-Infected Human SFIenic Macrophages Reveals a
Strain-Dependent Host&€“Pathogen Response to Infection. International Journal of Molecular Sciences, 1.8 10
2022, 23, 1803.

Identification of sodium homeostasis genes in <i>Camelus bactrianus</i> by whole transcriptome

sequencing. FEBS Open Bio, 2022, 12, 864-876.

Cryptochrome-mediated blue-light signal contributes to lignin biosynthesis in stone cells in pear 17 17
fruit. Plant Science, 2022, 318,111211. )

Inflammation and convergent placenta gene co-option contributed to a novel reproductive tissue.
Current Biology, 2022, 32, 715-724.e4.

Transcriptome Profiling Revealed Basis for Growth Heterosis in Hybrid Tilapia (Oreochromis niloticus) Tj ETQq0 0 0 (BT IOvegoch 10 Tf

Systematic identification and functional analysis of long noncoding RNAs involved in indoxacarb
resistance in <i>Spodoptera litura</i>. Insect Science, 2022, 29, 1721-1736.

Brain Transcriptomic Dataset During Parturition in Ovoviviparous Sebastes schlegelii. Frontiers in 11 1
Genetics, 2022, 13, 840067. :

Dynamic Runx1 chromatin boundaries affect gene expression in hematopoietic development. Nature
Communications, 2022, 13, 773.

Sodium molybdate does not inhibit sulfate-reducing bacteria but increases shell growth in the Pacific

oyster Magallana gigas. PLoS ONE, 2022, 17, €0262939. L1 2

PIM1 and CD79B Mutation Status Impacts the Outcome of Primary Diffuse Large B-Cell Lymphoma of the
CNS. Frontiers in Oncology, 2022, 12, 824632.

Regulation of phenylpropanoid metabolism during moderate freezing and post-freezing recovery in

<i>Dendrobium ofi-¢€inale</i>. Journal of Plant Interactions, 2022, 17, 290-300. 1.0 3

Hypoxia stress affects the physiological responses, apoptosis and innate immunity of Kuruma shrimp,
Marsupenaeus japonicus. Fish and Shellfish Immunology, 2022, 122, 206-214.

Gestational exposure to phenanthrene induces follicular atresia and endocrine dyscrasia in F1 adult

female. Ecotoxicology and Environmental Safety, 2022, 232, 113291. 2.9 4

Comparative transcriptome study of the elongating internode in elephant grass (Cenchrus purpureus)
seedlings in response to exogenous gibberellin applications. Industrial Crops and Products, 2022, 178,
114653.

Ectomycorrhizal fungus supports endogenous rhythmic growth and corresponding resource
allocation in oak during various below- and aboveground biotic interactions. Scientific Reports, 2021, 1.6 5
11, 23680.

TCR signal strength defines distinct mechanisms of T cell dysfunction and cancer evasion. Journal of
Experimental Medicine, 2022, 219, .

Novel Insights into Anthocyanin Metabolism and Molecular Characterization of Associated Genes in
Sugarcane Rinds Using the Metabolome and Transcriptome. International Journal of Molecular 1.8 12
Sciences, 2022, 23, 338.

Transcriptional Regulation of Metabolic and Cellular Processes in Durum Wheat (Triticum turgidum) Tj ETQq1 1 0.784314 rgBT /Overl

187



3632

3634

3636

3638

3641

3643

3645

3647

3649

CITATION REPORT

ARTICLE IF CITATIONS

FMRP regulates mRNAs encoding distinct functions in the cell body and dendrites of CA1 pyramidal 0.8 28
neurons. ELife, 2021, 10, . :

Screening of differentially expressed miRNAs during osteogenic/odontogenic differentiation of

human dental pulp stem cells exposed to mechanical stress. American Journal of Translational
Research (discontinued), 2021, 13, 11126-11143.

Modern Approaches for Transcriptome Analyses in Plants. Advances in Experimental Medicine and 0.8 o
Biology, 2021, 1346, 11-50. .

Comparative Transcriptome Analysis Reveals Different Mechanisms of Adaptation to Environment
among Three Species of Saussurea DC.. Phyton, 2022, 91, 1517-1528.

Genome-wide analysis of microRNAs induced and regulated by colchicine in mulberry. Biocell, 2022, 46,
1935-1945. o4 0

A high-quality assembled genome and its comparative analysis decode the adaptive molecular
mechanism of the number one Chinese cotton variety CRI-12. GigaScience, 2022, 11, .

Cryptochrome-Mediated Blue-Light Signal Contributes to Lignin Biosynthesis in Stone Cells in Pear

Fruit. SSRN Electronic Journal, O, , . 04 o

Identification and Analysis of Transcriptional Regulatory Networks of Osteosarcoma Microarray
Data via Systems Biology. Journal of Oleo Science, 2022, 71, 379-386.

Transcriptional Network in Colletotrichum gloeosporioides Mutants Lacking Msb2 or Msb2 and Shol.

Journal of Fungi (Basel, Switzerland), 2022, 8, 207. L5 6

Screening and Validation of p38 MAPK Involved in Ovarian Development of Brachymystax lenok.
Frontiers in Veterinary Science, 2022, 9, 752521.

Comparative transcriptome analysis revealed the molecular mechanism of the effect of light intensity
on the accumulation of rhynchophylline and isorhynchophylline in Uncaria rhynchophylla. 1.4 8
Physiology and Molecular Biology of Plants, 2022, 28, 315-331.

Integrated Metabolomic and Transcriptomic Analyses to Understand the Effects of Hydrogen Water
on the Roots of Ficus hirta Vahl. Plants, 2022, 11, 602.

Spatial transcriptomic and single-nucleus analysis reveals heterogeneity in a gigantic single-celled 0.8 8
syncytium. ELife, 2022, 11, . :

From cohorts to molecules: Adverse impacts of endocrine disrupting mixtures. Science, 2022, 375,
eabe8244.

Epigenome-wide association study of posttraumatic stress disorder identifies novel loci in U.S.

military veterans. Translational Psychiatry, 2022, 12, 65. 2.4 10

Integrated analysis of the transcriptome, sSRNAome, and degradome reveals the network regulating
fruit skin coloration in sponge gourd (Luffa cylindrica). Scientific Reports, 2022, 12, 3338.

Comparative analysis of differential gene expression indicates divergence in ontogenetic strategies of

leaves in two conifer genera. Ecology and Evolution, 2022, 12, e8611. 0.8 3

Proteogenomic Study of the Effect of an Improved Mixed Diet of Live Preys on the Aquaculture of

Octopus vulgaris Paralarvae. Frontiers in Marine Science, 2022, 8, .

188



3651

3653

36565

3657

3660

3662

3664

3666

3668

CITATION REPORT

ARTICLE IF CITATIONS

Comparative transcriptomics analysis of contrasting varieties of <i>Eucalyptus camaldulensis</i>

reveals wind resistance genes. Peer], 2022, 10, e12954. 0.9 1

Transcriptomics Analysis of Wheat Tassel Response to Tilletia laevis KAY4hn, Which Causes Common

Bunt of Wheat. Frontiers in Plant Science, 2022, 13, 823907.

Non-Coding Transcriptome Provides Novel Insights into the Escherichia coli F17 Susceptibility of

Sheep Lamb. Biology, 2022, 11, 348. L3 6

Separable roles for RNAi in regulation of transposable elements and viability in the fission yeast
Schizosaccharomyces japonicus. PLoS Genetics, 2022, 18, e1010100.

Clozapine Reverses Dysfunction of Glutamatergic Neurons Derived From Clozapine-Responsive

Schizophrenia Patients. Frontiers in Cellular Neuroscience, 2022, 16, 830757. 18 10

Genome and Comparative Transcriptome Dissection Provide Insights Into Molecular Mechanisms of
Sclerotium Formation in Culinary-Medicinal Mushroom Pleurotus tuber-regium. Frontiers in
Microbiology, 2021, 12, 815954.

Downregulation of Three Novel miRNAs in the Lymph Nodes of Sheep Immunized With the Brucella suis

Strain 2 Vaccine. Frontiers in Veterinary Science, 2022, 9, 813170. 0.9 4

Roles of AaVeA on Mycotoxin Production via Light in Alternaria alternata. Frontiers in Microbiology,
2022, 13, 842268.

E-Cadherin-Deficient Cells Are Sensitive to the Multikinase Inhibitor Dasatinib. Cancers, 2022, 14, 1609. 1.7 4

Multi-Omics Analysis Reveals that the Antimicrobial Kasugamycin Potential Targets Nitrate Reductase
in<i>Didymella segeticola</i>to Achieve Control of Tea Leaf Spot. Phytopathology, 2022, 112, 1894-1906.

Transcriptional Regulation of Pine Male and Female Cone Initiation and Development: Key Players

Identified Through Comparative Transcriptomics. Frontiers in Genetics, 2022, 13, 815093. 11 1

The Fungal Endophyte Penicillium olsonii ML37 Reduces Fusarium Head Blight by Local Induced
Resistance in Wheat Spikes. Journal of Fungi (Basel, Switzerland), 2022, 8, 345.

Hypersensitive response-like cell death and its key related genes in the Imd lesion mimic mutant of

birch. Botany, O, , . 0.5 0

Morﬁhological, transcriptomic and metabolomic analyses of Sophora davidii mutants for plant
height. BMC Plant Biology, 2022, 22, 144.

Identification of Key Modules and Genes Associated with Major Depressive Disorder in Adolescents.

Genes, 2022, 13, 464. 1.0 2

Comparative transcriptomics of fungal endophytes in cod€eulture with their moss host <i>Dicranum
scopariumc</i> reveals fungal trophic lability and moss unchanged to slightly increased growth rates.
New Phytologist, 2022, 234, 1832-1847.

Grafting-induced transcriptome changes and long-distance mRNA movement in the potato/Datura

stramonium heterograft system. Horticulture Environment and Biotechnology, 2022, 63, 229-238. 0.7 2

Identification and characterization of heat-responsive IncRNAs in maize inbred line CM1. BMC

Genomics, 2022, 23, 208.

189



CITATION REPORT

# ARTICLE IF CITATIONS

Stigmatic Transcriptome Analysis of Self-lncompatible and Compatible Pollination in Corylus

3670 heterophylla Fisch. A— Corylus avellana L.. Frontiers in Plant Science, 2022, 13, 800768.

1.7 8

Critical roles of the activation of ethylene pathway genes mediated by DNA demethylation in

<i>Arabidopsis</i> hyperhydricity. Plant Genome, 2022, 15, e20202.

Profiling and functional analysis of differentially expressedAcircularARNAs identified in

3672 foot-and-mouth disease virus infected PK-15 cells. Veterinary Research, 2022, 53, 24.

1.1 2

Hepatic Lipid Accumulation and Dysregulation Associate with Enhanced Reactive Oxygen Species and
Pro-Inflammatory Cytokine in Low-Birth-Weight Goats. Animals, 2022, 12, 766.

3674 RNA-Seq Reveals miRNA and mRNA Co-regulate Muscle Differentiation in Fetal Leizhou Goats. Frontiers 0.9 4
in Veterinary Science, 2022, 9, 829769. :

Characterization of the Gene Expression Profile Response to Drought Stress in Populus ussuriensis
Using PacBio SMRT and lllumina Sequencing. International Journal of Molecular Sciences, 2022, 23,
3840.

3678 Genome-wide identification and characterization of Fusarium circinatum-responsive IncRNAs in Pinus 12 4
radiata. BMC Genomics, 2022, 23, 194. )

Dynamic mRNA and miRNA expression of the head during early development in bighead carp
(Hypophthalmichthys nobilis). BMC Genomics, 2022, 23, 168.

GOS2 regulates innate immunity in Kawasaki disease via IncRNA HSD11B1-AS1. Pediatric Research, 2022,

3680 95 378387. 11 7

Transcriptome analysis revealed accumulationa€assimilation of selenium and physioa€biochemical
changes in alfalfa (<i>Medicago sativa</i> L.) leaves. Journal of the Science of Food and Agriculture,
2022, 102, 4577-4588.

Innovation and Emerging Roles of Populus trichocarpa TEOSINTE
3682 BRANCHED1/CYCLOIDEA/PROLIFERATING CELL FACTOR Transcription Factors in Abiotic Stresses by 1.7 6
Whole-Genome Duplication. Frontiers in Plant Science, 2022, 13, 850064.

Reprogramming of the Hevea brasiliensis Epigenome and Transcriptome in Response to Cold Stress.
Frontiers in Plant Science, 2022, 13, 831839.

Comprehensive Transcriptome Analysis Uncovers Distinct Expression Patterns Associated with Early
3684 Salinity Stress in Annual Ryegrass (Lolium Multiflorum L.). International Journal of Molecular 1.8 4
Sciences, 2022, 23, 3279.

<i>Conyza blinii</i> responds to the changes of exogenous iron through auxin-terpenoids metabolism
pathway. Journal of Plant Interactions, 2022, 17, 485-495.

Reduction of Metastasis via Epigenetic Modulation in a Murine Model of Metastatic Triple Negative

3686 Breast Cancer (TNBC). Cancers, 2022, 14, 1753. L7 7

Comparative Transcriptome Profiling Analysis Reveals the Adaptive Molecular Mechanism of
Yellow-Green Leaf in Rosa beggeriana &€ Auread€™. Frontiers in Plant Science, 2022, 13, 845662.

Expression profiles and transcript properties of fast-twitch and slow-twitch muscles in a deep-sea

3688 highly migratory fish, <i>Pseudocaranx dentex«<[i>. Peer], 2022, 10, e12720.

0.9 3

Functional Enrichment Analysis of Regulatory Elements. Biomedicines, 2022, 10, 590.

190



3690

3692

3694

3696

3698

3700

3702

3704

3706

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptomic analysis of methyl jasmonate treatment reveals gene networks involved in drought

tolerance in pearl millet. Scientific Reports, 2022, 12, 5158. L6 12

Transcriptome Analysis Reveals miR-302a-3p Affects Granulosa Cell Proliferation by Targeting DRD1 in

Chickens. Frontiers in Genetics, 2022, 13, 832762.

SALT AND ABA RESPONSE ERF1 improves seed germination and salt tolerance by repressing ABA signaling

in rice. Plant Physiology, 2022, 189, 1110-1127. 23 30

Transcriptome profiling of cashew apples (Anacardium occidentale) genotypes reveals specific genes
linked to firmness and color during pseudofruit development. Plant Molecular Biology, 2022, , .

Comparative Transcriptomic Analysis of Staphylococcus aureus Reveals the Genes Involved in Survival

at Low Temperature. Foods, 2022, 11, 996. 19 7

Fine MaEping and Candidate Gene Analysis of BnC08.cds, a Recessive Gene Responsible for Sepal-Specific
Chlorophyll-Deficiency in Brassica napus L.. Frontiers in Plant Science, 2022, 13, 850330.

Interactions between the breast tissue microbiota and host gene regulation in nonpuerperal mastitis. 10 1
Microbes and Infection, 2022, , 104904. )

Proteome and Transcriptome Analysis of Gonads Reveals Intersex in Gigantidas haimaensis. BMC
Genomics, 2022, 23, 174.

Global MicroRNAs Expression Profile Analysis Reveals Possible Regulatory Mechanisms of Brain Injury

Induced by Toxoplasma gondii Infection. Frontiers in Neuroscience, 2022, 16, 827570. L4 7

Transcriptome profiling revealed candidate genes, pathways and transcription factors related to
nitrogen utilization and excessive nitrogen stress in perennial ryegrass. Scientific Reports, 2022, 12,
3353.

Epigenetic effect of putrescine supplementation during in vitro maturation of oocytes on offspring in

mice. Journal of Assisted Reproduction and Genetics, 2022, 39, 681-694. 12 2

Expanded CUG Repeat RNA Induces Premature Senescence in Myotonic Dystrophy Model Cells.
Frontiers in Genetics, 2022, 13, 865811.

N6-Methyladenine-Related Signature for Immune Microenvironment and Response to Immunotherapy in

Hepatocellular Carcinoma. International Journal of General Medicine, 2022, Volume 15, 3525-3540. 0.8 5

Adaptive divergence and underlying mechanisms in response to salinity gradients between two
<i>Crassostrea<[i> oysters revealed by phenotypic and transcriptomic analyses. Evolutionary
Applications, 2023, 16, 234-249.

Role of <scp>IncRNAs</[scp> in <i>cis<[i>&€sand <i>transd€«[i>regulatory responses to salt in <i>Populus

trichocarpac/i>. Plant Journal, 2022, 110, 978-993. 28 26

Transcriptomic and proteomic analyses uncover the drought adaption landscape of Phoebe zhennan.
BMC Plant Biology, 2022, 22, 95.

Transcriptional Regulation of Reproductive Diapause in the Convergent Lady Beetle, Hippodamia

convergens. Insects, 2022, 13, 343. Lo 4

Urbanization comprehensively impairs biological rhythms in coral holobionts. Global Change Biology,

2022, 28, 3349-3364.

191



3708

3710

3712

3715

3717

3719

3721

3723

3725

CITATION REPORT

ARTICLE IF CITATIONS
Transcriptome Analysis of the Marine Nematode Litoditis marina in a Chemically Defined Food

Environment with Stearic Acid Supplementation. Journal of Marine Science and Engineering, 2022, 10, 1.2 1

428.

Differences in microbiome composition and transcriptome profiles between male and female

<i>Paederus fuscipes</i> harbouring pederind€producing bacteria. Insect Molecular Biology, 2022, 31,
457-470.

Secondary influenza challenge triggers resident memory B cell migration and rapid relocation to

boost antibody secretion at infected sites. Immunity, 2022, 55, 718-733.e8. 6.6 44

Expression Profile of Sorghum Genes and Cis-Regulatory Elements under Salt-Stress Conditions.
Plants, 2022, 11, 869.

Sex-Biased miRNAs in the Gonads of Adult Chinese Alligator (Alligator sinensis) and Their Potential

Roles in Sex Maintenance. Frontiers in Genetics, 2022, 13, 843884. 11 0

Molecular Mechanism Based on Histopathology, Antioxidant System and Transcriptomic Profiles in
Heat Stress Response in the Gills of Japanese Flounder. International Journal of Molecular Sciences,
2022, 23, 3286.

acorde unravels functionally interpretable networks of isoform co-usage from single cell data. 5.8 10
Nature Communications, 2022, 13, 1828. :

Physiological attributes and transcriptomics analyses reveal the mechanism response of
Helictotrichon virescens to low temperature stress. BMC Genomics, 2022, 23, 280.

Physiological and transcriptome analyses highlight multiple pathways involved in drought stress in 11 4
Medicago falcata. PLoS ONE, 2022, 17, e0266542. )

Gene-coexpression network analysis identifies specific modules and hub genes related to cold stress
in rice. BMC Genomics, 2022, 23, 251.

Different Genes are Recruited During Convergent Evolution of Pregnancy and the Placenta.

Molecular Biology and Evolution, 2022, 39, . 35 9

The necrotroph Botrytis cinerea promotes disease development in Panax ginseng by manipulating plant
defense signals and antifungal metabolites degradation. Journal of Ginseng Research, 2022, , .

Transcriptome analysis of Pacific white shrimp (Litopenaeus vannamei) hepatopancreas challenged by
Vibrio alginolyticus reveals lipid metabolic disturbance. Fish and Shellfish Immunology, 2022, 123, 1.6 21
238-247.

Transcriptional responses of Aurantiochytrium limacinum under light conditions. Journal of Applied
Microbiology, 2022, 132, 4330-4337.

Integrated Analysis of Physiological, mRNA Sequencing, and miRNA Sequencing Data Reveals a Specific
Mechanism for the Response to Continuous Cropping Obstacles in Pogostemon cablin Roots. 1.7 8
Frontiers in Plant Science, 2022, 13, 853110.

Identification and analysis of sucrose synthase gene family associated with polysaccharide
biosynthesis in <i>Dendrobium catenatumc</i> by transcriptomic analysis. Peer], 2022, 10, e13222.

Intraspecific hybridization as a mitigation strategy of low salinity in marine bivalve noble scallop 17 5
Chlamys nobilis. Aquaculture, 2022, 552, 738037. :

Multiomic profiling of the acute stress response in the mouse hippocampus. Nature Communications,

2022, 13, 1824.

192



CITATION REPORT

# ARTICLE IF CITATIONS

3797 AlRali therapy protects renal function, suppresses inflammation, and improves cellular metabolism in L8 8
kidney disease. Clinical Science, 2022, 136, 557-577. )

The Gastrodia menghaiensis (Orchidaceae) genome provides new insights of orchid mycorrhizal

interactions. BMC Plant Biology, 2022, 22, 179.

Application of RNA sequencing to understand the benefits of endophytes in the salt-alkaline

3729 osistance of rice seed ings. Environmental and Experimental Botany, 2022, 196, 104820.

2.0 5

Defining the early stages of intestinal colonisation by whipworms. Nature Communications, 2022, 13,
1725.

Gene expression analysis of resistant and susceptible rice cultivars to sheath blight after inoculation

3731 \yith Rhizoctonia solani. BMC Genomics, 2022, 23, 278. 12 1

Transcriptomic profiling and novel insights into the effect of AG ablation on gonad development in
Macrobrachium rosenbergii. Aquaculture, 2022, 556, 738224.

3733 Interaction between photoperiod and variation in circadian rhythms in tomato. BMC Plant Biology, 16 12
2022, 22,187. ’

Comparative transcriptome analyses unravel the response to acute thermal stress in the razor clam,
Sinonovacula constricta. Aquaculture Reports, 2022, 23, 101079.

Airpart: interpretable statistical models for analyzing allelic imbalance in single-cell datasets.

3736 Biginformatics, 2022, 38, 2773-2780.

1.8 6

Antioxidant Regulation and DNA Methylation Dynamics During Mikania micrantha Seed Germination
Under Cold Stress. Frontiers in Plant Science, 2022, 13, 856527.

Integrative Analysis of Long- and Short-Read Transcriptomes Identify the Regulation of Terpenoids

3738 Biosynthesis Under Shading Cultivation in Oenanthe javanica. Frontiers in Genetics, 2022, 13, 813216.

11 6

A Thromboxane A <sub>2<[sub> Receptor-Driven COX-24€“Dependent Feedback Loop That Affects
Endothelial Homeostasis and Angiogenesis. Arteriosclerosis, Thrombosis, and Vascular Biology, 2022,
42, 444-461.

Identification of potential pathways and microRNA-mRNA networks associated with benzene
3740 metabolite hydroquinone-induced hematotoxicity in human leukemia K562 cells. BMC Pharmacology 1.0 5
&amp; Toxicology, 2022, 23, 20.

Comparative transcriptome analysis of the Eureka lemon in response to Citrus yellow vein virus
infection at different temperatures. Physiological and Molecular Plant Pathology, 2022, 119, 101832.

Hydrogen sulfide inhibits the abscission of tomato pedicel through reconstruction of a basipetal

3742 3lxin gradient. Plant Science, 2022, 318, 111219.

1.7 4

Sex-specific role of the optic gland in octopus maya: A transcriptomic analysis. General and
Comparative Endocrinology, 2022, 320, 114000.

Whole-transcriptome RNA sequencing revealed the roles of chitin-related genes in the eyestalk
3744 abnormality of a novel mud crab hybrid (Scylla serrata e™€AA—AS. paramamosain 8™,). International Journal of 3.6 14
Biological Macromolecules, 2022, 208, 611-626.

Transcriptomic and proteomic analysis of Chinese rare minnow (Gobiocypris rarus) larvae in response

to acute waterborne cadmium or mercury stress. Aquatic Toxicology, 2022, 246, 106134.

193



CITATION REPORT

# ARTICLE IF CITATIONS

Comparative transcriptomic analysis of the liver and spleen in marbled rockfish (Sebastiscus) Tj ETQqO 0 O rgBT /Overlock 10 Tf 50 747
3746 1.7 5
554,738144.

Transcriptome analysis of infected Crandell Rees Feline Kidney (CRFK) cells by canine parvovirus type

2c Laotian isolates. Gene, 2022, 822, 146324.

3748

Transcriptome and metabolite integrated analﬁsis reveals that exogenous ethylene controls berry 9.9 14

ripening processes in grapevine. Food Research International, 2022, 155, 111084.

Transcriptomic and functional studies reveal miR-431-5p as a tumour suppressor in pancreatic ductal
adenocarcinoma cells. Gene, 2022, 822, 146346.

Genome-wide analysis of the long noncoding RNAs and mRNAs involved in flower bud development of

3750 ELcommia ulmoides Oliver. Scientia Horticu turae, 2022, 300, 111038.

1.7 4

Epigenetic mechanisms affect the curled leaf phenotype in the hypomethylated mutant of. Plant
Science, 2022, 319, 111254.

Integrated transcriptome, small RNA and degradome analysis provide insights into the transcriptional

3752 regulatory networks underlying cold acclimation in jojoba. Scientia Horticulturae, 2022, 299, 111050.

1.7 3

Transcriptome and DNA methylome analysis reveal new insights into methyl jasmonate-alleviated
chilling injury of peach fruit after cold storage. Postharvest Biology and Technology, 2022, 189, 111915.

Comparative analysis unveils the cadmium-induced reproductive toxicity on the testes of Pardosa

3754 pseudoannulata. Science of the Total Environment, 2022, 828, 154328.

3.9 4

Intraspecific hybridization as a mitigation strategy of ocean acidification in marine bivalve noble
scallop Chlamys nobilis. Science of the Total Environment, 2022, 832, 154736.

3756 Full-Length Transcriptome Sequencing: An Insight Into the Dog Model of Heart Failure. Frontiers in 11 4
Cardiovascular Medicine, 2021, 8, 712797. :

Comparative Transcriptome Analysis of Female and Male Fine-Patterned Puffer: Identification of
Candidate Genes Associated with Growth and Sex Differentiation. Fishes, 2021, 6, 79.

Roles of WNT6 in Sheep Endometrial Epithelial Cell Cycle Progression and Uterine Glands

3708 Organogenesis. Veterinary Sciences, 2021, 8, 316.

0.6 6

Depletion of Retinal Dopaminergic Activity in a Mouse Model of Rod Dysfunction Exacerbates
Experimental Autoimmune Uveoretinitis: A Role for the Gateway Reflex. International Journal of
Molecular Sciences, 2022, 23, 453.

Seminal fluid proteins induce transcriptome changes in the Aedes aegypti female lower reproductive

3760 tract. BMC Genomics, 2021, 22, 896. 12 7

The wheat ABA receptor gene <i>TaPYL14€4B</i> contributes to drought tolerance and grain yield by
increasing watera€use efficiency. Plant Biotechnology Journal, 2022, 20, 846-861.

3762 lranscriptome analysis of Kentucky bluegrass subject to drought and ethephon treatment. PLoS ONE, 11 ;
2021, 16, e0261472. :

RNA-seq Analysis of <i>Rhizoctonia solani</i> AG-4HGI Strain BJ-1H Infected by a New Viral Strain of

Rhizoctonia solani Partitivirus 2 Reveals a Potential Mechanism for Hypovirulence. Phytopathology,
2022,112,1373-1385.

194



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptomic Analysis Reveals the Protective Effects of Empagliflozin on Lipid Metabolism in

3765 Nonalcoholic Fatty Liver Disease. Frontiers in Pharmacology, 2021, 12, 793586.

1.6 10

Elucidating the Molecular Mechanisms by which Seed-Borne Endophytic Fungi, EpichloA« gansuensis,

Increases the Tolerance of Achnatherum inebrians to NaCl Stress. International Journal of Molecular
Sciences, 2021, 22, 13191.

Transcriptome of hepatopancreas in kuruma shrimp Marsupenaeus japonicus under low-salinity stress.

3768 journal of Oceanology and Limnology, 2022, 40, 745-765. 0-6 2

Exploration of the Effect on Genome-Wide DNA Methylation by miR-143 Knock-Out in Mice Liver.
International Journal of Molecular Sciences, 2021, 22, 13075.

Comparative Transcriptome Analysis Identifies Key Refulatory Genes Involved in Anthocyanin

3770 Metabolism During Flower Development in Lycoris radiata. Frontiers in Plant Science, 2021, 12, 761862.

1.7 12

A Pathogen-Inducible Rice NAC Transcription Factor ONAC096 Contributes to Immunity Against
Magnaprothe oryzae and Xanthomonas oryzae pv. oryzae by Direct Binding to the Promoters of
OsRap2.6, OsWRKY62, and OsPALL. Frontiers in Plant Science, 2021, 12, 802758.

Crosstalk of DNA Methylation Triggered by Pathogen in Poplars With Different Resistances. Frontiers

3773 in Microbiology, 2021, 12, 750089. L5 8

Integration of Transcriptome and Methylome Analyses Provides Insight Into the Pathway of Floral
Scent Biosynthesis in Prunus mume. Frontiers in Genetics, 2021, 12, 779557.

A Novel Reference for Bt-Resistance Mechanism in Plutella xylostella Based on Analysis of the Midgut

3775 Transcriptomes. Insects, 2021, 12, 1091.

1.0 8

Exogenous artificial DNA forms chromatin structure with active transcription in yeast. Science China
Life Sciences, 2021, , 1.

A Nanodrug Coated with Membrane from Brain Microvascular Endothelial Cells Protects against

3777 Experimental Cerebral Malaria. Nano Letters, 2022, 22, 211-219. 4.5 16

Detecting the Different Responses of Roots and Shoots to Gravity in Salix matsudana (Koidz). Forests,
2021, 12,1715.

Metabolome profiling of stratified seeds provides insight into the regulation of dormancy in Davidia

3779 involucrata. Plant Diversity, 2022, 44, 417-427. 1.8 3

Identification of key gene networks controlling vernalization development characteristics of Isatis
indigotica by full-length transcriptomes and gene expression profiles. Physiology and Molecular
Biology of Plants, 2021, 27, 2679-2693.

Transcriptomic analysis of melon/squash graft junction reveals molecular mechanisms potentially

3781 underlying the graft union development. Peer], 2021, 9, e12569.

0.9 8

Temporal Gene Expression in Apical Culms Shows Early Changes in Cell Wall Biosynthesis Genes in
Sugarcane. Frontiers in Plant Science, 2021, 12, 736797.

Modular control of multiple pathways of Corynebacterium glutamicum for 5-aminolevulinic acid

3783 production. AMB Express, 2021, 11, 179. L4 1

Rootstock-Mediated Transcriptional Changes Associated with Cold Tolerance in Prunus mume Leaves.

Horticulturae, 2021, 7, 572.

195



3785

3787

3789

3791

3793

3795

3797

3799

3801

CITATION REPORT

ARTICLE IF CITATIONS

Sex-specific chromatin remodelling safeguards transcription in germ cells. Nature, 2021, 600, 737-742. 13.7 24

Comparative Analysis of Single-Cell RNA Sequencing Platforms and Methods. Journal of Biomolecular

Techniques, 2021, 32, 3fc1f5fe.3ecceall.

The Ovarian Development Genes of Bisexual and Parthenogenetic Haemaphysalis longicornis Evaluated

by Transcriptomics and Proteomics. Frontiers in Veterinary Science, 2021, 8, 783404. 0.9 3

Comparative Genome and Transcriptome Integration Studies Reveal the Mechanism of Pectoral Muscle
Development and Function in Pigeons. Frontiers in Genetics, 2021, 12, 735795.

Emerging roles of circRNAs in regulating thermal and hypoxic stresses in Apostichopus japonicus

(Echinodermata: Holothuroidea). Ecotoxicology and Environmental Safety, 2021, 228, 112994. 2.9 5

Integrated Study of Transcriptome-wide m6A Methylome Reveals Novel Insights Into the Character and
Function of m6A Methylation During Yak Adipocyte Differentiation. Frontiers in Cell and
Developmental Biology, 2021, 9, 689067.

Comparative transantomlc analysis of gonadal development and renewal in the ovoviviparous black 12 5
rockfish (Sebastes schlegelii). BMC Genomics, 2021, 22, 874. )

Interference With ACSL1 Gene in Bovine Adipocytes: Transcriptome Profiling of mRNA and IncRNA
Related to Unsaturated Fatty Acid Synthesis. Frontiers in Veterinary Science, 2021, 8, 788316.

Mobile Messenger RNAs in Grafts of Salix matsudana Are Associated with Plant Rooting. Forests, 2022, 0.9 3
13, 354. :

Transcriptome of miRNA during inhibition of <i>Bombyx mori</[i> nuclear polyhedrosis virus by
geldanamycin in BmN cells. Archives of Insect Biochemistry and Physiology, 2022, 110, e21880.

Integrated Analysis of the ceRNA Network and M-7474 Function in Testosterone-Mediated Fat 1.0 5
Deposition in Pigs. Genes, 2022, 13, 668. :

Transcriptome analysis reveals anthocyanin regulation in Chinese cabbage (Brassica rapa L.) at low
temperatures. Scientific Reports, 2022, 12, 6308.

Multi-Omics Reveals That the Rumen Transcriptome, Microbiome, and Its Metabolome Co-regulate Cold

Season Adaptability of Tibetan Sheep. Frontiers in Microbiology, 2022, 13, 859601. L5 14

CRISPR/Cas9-targeted mutagenesis of <i>SICMT4<[i>causes changes in plant architecture and
reproductive organs in tomato. Horticulture Research, 2022, 9, .

Placental Transcription Profiling in 653€“23 Weeksa€™ GCestation Reveals Differential Transcript Usage in

Early Development. International Journal of Molecular Sciences, 2022, 23, 4506. 18 3

Cross-species transcriptomes reveal species-specific and shared molecular adaptations for plants
development on iron-rich rocky outcrops soils. BMC Genomics, 2022, 23, 313.

Toxicity of procymidone toA <i>Bombyx mori</i> based on physiological and transcriptomic analysis.

Archives of Insect Biochemistry and Physiology, 2022, , 21906. 0-6 0

Physiological Analysis and Transcriptome Sequencing Reveal the Effects of Salt Stress on Banana

(Musa acuminata cv. BD) Leaf. Frontiers in Plant Science, 2022, 13, 822838.

196



3803

38056

3807

3809

4452

4454

4456

4458

4460

CITATION REPORT

ARTICLE IF CITATIONS

Integrative Transcriptome and Metabolome Profiles Reveal Common and Unique Pathways Involved in
Seed Initial Imbibition Under Artificial and Natural Salt Stresses During Germination of Halophyte 1.7 3
Quinoa. Frontiers in Plant Science, 2022, 13, 853326.

DEK modulates both expression and alternative splicing of cancera€related genes. Oncology Reports,

2022,47,.

MicroRNA Profile of MA-104 Cell Line Associated With the Pathogenesis of Bovine Rotavirus Strain

Circulated in Chinese Calves. Frontiers in Microbiology, 2022, 13, 854348. 1.5 1

Conjunctive Analyses of Bulk Segregant Analysis Sequencing and Bulk Segregant RNA Sequencing to
Identify Candidate Genes Controlling Spikelet Sterility of Foxtail Millet. Frontiers in Plant Science,
2022, 13, 842336.

A common framework of monocyte-derived macrophage activation. Science Immunology, 2022, 7, 5.6 58
eabl7482. )

Insights Into Long Non-Coding RNA and mRNA Expression in the Jejunum of Lambs Challenged With
Escherichia coli F17. Frontiers in Veterinary Science, 2022, 9, 819917.

Somatic genomic changes in single Alzheimera€™s disease neurons. Nature, 2022, 604, 714-722. 13.7 92

Regulation of gene expression during ontogeny of physiological function in the brackishwater
amphipod Gammarus chevreuxi. Marine Genomics, 2022, 63, 100948.

Interactive and Reproducible Workflows for Exploring and Modeling RNA3€seq Data with pcaExplorer,

Ideal, and GeneTonic. Current Protocols, 2022, 2, e411. 1.3 o

Transcriptome analysis of fasudil treatment in the APPswe/PSEN1dE9 transgenic (APP/PS1) mice model
of Alzheimer&€™s disease. Scientific Reports, 2022, 12, 6625.

Transcriptomic analysis of OsRUS1 overexpression rice lines with rapid and dynamic leaf rolling

morphology. Scientific Reports, 2022, 12, 6736. L6 5

Molecular Mechanism of Sevoflurane Preconditioning Based on Whole-transcriptome Sequencing of
Lipopolysaccharide-induced Cardiac Dysfunction in Mice. Journal of Cardiovascular Pharmacology,
2022, 79, 846-857.

Cohesin-dependence of neuronal gene expression relates to chromatin loop length. ELife, 2022, 11, . 2.8 40

Transcriptomic Analysis of Entomopathogenic Fungus Beauveria Bassiana Infected by a Hypervirulence
Polymycovirus BbPmV-4. SSRN Electronic Journal, O, , .

Identification of potential key genes in resveratrol biosynthesis via transcriptional analyses of berry
development in grapevine (&It;i&gt;Vitis&lt; /i&gt; spp.) genotypes varying in 0.9 2
&lt;i&gt;trans&lt;/i&gt;-resveratrol content. Fruit Research, 2022, 2, 1-10.

Genomic and Transcriptomic Analyses Reveal Pathways and Genes Associated With Brittle Stalk

Phenotype in Maize. Frontiers in Plant Science, 2022, 13, 849421. L7 2

Mechanism of Sugarbeet Seed Germination Enhanced by Hydrogen Peroxide. Frontiers in Plant Science,

2022, 13, 888519.

197



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptome Analysis Reveals the Molecular Response to Salinity Challenge in Larvae of the Giant

4462 Freshwater Prawn Macrobrachium rosenbergii. Frontiers in Physiology, 2022, 13, 885035.

1.3 1

Graphene-Mediated Antioxidant Enzyme Activity and Respiration in Plant Roots. ACS Agricultural

Science and Technology, 2022, 2, 646-660.

4464

Molecular proﬁlin% reveals features of clinical immunity and immunosuppression in asymptomatic 3.9 9

<i>P. falciparum«<[i> malaria. Molecular Systems Biology, 2022, 18, e10824.

ERK1/2 is an ancestral organising signal in spiral cleavage. Nature Communications, 2022, 13, 2286.

Transcriptome Analysis of the Cf-13-Mediated Hypersensitive Response of Tomato to Cladosporium

4466 £ lyum Infection. International Journal of Molecular Sciences, 2022, 23, 4844.

1.8 6

Comparative Analysis of Transcriptome Profiles Reveals the Mechanisms in the Difference of Low
Potassium Tolerance among Cultivated and Tibetan Wild Barleys. Agronomy, 2022, 12, 1094.

Microbiota and Transcriptomic Effects of an Essential Oil Blend and Its Delivery Route Compared to

4469 2n Antibiotic Growth Promoter in Broiler Chickens. Microorganisms, 2022, 10, 861.

1.6 5

Integrative Analysis of INcRNA-miRNA-mRNA Regulatory Network Reveals the Key IncRNAs Implicated
Potentially in the Differentiation of Adipocyte in Goats. Frontiers in Physiology, 2022, 13, .

Whole-Transcriptome Analysis Reveals Long Noncoding RNAs Involved in Female Floral Development

WL of Hickory (Carya cathayensis Sarg.). Frontiers in Genetics, 2022, 13, .

1.1 2

Biocontrol and Action Mechanism of Bacillus subtilis Lipopeptidesd€™ Fengycins Against Alternaria
solani in Potato as Assessed by a Transcriptome Analysis. Frontiers in Microbiology, 2022, 13, .

Triticale Improvement: Mining of Genes Related to Yellow Rust Resistance in Triticale Based on

4473 Transcriptome Sequencing. Frontiers in Plant Science, 2022, 13, .

1.7 7

Genome-Wide Characterization of the Methyl CpG Binding Domain-Containing Proteins in Watermelon
and Functional Analysis of Their Roles in Disease Resistance Through Ectopic Overexpression in
Arabidopsis thaliana. Frontiers in Plant Science, 2022, 13, .

RNA-seq reveals insights into molecular mechanisms of metabolic restoration via tryptophan

4475 supplementation in low birth weight piglet model. Journal of Animal Science, 2022, 100, .

0.2 2

Genetic variation in <i>CaTIFY4b«</i> contributes to drought adaptation in chickpea. Plant
Biotechnology Journal, 2022, 20, 1701-1715.

MicroRNA-resistant alleles of <i>HOMEOBOX DOMAIN-2<[i> modify inflorescence branching and

4477 increase grain protein content of wheat. Science Advances, 2022, 8, eabn5907.

4.7 19

Transcriptome analysis of developing zebrafish (Danio rerio) embryo following exposure to
Gaudichaudione H reveals teratogenicity and cardiovascular defects caused by abnormal iron
metabolism. Chemico-Biological Interactions, 2022, 361, 109968.

4479 MIR-375 Induced the Formation and Transgenerational Inheritance of Fatty Liver in Poultry by 0.9 o
Targeting <i>MAP3K1</i>. DNA and Cell Biology, 2022, , . :

Characterization of Phytohormones and Transcriptomic Profiling of the Female and Male

Inflorescence Development in Manchurian Walnut (Juglans mandshurica Maxim.). International
Journal of Molecular Sciences, 2022, 23, 5433.

198



CITATION REPORT

# ARTICLE IF CITATIONS

Diet and Host Genetics Drive the Bacterial and Fungal Intestinal Metatranscriptome of Gilthead Sea

4481 Broam. Frontiers in Microbiology, 2022, 13, .

15 12

Transcriptomic Analysis of the Spleen of Different Chicken Breeds Revealed the Differential Resistance

of Salmonella Typhimurium. Genes, 2022, 13, 811.

Transcriptome Analysis of the Digestive Tract of Tachypleus tridentatus and Carcinoscorpius

4483 otundicauda. Journal of Ocean University of China, 2022, 21, 591-600.

0.6 1

Long Non-Coding RNA GDAR Regulates Ovine Granulosa Cells Apoptosis by Affecting the Expression of
Apoptosis-Related Genes. International Journal of Molecular Sciences, 2022, 23, 5183.

Overexpressing PpBURP2 in Rice Increases Plant Defense to Abiotic Stress and Bacterial Leaf Blight.

4485 Frontiers in Plant Science, 2022, 13, .

1.7 3

Anthocyanin regulatory networks in Solanum tuberosum L. leaves elucidated via integrated
metabolomics, transcriptomics, and StAN1 overexpression. BMC Plant Biology, 2022, 22, 228.

44g7 ESRI mediates estrogen-induced feminization of genetic male Chinese soft-shelled turtle. Biology of 12 ;
Reproduction, 2022, 107, 779-789. )

Molecular mechanism of the parasitic interaction between <i>Orobanche cumanac/i> wallr. and
sunflowers. Journal of Plant Interactions, 2022, 17, 549-561.

Bulk RNA-Seq Analysis Reveals Differentially Expressed Genes Associated with Lateral Branch Angle in

4489 poanut. Genes, 2022, 13, 841.

1.0 5

Comprehensive transcriptomic analysis reveals insights into the gill response to hypoxia and Poly I:C
in Qihe crucian carp Carassius auratus. Aquaculture Reports, 2022, 24, 101154.

Trace phenolic acids simultaneously enhance degradation of chlorophenol and biofuel production by

4491 Chiorella regularis. Water Research, 2022, 218, 118524. 53 13

Multi-omics analysis of oral bacterial biofilm on titanium oxide nanostructure modified implant
surface: In vivo sequencing-based pilot study in beagle dogs. Materials Today Bio, 2022, 15, 100275.

4493 Novel biomarkers identified in triple-negative breast cancer through RNA-sequencing. Clinica Chimica 0.5 5
Acta, 2022, 531, 302-308. :

Uncovering early thyroid hormone signalling events through temperature-mediated activation of
molecular memory in the cultured bullfrog tadpole tail fin. General and Comparative Endocrinology,
2022, 323-324, 114047.

Integrated insights into the mechanisms underlying sepsis-induced myocardial depression using a

4495 quantitative global proteomic analysis. Journal of Proteomics, 2022, 262, 104599.

1.2 4

Transcriptomic and metabolomic analyses reveal defense mechanism in 4€'Betad€™ grapevine root border
cells under lshydroxybenzoic acid stress. Scientia Horticulturae, 2022, 302, 111169.

Upregulation of defense-related ghene expressions associated with lethal growth failure in the hybrid
c

4497 seedlings of Japanese flowering cherry. Tree Genetics and Genomes, 2022, 18, .

0.6 2

Genome-Wide Identification and Characterization of Long Non-Coding RNAs in Longissimus dorsi

Skeletal Muscle of Shandong Black Cattle and Luxi Cattle. Frontiers in Genetics, 2022, 13, .

199



CITATION REPORT

# ARTICLE IF CITATIONS

Evaluation of cold tolerance and gene expression patterns associated with low-temperature stress in

4499 giant freshwater prawn Macrobrachium rosenbergii. Aquaculture Reports, 2022, 24, 101172.

0.7 4

Characterization of m<sup>6</sup>A modifications in the contemporary Zika virus genome and host

cellular transcripts. Journal of Medical Virology, 2022, 94, 4309-4318.

Delayed processing of blood samples impairs the accuracy of mRNA-based biomarkers. Scientific

4501 Reports, 2022, 12, 8196. L6 6

Cold Atmospheric Plasma Boosts Virus Multiplication via EGFR(Tyr1068) Phosphorylation-Mediated
Control on Cell Mitophagy. International Journal of Biological Sciences, 2022, 18, 3405-3420.

4506 Allele expression biases in mixed-ploid sugarcane accessions. Scientific Reports, 2022, 12, . 1.6 1

A Cys2His2 Zinc Finger Transcription Factor BpSZA1 Positively Modulates Salt Stress in Betula
platyphylla. Frontiers in Plant Science, 2022, 13, .

Transcriptome analysis in the silkworm Bombyx mori overexpressing piRNA-resistant Masculinizer

4508 gene. Biochemical and Biophysical Research Communications, 2022, 616, 104-109.

1.0 (0]

Full-Length Transcriptional Analysis of the Same Soybean Genotype With Compatible and Incompatible
Reactions to Heterodera glycines Reveals Nematode Infection Activating Plant Defense Response.
Frontiers in Plant Science, 2022, 13, .

Integrated Metabolomic-Transcriptomic Analysis Reveals Diverse Resource of Functional Ingredients

4510 From Persimmon Leaves of Different Varieties. Frontiers in Plant Science, 2022, 13, .

1.7 2

Characterization of a Deep-Sea Actinobacterium Strain Uncovers Its Prominent Capability of Utilizing
Taurine and Polyvinyl Alcohol. Frontiers in Microbiology, 2022, 13, .

Single-molecule long-read sequencing analysis improves genome annotation and sheds new light on

4512 the transcripts and splice isoforms of Zoysia japonica. BMC Plant Biology, 2022, 22, .

1.6 7

Transcriptomic Analysis of Trigeminal Ganglion and Spinal Trigeminal Nucleus Caudalis in Mice with
Inflammatory Temporomandibular Joint Pain. Journal of Pain Research, O, Volume 15, 1487-1502.

Transcriptomics Integrated with Metabolomics Unveil Carotenoids Accumulation and Correlated

4514 Gene Regulation in White and Yellow-Fleshed Turnip (Brassica rapa ssp. rapa). Genes, 2022, 13, 953.

1.0 (0]

Development and Application of Fruit Color-Related Expressed Sequence Tag-Simple Sequence Repeat
Markers in Abelmoschus esculentus on the Basis of Transcriptome Sequencing. Frontiers in Plant
Science, 2022, 13, .

Physiological and comparative transcriptome analyses reveal the mechanisms underlying

4516 waterlogging tolerance in a rapeseed anthocyanin-more mutant. , 2022, 15, .

12

A time-course transcriptome analysis of gonads from yellow catfish (Pelteobagrus fulvidraco)
reveals genes associated with gonad development. BMC Genomics, 2022, 23, .

4519 Transcriptomic and Metabolic Profiling of Kenaf Stems under Salinity Stress. Plants, 2022, 11, 1448. 1.6 2

Deciphering the Molecular Signatures Associated With Resistance to Botrytis cinerea in Strawberry

Flower by Comparative and Dynamic Transcriptome Analysis. Frontiers in Plant Science, 2022, 13, .

200



CITATION REPORT

# ARTICLE IF CITATIONS

4521 Identification of miRNAs in Response to Sweet Potato Weevil (Cylas formicarius) Infection by sRNA 10 3
Sequencing. Genes, 2022, 13, 981. :

Transcriptomic Analysis Reveals That Exogenous Indole-3-Butyric Acid Affects the Rooting Process

During Stem Segment Culturing of Cinnamomum camphora Linalool Type. Plant Molecular Biology
Reporter, 2022, 40, 661-673.

De novo transcriptome assembly of the cotyledon of Camellia oleifera for discovery of genes

4523 regulating seed germination. BMC Plant Biology, 2022, 22, .

1.6 6

Impact of Heat Stress on Expression of Wheat Genes Responsive to Hessian Fly Infestation. Plants,
2022, 11, 1402.

Plasmodium manipulates the expression of host long non-coding RNA during red blood cell

4525 intracellular infection. Parasites and Vectors, 2022, 15, .

1.0 8

Comparative Transcriptome Analysis Reveals the Process of Ovarian Development and Nutrition
Metabolism in Chinese Mitten Crab, Eriocheir Sinensis. Frontiers in Genetics, 0, 13, .

Heat stress response in Chinese cabbage (<i>Brassica rapa</i> L.) revealed by transcriptome and

4527 physiological analysis. Peer], 0, 10, e13427.

0.9 8

The impact of different feeds on DNA methylation, glycolysis/gluconeogenesis signaling pathway, and
gene expression of sheep muscle. Peer], O, 10, e13455.

Expression Regulation of Water Reabsorption Genes and Transcription Factors in the Kidneys of Lepus

4529 yarkandensis. Frontiers in Physiology, 2022, 13, .

1.3 2

Comparative Transcriptomic Immune Responses of Mullet (Mugil cephalus) Infected by Planktonic and
Biofilm Lactococcus Garvieae. Frontiers in Cellular and Infection Microbiology, 2022, 12, .

Transcriptome analysis reveals distinct innate immunity and ribosomal response at early stage of
4531  AcMNPV infection in haemocyte of silkworm resistant and susceptible strains. Journal of Asia-Pacific 0.4 3
Entomology, 2022, 25, 101938.

Comparative Transcriptomics of Gonads Reveals the Molecular Mechanisms Underlying Gonadal
Development in Giant Freshwater Prawns (Macrobrachium rosenbergii). Journal of Marine Science and
Engineering, 2022, 10, 737.

Full-Length Transcriptome Sequencing Reveals the Impact of Cold Stress on Alternative Splicing in

4534 Quinoa. International Journal of Molecular Sciences, 2022, 23, 5724.

1.8 10

Caterpillar-induced Rice Volatile (E)-2-Farnesene Impairs the Development and Survival of Chilo
suppressalis Larvae by Disrupting Insect Hormone Balance. Frontiers in Physiology, 2022, 13, .

Transcriptome Analysis Reveals Key miRNAZ€“mRNA Pathways in Ovarian Tissues of Yunshang Black Goats

4536 \With Different Kidding Numbers. Frontiers in Endocrinology, 2022, 13, .

Exogenous melatonin improves the resistance to cucumber bacterial angular leaf spot caused by
<i>Pseudomonas syringae</i> pv. <i>Lachrymans</[i>. Physiologia Plantarum, 2022, 174, .

Effects of ACTH-Induced Long-Term Hypercortisolism on the Transcriptome of Canine Visceral Adipose

4538 Tissue. Veterinary Sciences, 2022, 9, 250.

0.6 1

Transcriptional Analysis of Listeria monocytogenes Invasion of Macrophages. Applied Biochemistry

and Microbiology, 2022, 58, 302-308.

201



4540

4542

4545

4547

4549

4551

4553

4557

4559

CITATION REPORT

ARTICLE IF CITATIONS

Epigenetic reprogramming of H3K27me3 and DNA methylation during leaf-to-callus transition in peach.

Horticulture Research, 2022, 9, . 2.9 10

Dietary supplementation with metformin improves testis function and semen quality and increases

antioxidants and autophagy capacity in goats. Theriogenology, 2022, 188, 79-89.

Metabolic engineering of <i>Komagataella phaffii</i> for synergetic utilization of glucose and

glycerol. Yeast, O, , . 0.8 2

Rapeseed (Brassica napus) Mitogen-Activated Protein Kinase 1 Enhances Shading Tolerance by
Regulating the Photosynthesis Capability of Photosystem Il. Frontiers in Plant Science, 2022, 13, .

Boron contributes to excessive aluminum tolerance in trifoliate orange (Poncirus trifoliata (L.) Raf.)
by inhibiting cell wall deposition and promoting vacuole compartmentation. Journal of Hazardous 6.5 11
Materials, 2022, 437, 129275.

High-quality chromosome-level genome assembly of Litsea coreana L. provides insights into
Magnoliids evolution and flavonoid biosynthesis. Genomics, 2022, 114, 110394.

ITRAQ-Based Proteomic Analysis of Wheat (Triticum aestivum) Spikes in Response to Tilletia
controversa KAY4hn and Tilletia foetida KAY4hn Infection, Causal Organisms of Dwarf Bunt and Common 1.3 2
Bunt of Wheat. Biology, 2022, 11, 865.

The Isolation and Full-Length Transcriptome Sequencing of a Novel Nidovirus and Response of Its
Infection in Japanese Flounder (Paralichthys olivaceus). Viruses, 2022, 14, 1216.

The Particular Expression Profiles of Circular RNA in Peripheral Blood of Myocardial Infarction

Patients by RNA Sequencing. Frontiers in Cardiovascular Medicine, 0, 9, . 11 7

Genome-wide DNA methylation reveals potential epigenetic mechanism of age-dependent viral
susceptibility in grass carp. Immunity and Ageing, 2022, 19, .

Comparative Ehysiological and transcriptomic analysis of sesame cultivars with different tolerance 14 3

responses to heat stress. Physiology and Molecular Biology of Plants, 2022, 28, 1131-1146.

Identification of the Key Genes Associated with Different Hair Types in the Inner Mongolia Cashmere
Goat. Animals, 2022, 12, 1456.

Integrated transcriptomic and gibberellin analyses reveal genes related to branch development in

Eucalyptus urophylla. Plant Physiology and Biochemistry, 2022, 185, 69-79. 2.8 2

Transcriptome analysis of Crimson seedless grapevine (Vitis vinifera L.) infected by grapevine berry
inner necrosis virus. Current Research in Virological Science, 2022, 3, 100024.

IR: Regulation of DNA Methylation During the Testicular Development of Shaziling Pigs. SSRN

Electronic Journal, O, , . 0.4 0

Transcriptomic and proteomic analyses of Cucurbita ficifolia BouchA© (Cucurbitaceae) response to
Fusarium oxysporum f.sp. cucumerium. BMC Genomics, 2022, 23, .

Cell type-specific abnormalities of central nervous system in myotonic dystrophy type 1. Brain

Communications, 2022, 4, . L5 6

Contribution and clinical relevance of germline variation to the cancer transcriptome. BMC Cancer,

2022, 22,.

202



CITATION REPORT

# ARTICLE IF CITATIONS

Remote ischemic preconditioning causes transient cell cycle arrest and renal protection by a

4561 NF-[2Ba€“dependent Sema5B pathway. JCl Insight, 2022, 7, . 2.3 6

The Identification of Broomcorn Millet bZIP Transcription Factors, Which Regulate Growth and

Development to Enhance Stress Tolerance and Seed Germination. International Journal of Molecular
Sciences, 2022, 23, 6448.

Changes in the Coexpression of Innate Immunity Genes During Persistent Islet Autoimmunity Are
4563 Associated With Progression of Islet Autoimmunity: Diabetes Autoimmunity Study in the Young 0.3 3
(DAISY). Diabetes, 2022, 71, 2048-2057.

Transcriptome Integration Analysis at Different Embryonic Ages Reveals Key IncRNAs and mRNAs for
Chicken Skeletal Muscle. Frontiers in Veterinary Science, 0, 9, .

FBXO38 Ubiquitin Ligase Controls Sertoli Cell Maturation. Frontiers in Cell and Developmental

4565 Biology, 0, 10, .

1.8 4

Identification, characterization and functional analysis of gonadal long noncoding RNAs in a
protogynous hermaphroditic teleost fish, the ricefield eel (Monopterus albus). BMC Genomics, 2022,
2

3.

Functional characterization of the schizophrenia associated gene <scp> <i>AS3MT</[i> <[scp>
4567 identifies a role in neuronal development. American Journal of Medical Genetics Part B: 1.1 2
Neuropsychiatric Genetics, O, , .

Differential regulatory roles of microRNAs during intramuscular adipogenesis in Chinese Guizhou
Congjiang Xiang pigs. Epigenetics, 2022, 17, 1800-1819.

Identification of Dezhou donkey muscle development-related genes and long non-coding RNA based on

4569 differential expression analysis. Animal Biotechnology, 0, , 1-11.

0.7 1

UVB Irradiation-Induced Transcriptional Changes in Lignin- and Flavonoid Biosynthesis and
Indole/Tryptophan-Auxin-Responsive Genes in Rice Seedlings. Plants, 2022, 11, 1618.

The evolutionary history and mechanistic basis of female ornamentation in a tropical songbird.

4571 Evolution; International Journal of Organic Evolution, O, , .

11 11

The Female Gametophyte Characteristics and Gene Expression Analysis Involved in Apomixis of Wild
Germplasm Materials of KentucRy Bluegrass in Gansu Province of China. Journal of Plant Growth
Regulation, O, , .

Four-Pyroptosis Gene-Based Nomogram as a Novel Strategy for Predicting the Effect of Immunotherapy

4573 in Hepatocellular Carcinoma. BioMed Research International, 2022, 2022, 1-24.

Dynamic Changes of Transcriptome and Metabolites During Ripening of Alpinia Oxyphylla Fruit (AOF).
Journal of Plant Biology, 2022, 65, 445-457.

FBX038 Ubiquitin Ligase Controls Centromere Integrity via ZXDA/B Stability. Frontiers in Cell and

4576 Developmental Biology, 0, 10, .

1.8 2

Comparative transcriptomics reveals the molecular toolkit used by an algivorous protist for cell
wall perforation. Current Biology, 2022, 32, 3374-3384.e5.

Regulation of the Cell Cycle, Apoptosis, and Proline Accumulation Plays an Important Role in the

4578 Stress Response of the Eastern Oyster Crassostrea Virginica. Frontiers in Marine Science, 0, 9, .

1.2 3

Changes in the Transcriptome and Chromatin Landscape in BRAFi-Resistant Melanoma Cells. Frontiers

in Oncology, 0, 12, .

203



4580

4582

4584

4587

4589

4591

4593

4595

4597

CITATION REPORT

ARTICLE IF CITATIONS

Loss of anthocyanidin synthase gene is associated with white flowers of Salvia miltiorrhiza Bge. f.

alba, a natural variant of S. miltiorrhiza. Planta, 2022, 256, . L6 6

The Landscape of DNA Methylation Generates Insight Into Epigenetic Regulation of Differences

Between Slow-Twitch and Fast-Twitch Muscles in Pseudocaranx dentex. Frontiers in Marine Science, O,
9,.

Integrated Analysis of Hi-C and RNA-Seq Reveals the Molecular Mechanism of Autopolyploid Growth

Advantages in Pak Choi (Brassica rapa ssp. chinensis). Frontiers in Plant Science, 0, 13, . 17 2

Gene Co-expression Network Analysis of the Comparative Transcriptome Identifies Hub Genes
Associated With Resistance to Aspergillus flavus L. in Cultivated Peanut (Arachis hypogaea L.).
Frontiers in Plant Science, O, 13, .

The Transcriptome Profile of Retinal Pigment Epithelium and MAV4ller Cell Lines Protected by
Risuteganib Against Hydrogen Peroxide Stress. Journal of Ocular Pharmacology and Therapeutics, 0.6 2
2022, 38,513-526.

Transcriptomic Profile Analysis of Populus talassica A— Populus euphratica Response and Tolerance
under Salt Stress Conditions. Genes, 2022, 13, 1032.

Identification of Candidate Genes for a Major Quantitative Disease Resistance Locus From Soybean P

4271058 for Resistance to Phytophthora sojae. Frontiers in Plant Science, O, 13, . L7 2

The Key Network of mRNAs and miRNAs Regulated by HIF1A in Hypoxic Hepatocellular Carcinoma Cells.
Frontiers in Genetics, 0, 13, .

Transcriptomics anagsis provides new insights into the fish antiviral mechanism and identification of
interferon-stimulated genes in grass carp (Ctenopharyngodon idella). Molecular Immunology, 2022, 1.0 7
148, 81-90.

A novel root-specific Di19 transcription factor from Glycine max compromises drought tolerance in
Arabidopsis thaliana through suppression of auxin-related pathway. Environmental and Experimental
Botany, 2022, 201, 104951.

Transcriptome analysis reveals candidate genes involved in multiple heavy metal tolerance in

hyperaccumulator Sedum alfredii. Ecotoxicology and Environmental Safety, 2022, 241, 113795. 2.9 12

Adverse effects of SYP-3343 on zebrafish development via ROS-mediated mitochondrial dysfunction.
Journal of Hazardous Materials, 2022, 437, 129382.

RNA-seq analysis of the differential response to low-temperature stress in two morphs of mud crabs
(Scylla paramamosain). Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 0.4 5
2022, 43,101010.

Transcriptome Analysis Provides Insights into the Role of Phytohormone in Regulating Axillary Bud
Development of Flower Stalk in Phalaenopsis. SSRN Electronic Journal, 0, , .

Modelling Acute Glucocorticoid Transcriptome Response in Human Embryonic Stem Cell Derived

Neural Cultures. SSRN Electronic Journal, O, , . 04 o

Occurrence, Density, and Transcriptomic Response of the Leafhopper <i>Erythroneura sudra</i>
(Hemiptera: Cicadellidae) When Confronted With Different Fruit Tree Species. Journal of Insect
Science, 2022, 22, .

BnKAT2 Positively Regulates the Main Inflorescence Length and Silique Number in Brassica napus by

Regulating the Auxin and Cytokinin Signaling Pathways. Plants, 2022, 11, 1679. 1.6 5

Differing Responses to Phytophthora cinnamomi Infection in Susceptible and Partially Resistant

Persea americana (Mill.) Rootstocks: A Case for the Role of Receptor-Like Kinases and Apoplastic
Proteases. Frontiers in Plant Science, O, 13, .

204



CITATION REPORT

# ARTICLE IF CITATIONS

The Necrotroph Botrytis cinerea BcSpd1 Plays a Key Role in Modulating Both Fungal Pathogenic

4599 Eactors and Plant Disease Development. Frontiers in Plant Science, 0, 13, .

1.7 4

Transcriptome Analysis of Lycoris chinensis Bulbs Reveals Flowering in the Age-Mediated Pathway.

Biomolecules, 2022, 12, 899.

Expression Regulation Mechanisms of Sea Urchin (Strongylocentrotus intermedius) Under the High

4601 Temperature: New Evidence for the miRNA-mRNA Interaction Involvement. Frontiers in Genetics, O, 13, .

1.1 2

Transcriptomic analysis of tuberous root in two sweet potato varieties reveals the important genes
and regulatory pathways in tuberous root development. BMC Genomics, 2022, 23, .

Comparative transcriptome analysis reveals the resistance regulation mechanism and fungicidal

4603 activity of the fungicide phenamacril in Fusarium oxysporum. Scientific Reports, 2022, 12, .

1.6 4

Comparative Transcriptome Profiling Reveals the Genes Involved in Storage Root Expansion in
Sweetpotato (I[pomoea batatas (L.) Lam.). Genes, 2022, 13, 1156.

4605 Isolation, Identification, and Investigation of Pathogenic Bacteria From Common Carp (Cyprinus) Tj ETQqO 0 0 rgBT,/Qverlock, 10 Tf 50

Novel AFp knock-in mouse model shows key features of amyloid pathology and reveals profound
metabolic dysregulation of microglia. Molecular Neurodegeneration, 2022, 17, .

MicroRNA expression profile of chicken cecum in different stages during Histomonas meleagridis

4608 infection. BMC Veterinary Research, 2022, 18, .

0.7 1

Metabolome and Transcriptome Analyses Unravels Molecular Mechanisms of Leaf Color Variation by
Anthocyanidin Biosynthesis in Acer triflorum. Horticulturae, 2022, 8, 635.

Astrocyte-Derived TNF-lz-Activated Platelets Promote Cerebral Ischemia/Reperfusion Injury by Regulating

4610 the RIP1/RIP3JAKT Signaling Pathway. Molecular Neurobiology, 2022, 59, 5734-5749. 1.9 15

Transcriptomic and Widely Targeted Metabolomic Approach Identified Diverse Group of Bioactive
Compounds, Antiradical Activities, and Their Associated Genes in Six Sugarcane Varieties.
Antioxidants, 2022, 11, 1319.

Roles of Alternative Sigma Factors in Invasion and Growth Characteristics of Listeria monocytogenes
4612 10403S Into Human Epithelial Colorectal Adenocarcinoma Caco-2 Cell. Frontiers in Microbiology, 0, 13, 1.5 1

Comparing Transcriptomes Reveals Key Metabolic Mechanisms in Superior Growth Performance Nile
Tilapia (Oreochromis niloticus). Frontiers in Genetics, O, 13, .

Transcriptome Analysis of Soursop (Annona muricata L.) Fruit under Postharvest Storage Identifies

4614 Genes Families Involved in Ripening. Plants, 2022, 11, 1798.

1.6 3

Interleukin-19 Promotes Retinal Neovascularization in a Mouse Model of Oxygen-Induced Retinopathy. ,
2022, 63, 9.

Comparative transcriptome analysis and identification of flavonoid biosynthesis related genes from

4617 triits of different Ficus hirta varieties. Journal of Plant Biochemistry and Biotechnology, O, , .

0.9 (0]

Differential expression profile of plasma exosomal microRNAs in acute type A aortic dissection with

acute lung injury. Scientific Reports, 2022, 12, .

205



CITATION REPORT

# ARTICLE IF CITATIONS

Warming northward shifting southern limits of the iconic temperate seagrass (Zostera marina).

4621 |Science, 2022, 25, 104755, 1.9 5

The Qc5 Allele Increases Wheat Bread-Making Quality by Regulating SPA and SPR. International Journal

of Molecular Sciences, 2022, 23, 7581.

Gene expression of the white-rot fungus <i>Lenzites gibbosa</i> during wood degradation. Mycologia,
4623 0" qg" 0.8 1

Transcriptome analyses unveiled differential regulation of <scp>AGO«</[scp> and <scp>DCL<[scp> genes
by pepino mosaic virus strains. Molecular Plant Pathology, 2022, 23, 1592-1607.

Amino acid sensor GCN2 promotes SARS-CoV-2 receptor ACE2 expression in response to amino acid

4625 deprivation. Communications Biology, 2022, 5, .

2.0 4

Transcriptomic analysis reveals the key role of histone deacetylation via mediating different
phytohormone signalings in fiber initiation of cotton. Cell and Bioscience, 2022, 12, .

Whole-body transcriptome analysis provides insights into the cascade of sequential expression events
4627 involved in growth, immunity, and metabolism during the molting cycle in Scylla paramamosain. 1.6 1
Scientific Reports, 2022, 12, .

Genome-wide identification of circular RNAs in adult Schistosoma japonicum. International Journal
for Parasitology, 2022, , .

Transcriptomic Analysis and Histological Alteration of Black Sea Bream (Acanthopagrus schlegelii)

4629 | iver Fed Different Protein/Energy Ratio Diets. Aquaculture Nutrition, 2022, 2022, 1-14.

1.1 3

<i>Seco<[i>-Lupane Triterpene Derivatives Induce Ferroptosis through GPX4/ACSL4 Axis and Target
Cyclin D1 to Block the Cell Cycle. Journal of Medicinal Chemistry, 2022, 65, 10014-10044.

WAL3 encoding a PLS-type PPR protein regulates chloroplast development in rice. Plant Science, 2022,
4631 323,111382. 17 6

Transcriptome comparison for identification of pigmentation-related genes in different color
varieties of Siamese fighting fish Betta splendens. Comparative Biochemistry and Physiology Part D:
Genomics and Proteomics, 2022, , 101014.

The evolutionary history of cribellate orb-weaver capture thread spidroins. Bmc Ecology and

4634 Eyolution, 2022, 22, . 0.7 6

Chromosome 5P of Agropyron cristatum induces chromosomal translocation by disturbing
homologous chromosome pairing in a common wheat background. Crop Journal, 2023, 11, 228-237.

Comparative Physiological and Transcriptome Analysis Reveal the Molecular Mechanism of Melatonin

4636 4 Regulating Salt Tolerance in Alfalfa (Medicago sativa L.). Frontiers in Plant Science, 0, 13, .

1.7 6

A newlyAcharacterized allele of ZmR1 increases anthocyanin content in whole maize plant and the
regulation mechanism of different ZmR1 alleles. Theoretical and Applied Genetics, 2022, 135, 3039-3055.

Comparative Transcriptome Analysis Reveals Regulatory Factors Involved in Vibrio Parahaemolyticus

4638 Biofilm Formation. Frontiers in Cellular and Infection Microbiology, 0, 12, .

1.8 4

Transcriptional Analysis on Resistant and Susceptible Kiwifruit Genotypes Activating Different

Plant-lmmunity Processes against Pseudomonas syringae pv. actinidiae. International Journal of
Molecular Sciences, 2022, 23, 7643.

206



4640

4642

4644

4646

4648

4650

4652

4654

4656

CITATION REPORT

ARTICLE IF CITATIONS

Prolonged Myocardial Regenerative Capacity in Neonatal Opossum. Circulation, 2022, 146, 125-139. 1.6 9

Hepatitis C Virus Core Protein Promotes the Metastasis of Human Hepatocytes by Activating the

MAPK/ERK/PEA3-SRF/c-Fos/MMPs Axis. Archives of Medical Research, 2022, , .

Phenotypic and transcriptional response of Daphnia pulicaria to the combined effects of temperature 11 o
and predation. PLoS ONE, 2022, 17, e0265103. ’

Transcriptome Analysis of Moso Bamboo (Phyllostachys edulis) Reveals Candidate Genes Involved in
Response to Dehydration and Cold Stresses. Frontiers in Plant Science, O, 13, .

Transcriptomic and Histological Analysis of the Greentail Prawn ( <i>Metapenaeus bennettae</i> )

Following Light Crude Oil Exposure. Environmental Toxicology and Chemistry, 0, , . 2.2 2

The Mechanism of MADS-box Gene SIMBP3 Modulating Tomato Fruit Size. Russian Journal of Plant
Physiology, 2022, 69, .

Transcriptome Analysis Reveals Molecular Mechanisms under Salt Stress in Leaves of Foxtail Millet

(Setaria italica L.). Plants, 2022, 11, 1864. 1.6 6

Unraveling the toxic effects mediated by the neurodegenerative diseased€“associated S375G mutation of
TDP-43 and its S375E phosphomimetic variant. Journal of Biological Chemistry, 2022, 298, 102252.

Plasma membrane-nucleo-cytoplasmic coordination of a receptor-like cytoplasmic kinase promotes

EDS1-dependent plant immunity. Nature Plants, 2022, 8, 802-816. +7 30

The starch-sugar interconversion mechanism during bulb development of Cardiocrinum giganteum
(Wall.) Makino revealed by transcriptome and metabolite analysis. Industrial Crops and Products,
2022, 187,115318.

Debaryomyces hansenii CBS 8339 promotes larval development in Seriola rivoliana. Aquaculture, 2022, 17 6
560, 738587. :

Transcriptome Analysis of Propylaea quatuordecimpunctata L. (Coleoptera: Coccinellidae) under High
Temperature Stress. Agriculture (Switzerland), 2022, 12, 1088.

Integrative analysis uncovers response mechanism of Pirata subpiraticus to chronic cadmium stress. 97
Environmental Science and Pollution Research, 2022, 29, 90070-90080. ’

Smart Approach for the Design of Highly Selective Aptamer-Based Biosensors. Biosensors, 2022, 12, 574.

The AP2/ERF GmERF113 Positively Regulates the Drought Response by Activating GmPR10-1 in Soybean.

International Journal of Molecular Sciences, 2022, 23, 8159. 1.8 13

A comparative study of microRNAs in different stages of Eimeria tenella. Frontiers in Veterinary
Science, 0, 9, .

A single&€nucleotide polymorphism in <i>WRKY33<[i> promoter is associated with the cold sensitivity in a5 18
cultivated tomato. New Phytologist, 2022, 236, 989-1005. :

GmFT3a fine-tunes flowering time and improves adaptation of soybean to higher latitudes. Frontiers in

Plant Science, 0, 13, .

207



4658

4661

4663

4665

4667

4669

4671

4673

4675

CITATION REPORT

ARTICLE IF CITATIONS

<i>Staphylococcus aureus</i>induces a muted host response in human blood that blunts the
recruitment of neutrophils. Proceedings of the National Academy of Sciences of the United States of 3.3 13
America, 2022, 119, .

miRNA-mRNA associations with inosine monophosphate specific deposition in the muscle of Jingyuan

chicken. British Poultry Science, 2022, 63, 821-832.

Deletion of Abi3/Gn%t2 influences age-progressive amyloid 12 and tau pathologies in distinctive ways. 3.0 6
Alzheimer's Research and Therapy, 2022, 14, . :

Ribonuclease Ha€like gene <i> SMALL GRAIN2<[i> regulates grain size in rice through brassinosteroid
signaling pathway. Journal of Integrative Plant Biology, 2022, 64, 1883-1900.

RNA-Seq Provides Insights into the Mechanisms Underlying llyonectria robusta Responding to
Secondary Metabolites of Bacillus methylotrophicus NJ13. Journal of Fungi (Basel, Switzerland), 2022, 1.5 2
8,779.

AaZFP3, a Novel CCCH-Type Zinc Finger Protein from Adonis amurensis, Promotes Early Flowering in
Arabidopsis by Regulating the Expression of Flowering-Related Genes. International Journal of
Molecular Sciences, 2022, 23, 8166.

Cell Responses to Simulated Microgravity and Hydrodynamic Stress Can Be Distinguished by

Comparative Transcriptomics. International Journal of Translational Medicine, 2022, 2, 364-386. 0.1 o

Transcriptomics of developing wild sunflower seeds from the extreme ends of a latitudinal gradient
differing in seed oil composition. Plant Direct, 2022, 6, .

Testing candidate genes linked to corolla shape variation of a pollinator shift in Rhytidophyllum

(Gesneriaceae). PLoS ONE, 2022, 17, €0267540. 11 1

Integrated SRNA-Seq and RNA-Seq Analysis Reveals the Regulatory Roles of miRNAs in the
Low-Temperature Responses of Canarium album. Horticulturae, 2022, 8, 667.

Response of Fusarium pseudograminearum to Biocontrol Agent Bacillus velezensis YB-185 by

Phenotypic and Transcriptome Analysis. Journal of Fungi (Basel, Switzerland), 2022, 8, 763. L5 4

An Association between Insulin Resistance and Neurodegeneration in Zebrafish Larval Model (Danio) Tj ETQq1 1 O.

Agronomical selection on lossa€efa€function of <i>GIGANTEA</i> simultaneously facilitates soybean salt

tolerance and early maturity. Journal of Integrative Plant Biology, 2022, 64, 1866-1882. 41 17

The molecular diversity of transcriptional factor TfoX is a determinant in natural transformation in
Glaesserella parasuis. Frontiers in Microbiology, 0, 13, .

Glucoraphanin and sulforaphane biosynthesis by melatonin mediating nitric oxide in hairy roots of
broccoli (Brassica oleracea L. var. italica Planch): insights from transcriptome data. BMC Plant 1.6 3
Biology, 2022, 22, .

Uncovering a Phenomenon of Active Hormone Transcriptional Regulation during Early Somatic
Embryogenesis in Medicago sativa. International Journal of Molecular Sciences, 2022, 23, 8633.

Transcriptome analysis of flower bud identified genes associated with pistil abortions between long

branches and spur twigs in apricots (Prunus armeniaca L.). PLoS ONE, 2022, 17, e0273109. 11 1

Transcriptomic analysis of the effects of melatonin on genes potentially related to the browning of

broccoli (Brassica oleracea L. var. italica Planch) hairy roots. Plant Growth Regulation, 2022, 98,
557-567.

208



CITATION REPORT

# ARTICLE IF CITATIONS

4675 A gain-of-function allele of a DREB transcription factor gene ameliorates drought tolerance in 31 36
wheat. Plant Cell, 2022, 34, 4472-4494, ’

The Conservation of Long Intergenic Non-Coding RNAs and Their Response to Verticillium dahliae

Infection in Cotton. International Journal of Molecular Sciences, 2022, 23, 8594.

Perfluorooctanoic acid-induced developmental cardiotoxicity in chicken embryo: Roles of miR-490-5p.

4680 Environmental Pollution, 2022, 312, 120022.

3.7 4

Analysis of Elymus nutans seed coat development elucidates the genetic basis of metabolome and
transcriptome underlying seed coat permeability characteristics. Frontiers in Plant Science, 0, 13, .

Identification and Analysis of Long Non-Coding RNAs Related to UV-B-Induced Anthocyanin

4682 Biosynthesis During Blood-Fleshed Peach (Prunus persica) Ripening. Frontiers in Genetics, 0, 13, .

11 (0]

Transcriptome Analysis of Developing Xylem Provides New Insights into Shade Response in Three
Poplar Hybrids. Forests, 2022, 13, 1261.

4684 Multi-omics assessment of dilated cardiomyopathy using non-negative matrix factorization. PLoS ONE, 11 3
2022,17,e0272093. ’

Integrated microRNA and transcriptome profiling reveals the regulatory network of embryo abortion
in jujube. Tree Physiology, O, , .

Comparative histology, transcriptome, and metabolite profiling unravel the browning mechanisms of

4686 calli derived from ginkgo (Ginkgo biloba L.). Journal of Forestry Research, 2023, 34, 677-691.

1.7 9

Transcriptome analysis provides novel insights into the soil amendments induced response in
continuously cropped Codonopsis tangshen. Frontiers in Plant Science, O, 13, .

Comprehensive Profiling of Circular RNAs in Goat Dermal Papilla Cells and Prediction of Their

4688 Modulatory Roles in Hair Growth. Agriculture (Switzerland), 2022, 12, 1306.

1.4 1

Mapping QTL for Adult-Plant Resistance to Stripe Rust in a Chinese Wheat Landrace. International
Journal of Molecular Sciences, 2022, 23, 9662.

4690 Identification of Alkaline Salt Tolerance Genes in Brassica napus L. by Transcriptome Analysis. Genes, 10 5
2022, 13, 1493. )

Ancestral SARS-CoV-2, but not Omicron, replicates less efficiently in primary pediatric nasal epithelial
cells. PLoS Biology, 2022, 20, e3001728.

De novo RNA sequencing for identification of growth-related genes in Silurus lanzhouensis muscle

2 ) > .
469 tissues. Fisheries Science, O, , .

0.7 1

RNA-Seq analysis reveals the important co-expressed genes associated with polyphyllin biosynthesis
during the developmental stages of Paris polyphylla. BMC Genomics, 2022, 23, .

Characterization of the gene expression profile response to drought stress in Haloxylon using PacBio

4694 single-molecule real-time and lllumina sequencing. Frontiers in Plant Science, 0, 13, .

1.7 1

Wiaterlogging Stress Induces Antioxidant Defense Responses, Aerenchyma Formation and Alters

Metabolisms of Banana Plants. Plants, 2022, 11, 2052.

209



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptome analysis revealed gene expression feminization of testis after exogenous tetrodotoxin

4696 4 dministration in pufferfish Takifugu flavidus. BMC Genomics, 2022, 23, .

1.2 (0]

Prkra Mutation Alters Long Noncoding RNA Expression During Embryonic External Ear Development.

Journal of Craniofacial Surgery, 2023, 34, e156-e161.

Energetics, but not development, is impacted in coral embryos exposed to ocean acidification. Journal

4698 o Experimental Biology, 2022, 225, .

0.8 1

Loss of rpoE Encoding the I-Factor of RNA Polymerase Impacts Pathophysiology of the Streptococcus
pyogenes M1T1 Strain 5448. Microorganisms, 2022, 10, 1686.

The SITPL34€"“SIWUS module regulates multid€tocule formation in tomato by modulating auxin and

4701 gibberellin levels in the shoot apical meristem. Journal of Integrative Plant Biology, 2022, 64, 2150-2167.

4.1 3

A Transcriptomic Analysis of Phenotypic Plasticity in Crassostrea virginica Larvae under Experimental
Acidification. Genes, 2022, 13, 1529.

Captivity induces large and population&d€dependent brain transcriptomic changes in wildd€eaught cane

4704 t5ads (<i>Rhinella marina</i>). Molecular Ecology, 2022, 31, 4949-4961. 2.0 5

Insights into the Underlying Mechanism of Ochratoxin A Production in Aspergillus niger CBS 513.88
Using Different Carbon Sources. Toxins, 2022, 14, 551.

Combined Transcriptomic and Metabolomic Analysis Reveals the Mechanism of Flavonoid Biosynthesis

4707 in Handroanthus chrysanthus (Jacq.) S.0.Grose. Forests, 2022, 13, 1285.

0.9 (0]

Analysis of gene expression profile of peripheral blood in alveolar and cystic echinococcosis.
Frontiers in Cellular and Infection Microbiology, 0, 12, .

RNA sequencing reveals dynamic expression of spleen IncRNAs and mRNAs in Beagle dogs infected by

4709 Toxocara canis. Parasites and Vectors, 2022, 15, .

1.0 3

GSA Centrald€”A web platform to perform, learn, and discuss gene set analysis. Frontiers in Medicine, O,
9,.

Genome resequencing clarifies phylogeny and reveals patterns of selection in the toxicogenomics

4712 model <i>Pimephales promelas</[i>. Peer], 0, 10, e13954.

0.9 1

Comparative transcriptome and metabolome analysis reveal key regulatory defense networks and
genes involved in enhanced salt tolerance of <i>Actinidia</i> (Riwifruit). Horticulture Research, 2022,
9,.

4714  Arevisit to universal single-copy genes in bacterial genomes. Scientific Reports, 2022, 12, . 1.6 3

Regulation of DNA methylation during the testicular development of Shaziling pigs. Genomics, 2022,
114, 110450.

Comprehensive Relationship Analysis of the Lon% Noncoding RNAs (IncRNAs) and the Target mRNAs in
4716 Response to the Infection of Edwardsiella anguillarum in European eel (Anguilla anguilla) Inoculated 11 8
with Freundd€™s Adjuvant. Marine Biotechnology, 2022, 24, 956-968.

Comparative RNA-seq analysis and ceRNA network of genistein-treated GT1-7 neurons. Molecular and

Cellular Toxicology, O, , .

210



4718

4720

4722

4725

4728

4730

4732

4734

4736

CITATION REPORT

ARTICLE IF CITATIONS

Acclimatory gene expression of primed clams enhances robustness to elevated 2.0 5
<scp><i>p<[i>CO<sub>2<[sub></scp>. Molecular Ecology, 2022, 31, 5005-5023. :

MYB orchestrates T cell exhaustion and response to checkpoint inhibition. Nature, 2022, 609, 354-360.

The regulation of LncRNA GTL2 expression by DNA methylation during sheep skeletal muscle 13 3
development. Genomics, 2022, 114, 110453. )

Insights into adaFtive divergence of Japanese mantis shrimp Oratosquilla oratoria inferred from
comparative analysis of full-length transcriptomes. Frontiers in Marine Science, 0, 9, .

Analysis of gene expression changes in wheat in response to Rhizoctonia cerealis infection using
RNASeq., 0, , . 0

The Plasmodium falciparum Nuclear Protein Phosphatase NIF4 Is Required for Efficient Merozoite
Invasion and Regulates Artemisinin Sensitivity. MBio, 2022, 13, .

Transcriptome analysis of different life-history stages and screening of male-biased genes in Daphnia 12 3
sinensis. BMC Genomics, 2022, 23, . :

Prmt7 Downregulation in Mouse Spermatogonia Functions through miR-877-3p/Col6a3. Life, 2022, 12,
1194.

Transcriptional, chromatin, and metabolic landscapes of LDHA inhibitora€ “resistant pancreatic ductal

adenocarcinoma. Frontiers in Oncology, 0, 12, . 13 1

Identification and Functional Analysis of MicroRNAs and Their Target Genes in Reverse
Thermosensitive Genic Male Sterility of Eggplant. Journal of the American Society for Horticultural
Science, 2022, 147, 249-259.

Aberrant peribiliary gland niche exacerbates fibrosis in primary sclerosing cholangitis and a potential

therapeutic strategy. Biomedicine and Pharmacotherapy, 2022, 153, 113512. 2.5 8

A different transcriptional landscape sheds light on Russian sturgeon (Acipenser gueldenstaedytii)
mechanisms to cope with bacterial infection and chronic heat stress. Fish and Shellfish Inmunology,
2022, 128, 505-522.

Comparative transcriptomic analysis reveals different host cell responses to Singapore grouper
iridovirus and red-spotted grouper nervous necrosis virus. Fish and Shellfish Inmunology, 2022, 128, 1.6 7
136-147.

Lactucin &amp; Lactucopicrin ameliorates FFA-induced steatosis in HepG2 cells via modulating lipid
metabolism. Journal of Pharmacological Sciences, 2022, 150, 110-122.

DNA methylome of primary spermatocyte reveals epigenetic dysregulation associated with male

sterility of cattleyak. Theriogenology, 2022, 191, 153-167. 0.9 4

Sex-dependent differential transcript expression in the placenta of growth restricted infants.
Placenta, 2022, 128, 1-8.

Transcriptomic analysis reveals crucial regulatory roles of immediate-early response genes and
related signaling pathways in coronavirus infectious bronchitis virus infection. Virology, 2022, 575, 11 1
1-9.

Exogenous expression of barley HYWRKY6 in wheat improves broad-spectrum resistance to leaf rust,

Fusarium crown rot, and sharp eyespot. International Journal of Biological Macromolecules, 2022,
218,1002-1012.

211



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptome analysis provides insights into the role of phytohormones in regulating axillary bud

4738 development of flower stalk in Phalaenopsis. Scientia Horticulturae, 2022, 306, 111419.

1.7 (0]

Hypoxia alters glucose and lipid metabolisms in golden pompano (Trachinotus blochii). Aquaculture,

2023, 562, 738747.

4740 Heterologous Grafting Improves Cold Tolerance of Eggplant. Sustainability, 2022, 14, 11170. 1.6 0

Site-specific decreases in DNA methylation in replicating cells following exposure to oxidative stress.
Human Molecular Genetics, 2023, 32, 632-648.

Comprehensive identification and expression profiling of immune-related IncRNAs and their target
4742  genes in the intestine of turbot (Scophthalmus maximus L.) in response to Vibrio anguillarum 1.6 3
infection. Fish and Shellfish Immunology, 2022, 130, 233-243.

The pattern of DNA methylation alteration, and its association with the expression changes of
non-coding RNAs and mRNAs in Moso bamboo under abiotic stress. Plant Science, 2022, 325, 111451.

a7aq  Sugar accumulation and fruit quality of tomatoes under water deficit irrigation. Postharvest 9.9 10
Biology and Technology, 2023, 195, 112112. :

Characterization and Pathogenicity of Pseudopestalotiopsis vietnamensis Causing Gray Blight of Wuyi
Rock Tea (Camellia sinensis) in China and Specific Mechanisms of Disease Infection. Phyton, 2023, 92,
131-147.

Genes and pathways associated with fear discrimination identified by genome-wide DNA methylation
4746  and RNA-seq analyses in nucleus accumbens in mice. Progress in Neuro-Psychopharmacology and 2.5 2
Biological Psychiatry, 2023, 120, 110643.

Discovery of exercise-related genes and pathway analysis based on comparative genomes of Mongolian
originated Abaga and Wushen horse. Open Life Sciences, 2022, 17, 1269-1281.

Physiological and transcriptomic analysis reveals the postharvest ripening differences between

4748 d€ceNantianhuanga€-and 4€ceBraziliana€:banana fruit. Postharvest Biology and Technology, 2023, 195, 112138.

Comparative transcriptome analysis reveals factors involved in the influence of dietary astaxanthin
on body colouration of Malabar Snapper (Lutjanus malabaricus). Aquaculture, 2023, 562, 738874.

Comparative Physiological and Transcriptomic Analyses of Two Contrasting Pepper Genotypes under
4750 Salt Stress Reveal Complex Salt Tolerance Mechanisms in Seedlings. International Journal of 1.8 1
Molecular Sciences, 2022, 23, 9701.

Integrated RNA-seq and RNAi Analysis of the Roles of the Hsp70 and SP Genes in Red-Shell Meretrix
meretrix Tolerance to the Pathogen Vibrio parahaemolyticus. Marine Biotechnology, 2022, 24, 942-955.

miRNA transcriptome and myofiber characteristics of lamb skeletal muscle during hypertrophic

4752 growthl. Frontiers in Genetics, 0, 13, .

1.1 5

Integrated transcriptome and hormone analyses provide insights into silver thiosulfate-induced
d€cemalenessa€-responses in the floral sex differentiation of pumpkRin (Cucurbita moschata D.). Frontiers
in Genetics, O, 13, .

4754 Plasmodium falciparum and TNF-+ Differentially Regulate Inflammatory and Barrier Integrity Pathways 18 ;
in Human Brain Endothelial Cells. MBio, 2022, 13, . :

Whole exome sequencing of high-risk neuroblastoma identifies novel non-synonymous variants. PLoS

ONE, 2022, 17, e0273280.

212



CITATION REPORT

# ARTICLE IF CITATIONS

Analysis of body color formation of leopard coral grouper Plectropomus leopardus. Frontiers in

4757 Marine Science, O, 9, .

1.2 7

Adaptive biomineralization in two morphotypes of Sternaspidae (Annelida) from the Northern China

Seas. Frontiers in Marine Science, 0, 9, .

4759

Transcriptomic analysis and ph?/siological characteristics of exogenous naphthylacetic acid 0.9 5
i .

application to regulate the healing process of oriental melon grafted onto squash. Peer), 0, 10, e13980.

Comprehensive Transcriptome Analysis Reveals Sex-Specific Alternative Splicing Events in Zebrafish
GConads. Life, 2022, 12, 1441.

4761 The role of OsOFP8 gene in regulating rice leaf angle. Journal of Plant Biochemistry and 0.9 1
Biotechnology, 2023, 32, 304-318. :

Transcriptome analysis of strawberry (<i>Fragaria</i> A— <i>ananasa</i>) responsive to
<i>Colletotrichum gloeosporioides</i> inoculation and mining of resistance genes. Biotechnology
and Biotechnological Equipment, 2022, 36, 684-696.

Transcriptomic and alternative splicing analyses provide insights into the roles of exogenous
4763  salicylic acid ameliorating waxy maize seedling growth under heat stress. BMC Plant Biology, 2022, 22, 1.6 4

Differential expression of circRNAs of testes with high and low sperm motility in Yili geese. Frontiers
in Genetics, 0, 13, .

Comparative RNA-seq analysis reveals a critical role for ethylene in rose (Rosa hybrida) susceptible

4765 response to Podosphera pannosa. Frontiers in Plant Science, 0, 13, .

1.7 5

Target of RaFamycin Regulates Photosynthesis and Cell Growth in Auxenochlorella pyrenoidosa.
International Journal of Molecular Sciences, 2022, 23, 11309.

Characterization of multitype colonies originating from porcine blastocysts produced in vitro.

4768 Frontiers in Cell and Developmental Biology, 0, 10, .

1.8 1

Ectopic Expression of AeNAC83, a NAC Transcription Factor from Abelmoschus esculentus, Inhibits
Growth and Confers Tolerance to Salt Stress in Arabidopsis. International Journal of Molecular
Sciences, 2022, 23, 10182.

4770 Dithranol as novel co-adjuvant for non-invasive dermal vaccination. Npj Vaccines, 2022, 7, . 2.9 3

Group Il intron-like reverse transcriptases function in double-strand break repair. Cell, 2022, 185,
3671-3688.e23.

Expression characteristics of piRNAs in ovine luteal phase and follicular phase ovaries. Frontiers in

4772 Veterinary Science, 0, 9, .

0.9 5

Insecticide Susceptibility and Mechanism of <i>Spodoptera frugiperda</i> on Different Host Plants.
Journal of Agricultural and Food Chemistry, 2022, 70, 11367-11376.

Integrated Transcriptome and Proteome Analysis Reveals that the Antimicrobial Griseofulvin Targets

4775 Didymella segeticola beta-Tubulin to Control Tea Leaf Spot. Phytopathology, O, , .

11 1

Transcriptome Analysis of Inmune Response against Streptococcus agalactiae Infection in the Nile

Tilapia GIFT Strain. Fishes, 2022, 7, 246.

213



CITATION REPORT

# ARTICLE IF CITATIONS

RNA sequencinf and weighted gene co-expression network analysis uncover the hub genes
Id to

4777 controlling co lerance in Helictotrichon virescens seedlings. Frontiers in Plant Science, 0, 13, .

1.7 3

A high-throughput lipidomics and transcriptomic approach reveals novel compounds from sugarcane

linked with promising therapeutic potential against COVID-19. Frontiers in Nutrition, O, 9, .

Wholed€genome resequencing reveals signature of local adaptation and divergence in wild soybean.

4779 Eyolutionary Applications, 2022, 15, 1820-1833. 15 10

Integrated PPI- and WGCNA-retrieval of hub gene signatures for soft substrates inhibition of human
fibroblasts proliferation and differentiation. Aging, 2022, 14, 6957-6974.

Transcriptome analysis reveals the mechanism of chronic heat stress on meat quality of broilers.

4781 Journal of Animal Science and Biotechnology, 2022, 13, .

2.1 11

Operation of a TCA cycle subnetwork in the mammalian nucleus. Science Advances, 2022, 8, .

Comparative transcriptomics of <i>Pinus massoniana</i> organs provides insights on terpene

4783 biosynthesis regulation. Physiologia Plantarum, O, , .

2.6 2

Exogenously applied melatonin alleviates the damage in cucumber plants caused by <i>Aphis
goosypii</[i> through altering the insect behavior and inducing host plant resistance. Pest
Management Science, 2023, 79, 140-151.

Combined physiological and transcriptome analysis revealed the response mechanism of Pogostemon

4785 cablin roots to p-hydroxybenzoic acid. Frontiers in Plant Science, O, 13, .

1.7 8

Integrative metabolome and transcriptome analyses reveal the molecular mechanism underlying
variation in floral scent during flower development of Chrysanthemum indicum var. aromaticum.
Frontiers in Plant Science, O, 13, .

Melatonin-induced physiology and transcriptome changes in banana seedlings under salt stress

4788 . 5nditions. Frontiers in Plant Science, 0, 13, .

1.7 16

Comparative Transcriptome Analysis and Genetic Methods Revealed the Biocontrol Mechanism of
Paenibacilluspolymyxa NSY50 against Tomato Fusarium Wilt. International Journal of Molecular
Sciences, 2022, 23, 10907.

High temperature increased lignin contents of poplar (Populus spp) stem via inducing the synthesis

4790 affeate and coniferaldehyde. Frontiers in Genetics, 0, 13, .

11 6

Early infection response of fungal biotroph Ustilago maydis in maize. Frontiers in Plant Science, O, 13, .

Transcriptional regulation of photomorphogenesis in seedlings of Brassica napus under different

4792 Jight qualities. Planta, 2022, 256, .

1.6 3

The genome of <i>Areca catechuc</i> provides insights into sex determination of monoecious plants.
New Phytologist, 2022, 236, 2327-2343.

Phenotypic and transcriptomic responses of cultivated sunflower seedlings (Helianthus annuus L.) to

4794 four abiotic stresses. PLoS ONE, 2022, 17, e0275462. 11 6

Interaction of MdWRKY24 and MdRGL in Response to Tree Dwarfing in Malus domestica. Agronomy,

2022, 12, 2345.

214



4796

4798

4800

4803

4805

4807

4809

4811

4813

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome Analysis of Dauer Moulting of a Plant Parasitic Nematode, Bursaphelenchus xylophilus 13 o
Promoted by Pine Volatile 12-Pinene. Agronomy, 2022, 12, 2114. )

<i>VvSUN<[i> may act in the auxin pathway to regulate fruit shape in grape. Horticulture Research,

2022, 9,.

Interactions Among Non-Coding RNAs and mRNAs in the Trigeminal Ganglion Associated with

Neuropathic Pain. Journal of Pain Research, 0, Volume 15, 2967-2988. 0.8 7

Functional Identification of Arthrinium phaeospermum Effectors Related to Bambusa pervariabilis A—
Dendrocalamopsis grandis Shoot Blight. Biomolecules, 2022, 12, 1264.

WGCNA Identifies a Comprehensive and Dynamic Gene Co-Expression Network That Associates with

Smut Resistance in Sugarcane. International Journal of Molecular Sciences, 2022, 23, 10770. 18 18

Comparative Transcriptome Analysis of Head Kidney of Aeromonas hydrophila-infected
Hypoxia-tolerant and Normal Large Yellow Croaker. Marine Biotechnology, 2022, 24, 1039-1054.

Integration of multi-omics data reveals cis-regulatory variants that are associated with phenotypic

differentiation of eastern from western pigs. Genetics Selection Evolution, 2022, 54, . 1.2 o

Molecular and Functional Remodeling of Superior and Inferior SAN in a Rat Model of HCM. JACC:
Clinical Electrophysiology, 2022, 8, 1341-1353.

Transcriptome sequencing and DEG analysis in different developmental stages of floral buds induced
by potassium chlorate in &It;i&gt;Dimocarpus longan&lt;/i&gt;. Plant Biotechnology, 2022, 39, 259-272.

Synergistic effects of carbon cycle metabolism and photosynthesis in Chinese cabbage under salt
stress. Horticultural Plant Journal, 2024, 10, 461-472.

<scp><i>MtING2<[i> <[scp> encodes an <scp>ING<[scp> domain <scp>PHD</[scp> finger protein which
affects Medicago growth, flowering, global patterns of <scp>H3K4me3</scp>, and gene expression. 2.8 3
Plant Journal, 2022, 112, 1029-1050.

Bmp5 Mutation Alters mRNA Expression During External Ear Development. Journal of Craniofacial
Surgery, 0, Publish Ahead of Print, .

Colletotrichum siamense infection caused transcripts involved plant hormone signal transduction
and phenylpropanoid biosynthesis varied in strawberry. Notulae Botanicae Horti Agrobotanici 0.5 2
Cluj-Napoca, 2022, 50, 12791.

Integration of mMRNA and miRNA analysis reveals the differentially regulatory network in two
different Camellia oleifera cultivars under drought stress. Frontiers in Plant Science, 0, 13, .

Enhanced Metabolism Evolved High-Level Resistance to Fenoxaprop-P-Ethyl in Alopecurus japonicus. 13 5
Agronomy, 2022, 12, 2172. ’

PBRM1 presents a potential prognostic marker and therapeutic target in duodenal papillary carcinoma.
Clinical and Translational Medicine, 2022, 12, .

Species-specific transcriptomic changes upon respiratory syncytial virus infection in cotton rats. 16 9
Scientific Reports, 2022, 12, . ’

Epigenetic and pharmacological control of pigmentation via Bromodomain Protein 9

(<scp>BRD9</scp>). Pigment Cell and Melanoma Research, 2023, 36, 19-32.

215



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptomic analysis provides insight into defensive strategies in response to continuous cropping

4815 i straw erry (Fragaria A— ananassa Duch.) plants. BMC Plant Biology, 2022, 22, .

1.6 3

Uncovering the mechanism of anthocyanin accumulation in a purple-leaved variety of foxtail millet

(<i>Setaria italica</i>) by transcriptome analysis. Peer), 0, 10, €14099.

Multi-omic Characterization of Pancreatic Ductal Adenocarcinoma Relates <i>CXCR4<[i> mRNA

818 Expression Levels to Potential Clinical Targets. Clinical Cancer Research, 2022, 28, 4957-4967.

3.2 5

The role of <i>Acpbs2<[i> in the asexual sporulation, stress responseAand carbon metabolism of
<i>Aspergillus cristatus</i>. Journal of Basic Microbiology, 2022, 62, 1487-1503.

Toxicity of chronic waterborne zinc exposure in the hepatopancreas of white shrimp Litopenaeus

4820\ annamei. Chemosphere, 2022, 309, 136553. 4.2 8

RNA Sequencing Reveals the Potential Adaptation Mechanism to Different Hosts of Grapholita
molesta. Insects, 2022, 13, 893.

4g0o Differential Spleen miRNA Expression Profile of Beagle Dogs Infected with Toxocara canis. Animals, 10 1
2022, 12, 2638. )

Transcriptome Analysis of é€”KKohoé€TM Grapevine Leaves ldentifies Heat Response Genes Involved in the
Transcriptional Regulation of Photosynthesis and Abscisic Acid. Agronomy, 2022, 12, 2591.

Plant Age and Soil Texture Rather Than the Presence of Root Hairs Cause Differences in Maize

4824 Resource Allocation and Root Gene Expression in the Field. Plants, 2022, 11, 2883.

1.6 2

Integrative Analysis of miRNA-mRNA in Ovarian Granulosa Cells Treated with Kisspeptin in Tan Sheep.
Animals, 2022, 12, 2989.

De Novo transcriptome assembly and differential expression analysis of catharanthus roseus in

4826 response to salicylic acid. Scientific Reports, 2022, 12, .

1.6 5

PTSD, major depression, and advanced transcriptomic age in brain tissue. Depression and Anxiety, 2022,
39, 824-834.

Characterization of Leaf Transcriptome of Grafted Tomato Seedlings after Rhizospheric Inoculation

4828 \ith Azospirillum baldaniorum or Paraburkholderia graminis. Agronomy, 2022, 12, 2537.

1.3 1

RNA-Seq combined with population-level analysis reveals important candidate genes related to seed
size in flax (Linum usitatissimum L.). Frontiers in Plant Science, 0, 13, .

Integrated Transcriptome and Metabolome Analysis of Color Change and Low-Temperature Response

4832 during Flowering of Prunus mume. International Journal of Molecular Sciences, 2022, 23, 12831.

1.8 3

The Key Regulators and Metabolic Intermediates of Lignin Response to Low Temperatures Revealed by
Transcript and Targeted Metabolic Profiling Analysis in Poplar. Agronomy, 2022, 12, 2506.

Transcriptomicsa€“metabolomics joint analysis: New highlight into the triterpenoid saponin

4834 biosynthesis in quinoa (Chenopodium quinoa Willd.). Frontiers in Plant Science, 0, 13, .

1.7 4

Expression profile of long non-coding RNAs in the intestine of black rockfish Sebastes schlegelii in

response to Edwardsiella tarda infection. Journal of Oceanology and Limnology, O, , .

216



4836

4838

4840

4842

4844

4846

4848

4851

4853

CITATION REPORT

ARTICLE IF CITATIONS

Comprehensive Analysis of Transcriptome and Metabolome Elucidates the Molecular Regulatory
Mechanism of Salt Resistance in Roots of Achnatherum inebrians Mediated by EpichloA« gansuensis. 1.5 1
Journal of Fungi (Basel, Switzerland), 2022, 8, 1092.

The unique sweet potato NAC transcription factor IbNAC3 modulates combined salt and drought

stresses. Plant Physiology, 2023, 191, 747-771.

Liver comparative transcriptome analysis reveals the mechanism of the Hainan medaka, <i>Oryzias

curvinotus</i>, to adapt to salinity. Journal of the World Aquaculture Society, 2023, 54, 749-763. 1.2 1

Analyzing the interactions of mRNAs, miRNAs and IncRNAs to predict ceRNA networks in bovine cystic
follicular granulosa cells. Frontiers in Veterinary Science, 0, 9, .

Genome-Wide Survey and Analysis of Microsatellites in Waterlily, and Potential for Polymorphic
Marker Development. Genes, 2022, 13, 1782.

Identification and Characterization of Salt-Responsive MicroRNAs in Taxodium hybrid &€ Zhongshanshan

405&€™ by High-Throughput Sequencing. Forests, 2022, 13, 1685. 0.9 1

CircRNA and miRNA expression analysis in livers of mice with Toxoplasma gondii infection. Frontiers
in Cellular and Infection Microbiology, 0, 12, .

Higha€fat dietd€induced obesity au%ments the deleterious effects of estrogen deficiency on bone: Evidence

from ovariectomized mice. Aging Cell, 2022, 21, . 3.0 1

Inhibition of HCK in myeloid cells restricts pancreatic tumor growth and metastasis. Cell Reports,
2022,41,111479.

Tachykinin-related peptides modulate immune-gene expression in the mealworm beetle Tenebrio

molitor L.. Scientific Reports, 2022, 12, . L6 2

Jatrorrhizine alleviates ulcerative colitis via regulating gut microbiota and NOS2 expression. Gut
Pathogens, 2022, 14, .

Genome-Wide Identification of miRNAs and Its Downstream Transcriptional Regulatory Network

during Seed Maturation in Tilia tuan. Forests, 2022, 13, 1750. 0.9 3

Voriconazole Treatment Induces a Conserved Sterol/Pleiotropic Drug Resistance Regulatory Network,
including an Alternative Ergosterol Biosynthesis Pathway, in the Clinically Important FSSC Species,
Fusarium Reratoplasticum. Journal of Fungi (Basel, Switzerland), 2022, 8, 1070.

Response of Ruminal Microbiotad€“Host Gene Interaction to High-Altitude Environments in Tibetan

Sheep. International Journal of Molecular Sciences, 2022, 23, 12430. 1.8 3

A novel promising diagnostic candidate selected by screening the transcriptome of Babesia gibsoni
(Wuhan isolate) asexual stages in infected beagles. Parasites and Vectors, 2022, 15, .

Transcriptional noise adjusted for exFression levels reveals genes with high transcriptional noise

that are highly expressed, functionally related, and co-regulated in yeast. Current Genetics, O, , . 08 0

Wheat <i>NAMc<[i> genes regulate the majority of early monocarpic senescence transcriptional

changes including nitrogen remobilization genes. G3: Genes, Genomes, Genetics, 2023, 13, .

217



CITATION REPORT

# ARTICLE IF CITATIONS

Trichoderma atroviride hyphal regeneration and conidiation depend on cell-signaling processes

4856 regulated by a microRNA-like RNA. Microbial Genomics, 2022, 8, . 1.0 3

Transcriptome Analysis of Hong Yang Kiwifruit in Response to <i>Bactrocera dorsalis</i> (Diptera:) Tj ETQq1 1 0.784314 rgB'E/Overlo

De Novo Transcriptome Dataset Generation of the Swamp Buffalo Brain and Non-Brain Tissues. BioMed

4858  pesearch International, 2022, 2022, 1-15. 0.9 1

<scp>TaERF87<[scp> and <scp>TaAKS1<[scp> synergistically regulate
<scp>TaP5CS1</[scp>/<scp>TaP5CR1</scp>a€mediated proline biosynthesis to enhance drought tolerance
in wheat. New Phytologist, 2023, 237, 232-250.

4860 ChemFOnt: the chemical functional ontology resource. Nucleic Acids Research, 2023, 51, D1220-D1229. 6.5 5

Transcriptional targets of senataxin and E2 promoter binding factors are associated with
neuro-degenerative pathways during increased autophagic flux. Scientific Reports, 2022, 12, .

Intron turnover is essential to the development and pathogenicity of the plant pathogenic fungus

4863 Fusarium graminearum. Communications Biology, 2022, 5, .

2.0 2

Effects of Dietary Supplementation with Aurantiochytrium sp. on Zebrafish Growth as Determined by
Transcriptomics. Animals, 2022, 12, 2794.

Targeted Metabolome and Transcriptome Analyses Reveal the Pigmentation Mechanism of Hippophae

4865 (Sea Buckthorn) Fruit. Foods, 2022, 11, 3278. 19

Transcriptome analysis reveals the proline metabolic pathway and its potential regulation TF-hub
genes in salt-stressed potato. Frontiers in Plant Science, O, 13, .

4867 Jranscriptome Analysis of Duck and Chicken Brains Infected with Aquatic Bird Bornavirus-1 (ABBV-1). 15 5
Viruses, 2022, 14, 2211. :

Expression of long noncoding RNAs in the ovarian granulosa cells of women with diminished ovarian
reserve using high-throughput sequencing. Journal of Ovarian Research, 2022, 15, .

The NAC transcription factor ONACO83 negatively regulates rice immunity against <i>Magnaporthe
4869 oryzae<[i> by directlr activating transcription of the RING&€H2 gene <i>OsRFPH24€6<[i>. Journal of 4.1 5
Integrative Plant Biology, 2023, 65, 854-875.

Hermansky-Pudlak syndrome type 1 causes impaired anti-microbial immunity and inflammation due to
dysregulated immunometabolism. Mucosal Immunology, 2022, 15, 1431-1446.

Combined analysis of transcriptome and metabolome reveals the molecular mechanism and candidate

4871 genes of Haloxylon drought tolerance. Frontiers in Plant Science, 0, 13, .

1.7 2

Integrated analysis of the whole transcriptome of skeletal muscle reveals the ceRNA regulatory
network related to the formation of muscle fibers in Tan sheep. Frontiers in Genetics, 0, 13, .

Contrasting transcriptomic patterns reveal a genomic basis for drought resilience in the relict fir

4873 (> Abies pinsapoc</i> Boiss. Tree Physiology, 2023, 43, 315-334.

1.4 2

Comparative transcriptome analysis reveals key genes for polyphyllin difference in five <i>Paris</i>

species. Physiologia Plantarum, 2022, 174, .

218



CITATION REPORT

# ARTICLE IF CITATIONS

An integrated analysis of gut microbiota and the brain transcriptome reveals host-gut microbiota

4876 interactions following traumatic brain injury. Brain Research, 2023, 1799, 148149.

11 2

Morphological and Transcriptional Characteristics of the Symbiotic Interaction between Pinus

massoniana and Suillus bovinus. Journal of Fungi (Basel, Switzerland), 2022, 8, 1162.

Allele-specific expression reveals multiple paths to highland adaptation in maize. Molecular Biology

4878 and Evolution, 0, , .

3.5 2

The germination of fungal spores in water and enhanced their resistance to chlor(am)ine:
Characteristics and mechanisms. Chemical Engineering Journal, 2023, 454, 140184.

Identification and characterization of unique and common IncRNAs and mRNAs in the pituitary, ovary,

4880 Jnd uterus of Hu sheep with different prolificacy. Genomics, 2022, 114, 110511.

1.3 4

Comparative transcriptome analysis of resistant and susceptible Kentucky bluegrass varieties in
response to powdery mildew infection. BMC Plant Biology, 2022, 22, .

Comparison of transcriptome responses of the liver, tail fin, and olfactory epithelium of Rana
4882 [Lithobates] catesbeiana tadpoles disrupted by thyroid hormones and estrogen. Aquatic Toxicology, 1.9 3
2022, 253,106344.

RNA-seq and LC-MS/MS analysis of antiviral effects mediated by cold stress and stress hormone
corticosterone in chicken DF-1 cells. Veterinary Microbiology, 2022, 275, 109580.

Comparative transcriptome analysis reveals immunotoxicology induced by three organic UV filters in

4884 Manila clam (Ruditapes philippinarum). Marine Pollution Bulletin, 2022, 185, 114313.

2.3 2

Effects of UVA disappearance and presence on the acylated anthocyanins formation in grape berries.
Food Chemistry Molecular Sciences, 2022, 5, 100142.

Overexpression of CsPP2-Al in cucumber enhanced salt tolerance by participating ABA-JA signaling

4886 pathway and antioxidant system. Environmental and Experimental Botany, 2022, 204, 105095.

2.0 5

An integrative analysis of IncRNAs and mRNAs highlights the potential roles of IncRNAs in the process
of follicle selection in Taihang chickens. Theriogenology, 2023, 195, 122-130.

RNA-sequencing analysis of candidate genes involved in berry development in 'Summer Black' grapes

4888 dits early bud mutants varieties. Scientia Horticulturae, 2023, 308, 111568.

1.7 (0]

Integrated transcriptomic and metabolomics analysis reveals abscisic acid signal transduction and
sugar metabolism pathways as defense responses to cold stress in Argyranthemum frutescens.
Environmental and Experimental Botany, 2023, 205, 105115.

Full-length transcriptome sequencing provides insights into flavonoid biosynthesis in Camellia

4890 itidissima Petals. Gene, 2023, 850, 146924.

1.0 5

Comprehensive analysis of mMRNA-IncRNA co-expression profiles in mouse brain during infection with
Toxoplasma gondii. Acta Tropica, 2023, 237, 106722.

Sinapic and ferulic acid phenethyl esters increase the expression of steroidogenic genes in MA-10

4892 tumor Leydig cells. Toxicology in Vitro, 2023, 86, 105505.

11 2

Glassonet: Identifying Discriminative Gene Sets Among Molecular Subtypes of Breast Cancer. IEEEJACM

Transactions on Computational Biology and Bioinformatics, 2023, 20, 1905-1916.

219



CITATION REPORT

# ARTICLE IF CITATIONS

Tissue-dependent transcriptional and bacterial associations in primary sclerosing

4894 cholangitis-associated inflammatory bowel disease. Wellcome Open Research, 0, 6, 199.

0.9 (0]

Comparative transcriptomic analysis of the larval and adult stages of Dibothriocephalus dendriticus

(Cestoda: Diphyllobothriidea). Parasitology Research, 2023, 122, 145-156.

BmHenl is essential for eupyrene sperm development in Bombyx mori but PIWI proteins are not. Insect

4896 Biochemistry and Molecular Biology, 2022, 151, 103874.

1.2 7

Transcriptome Analysis of Chinese Cabbage Provides Insights into the Basis of Understanding the
Lignin Affected by Low Temperature. Genes, 2022, 13, 2084.

Transcriptomic and Proteomic Profiles for Elucidating Cisplatin Resistance in Head-and-Neck

4899 Squamous Cell Carcinoma. Cancers, 2022, 14, 5511.

1.7 1

Integrated Transcriptome and Metabolome Analysis to Identify Sugarcane Gene Defense against Fall
Armyworm (Spodoptera frugiperda) Herbivory. International Journal of Molecular Sciences, 2022, 23,
13712.

4901 Hranscriptomic analysis of juvenile cobia in response to hypoxic stress. Aquaculture International, 11 1
2023, 31,931-955. ’

Transcriptomic reprogramming of diatom <i>Minutocellus polymorphus</i> grown on urea. Diatom
Research, O, , 1-13.

Two newly-identified biological nitrification inhibitors in Suaeda salsa: Synthetic pathways and

4903 influencing mechanisms. Chemical Engineering Journal, 2023, 454, 140172.

6.6 4

Transcriptomic responses of females to consumption of nuptial food gifts as a potential mediator of
sexual conflict in decorated crickets. Journal of Evolutionary Biology, 2023, 36, 183-194.

4905 The evolutionary landscape and expression pattern of plant lincRNAs. RNA Biology, 2022, 19, 1190-1207. 1.5 6

Spatiotemporal and Transcriptional Characterization on Tanshinone Initial Synthesis in Salvia
miltiorrhiza Roots. International Journal of Molecular Sciences, 2022, 23, 13607.

4907 Orapevine (Vitis vinifera) responses to salt stress and alkali stress: transcriptional and metabolic 16 13
profiling. BMC Plant Biology, 2022, 22, . )

Genome-wide transcriptome profiling revealed biological macromolecules respond to low
temperature stress in Brassica napus L. Frontiers in Plant Science, 0, 13, .

Evidence for the Growth Superiority and Delayed Ovarian Development in Tetraploid Loach Misgurnus

4909 anguillicaudatus. Fishes, 2022, 7, 322.

0.7 1

Comparison of the signaling pathways of wing dimorphism regulated by biotic and abiotic stress in
the brown planthopper. Insect Science, 2023, 30, 1046-1062.

Integrating transcriptomic and metabolomic analysis in roots of wild soybean seedlings in response

AL 4y low-phosphorus stress. Frontiers in Plant Science, 0, 13, .

1.7 3

The Effect of Mitochondria on Ganoderma lucidum Growth and Bioactive Components Based on

Transcriptomics. Journal of Fungi (Basel, Switzerland), 2022, 8, 1182.

220



4913

4915

4917

4919

4921

4923

4926

4928

4930

CITATION REPORT

ARTICLE IF CITATIONS

Study on the interaction mechanism between Crocus sativus and Fusarium oxysporum based on dual 0.8 5
RNA-seq. Plant Cell Reports, 2023, 42, 91-106. ’

Integrated eco-physiological, biochemical, and molecular biological analyses of selenium

fortification mechanism in alfalfa. Planta, 2022, 256, .

Physiological response and transcriptome profiling reveal phosphate-mediated amelioration of
arsenic accumulation and toxicity in Panax notoginseng. Environmental and Experimental Botany, 2.0 1
2023, 206, 105136.

Mining for genes related to pistil abortion in <i>Prunus sibirica</i> L.. Peer), 0, 10, e14366.

Biod€Functionalized Manganese Nanoparticles Suppress Fusarium Wilt in Watermelon (<i>Citrullus) Tj ETQQ0 O O rgBT /Overlock 10 Tf
5.2 22
Community Modulation. Small, 2023, 19, .

Non-coding transcriptomic profiles in the sheep mammary gland during different lactation periods.
Frontiers in Veterinary Science, O, 9, .

Establishment of in vitro regeneration system and molecular analysis of early development of somatic

callus in Capsicum chinense and Capsicum baccatum. Frontiers in Plant Science, 0, 13, . L7 1

Reactive oxygen species-related genes participate in resistance to cucumber green mottle mosaic virus
infection regulated by boron in Nicotiana benthamiana and watermelon. Frontiers in Plant Science, O,
13,.

Chromosome-scale assemblies of the male and female Populus euphratica genomes reveal the

molecular basis of sex determination and sexual dimorphism. Communications Biology, 2022, 5, . 2.0 7

Exosomal long noncoding RNAs MAGI2-AS3 and CCDC144NL-AS1 in oral squamous cell carcinoma
development via the PI3K-AKT-mTOR signaling pathway. Pathology Research and Practice, 2022, 240,
154219.

Comparative transcriptomics reveals unique pine wood decay strategies in the Sparassis latifolia. 16 o
Scientific Reports, 2022, 12, . ’

Revealing the Regulatory Mechanism of INcRNA-LMEP on Melanin Deposition Based on
High-Throughput Sequencing in Xichuan Chicken SRin. Genes, 2022, 13, 2143.

Pituitary-Gland-Based Genes Participates in Intrauterine Growth Restriction in Piglets. Genes, 2022, 13, 10 1
2141. )

Transcriptome analysis reveals the molecular mechanism of cinnamaldehyde against Bacillus cereus
spores in ready-to-eat beef. Food Research International, 2023, 163, 112185.

Integration of the transcriptome and metabolome reveals the mechanism of resistance to low

phosphorus in wild soybean seedling leaves. Plant Physiology and Biochemistry, 2023, 194, 406-417. 2.8 3

Exosomal long non-coding RNA TRAFD1-4:1 derived from fibroblast-like synoviocytes suppresses
chondrocyte proliferation and migration by degrading cartilage extracellular matrix in rheumatoid
arthritis. Experimental Cell Research, 2023, 422, 113441.

A statistical perspective of gene set analysis with trait-specific QTL in molecular crop breeding. , 2023, , o
17-43.

Integrated biochemical, transcriptomic and metabolomic analyses provide insight into heat stress

response in Yangtze sturgeon (Acipenser dabryanus). Ecotoxicology and Environmental Safety, 2023,
249, 114366.

221



CITATION REPORT

# ARTICLE IF CITATIONS

4932 Unraveling correlations between calcium deficiency and spongy tissue in mango fruit flesh. Scientia 17 3
Horticulturae, 2023, 309, 111694. :

Comparative transcriptomic analysis of Glycine so]ja and G. max and functional identification of

GsCNGC20-d interacted with GsCDPK29 under salt stress. Environmental and Experimental Botany,
2023, 206, 105185.

The allene oxide synthase gene family in sugarcane and its involvement in disease resistance. Industrial

4934 Crops and Products, 2023, 192, 116136.

2.5 9

Avermectin induces cardiac toxicity in early embryonic stage of zebrafish. Comparative Biochemistry
and Physiology Part - C: Toxicology and Pharmacology, 2023, 264, 109529.

Embryogenesis of a calanoid copepod analyzed by transcriptomics. Comparative Biochemistry and

4936 Physiology Part D: Genomics and Proteomics, 2023, 45, 101054.

0.4 (0]

A transcriptomic study of &€ Granny Smithd4€™ apple fruit response to x-ray irradiation using RNA-Seq.
Scientia Horticulturae, 2023, 311, 111777.

Genetic dissection of the soybean dwarf mutant dm with integrated genomic, transcriptomic and

4939 methylomic analyses. Frontiers in Plant Science, O, 13, .

1.7 (0]

Identification of Liver Fibrosis-Related MicroRNAs in Human Primary Hepatic Stellate Cells Using
High-Throughput Sequencing. Genes, 2022, 13, 2201.

Transcriptome Profiling to Identify Genes Involved in Non-Target-Site-Based Resistance to

4941 Clodinafop-Propargyl in Asia Minor Bluegrass (Polypogon fugax). Agronomy, 2022, 12, 2998.

1.3 1

Pretreatment of NaCl enhances the drought resistance of cotton by regulating the biosynthesis of
carotenoids and abscisic acid. Frontiers in Environmental Science, 0, 10, .

Microscopic and transcriptomic analyses of early events triggered by Candidatus Liberibacter

4943 asiaticus in young flushes of HLB-positive citrus trees. Phytopathology, O, , .

11 1

Genetics and Nutrition Drive the Gut Microbiota Succession and Host-Transcriptome Interactions
through the Gilthead Sea Bream (Sparus aurata) Production Cycle. Biology, 2022, 11, 1744.

4945 Iranscriptome Level Reveals the Triterpenoid Saponin Biosynthesis Pathway of Bupleurum falcatum L.. 10 5
Genes, 2022, 13, 2237. :

Morusin Protected Ruminal Epithelial Cells against Lipopolysaccharide-Induced Inflammation through
Inhibiting EGFR-AKT/NF-I2B Signaling and Improving Barrier Functions. International Journal of
Molecular Sciences, 2022, 23, 14428.

Comparative transcriptome analysis of wheat in response to corn leaf aphid, Rhopalosiphum maidis F.

4947 infestation. Frontiers in Plant Science, O, 13, .

1.7 2

Metabolic and Transcriptional Stress Memory in Sorbus pohuashanensis Suspension Cells Induced by
Yeast Extract. Cells, 2022, 11, 3757.

Comparative transcriptomic analysis provides insights into the molecular basis underlying

4949 pre-harvest sprouting in rice. BMC Genomics, 2022, 23, .

1.2 4

The influenza-injured lung microenvironment promotes MRSA virulence, contributing to severe

secondary bacterial pneumonia. Cell Reports, 2022, 41, 111721.

222



4951

4954

4956

4958

4960

4962

4965

4968

4970

CITATION REPORT

ARTICLE IF CITATIONS

Identification and Characterization of Sex-Biased miRNAs in the Golden Pompano (Trachinotus) Tj ETQQO O O rgBT IP(\jerlocla ]OTf50 74

A Comprehensive Sequencing Analysis of Testis-Born miRNAs in Immature and Mature Indigenous

Wandong Cattle (Bos taurus). Genes, 2022, 13, 2185.

Host transcriptome and microbiome interactions in Holstein cattle under heat stress condition.

Frontiers in Microbiology, 0, 13, . 15 4

Achogl is required for the asexual sporulation, stress responses and pigmentation of Aspergillus
cristatus. Frontiers in Microbiology, 0, 13, .

Effect of Inonotus obliquus Extract Supplementation on Endurance Exercise and Energy-Consuming

Processes through Lipid Transport in Mice. Nutrients, 2022, 14, 5007. L7 1

NtbHLH49, a jasmonate-regulated transcription factor, negatively regulates tobacco responses to
Phytophthora nicotianae. Frontiers in Plant Science, 0, 13, .

Integrated Transcriptome Analysis Reveals the Crucial mRNAs and miRNAs Related to Fecundity in the

Hypothalamus of Yunshang Black Goats during the Luteal Phase. Animals, 2022, 12, 3397. 1.0 0

Insight into the formation of trumpet and needle-type leaf in Ginkgo biloba L. mutant. Frontiers in
Plant Science, 0, 13, .

Comparative analysis of fungal communities between herbicide-resistant and -susceptible Alopecurus

aequalis. Frontiers in Cellular and Infection Microbiology, O, 12, . 1.8 1

Differential miRNA expression profiles in the bone marrow of Beagle dogs at different stages of
Toxocara canis infection. BMC Genomics, 2022, 23, .

Longé€tasting impact of chitooligosaccharide application on strigolactone biosynthesis and fungal
accommodation promotes arbuscular mycorrhiza in <i>Medicago truncatula</i>. New Phytologist, 3.5 14
2023, 237,2316-2331.

Metabolism Difference Is Involved in Mesosulfuron-Methyl Selectivity between <i>Aegilops
tauschii</i> and <i>Triticum aestivumc</i>. Journal of Agricultural and Food Chemistry, 2023, 71, 186-196.

Leaf transcriptome analysis of Medicago ruthenica revealed its response and adaptive strategy to

drought and drought recovery. BMC Plant Biology, 2022, 22, . 1.6 0

Characterization of lodging variation of weedy rice. Journal of Experimental Botany, 2023, 74,
1403-14109.

Genome-Wide Transcriptome Analysis Revealing the Genes Related to Sugar Metabolism in Kernels of

Sweet Corn. Metabolites, 2022, 12, 1254. 1.3 1

Usp22 is an intracellular regulator of systemic emergency hematopoiesis. Science Immunology, 2022, 7,

Transcriptome profiling provides insights into leaf color changes in two Acer palmatum genotypes. 16 5
BMC Plant Biology, 2022, 22, . :

Oncogenic KRAS alters splicing factor phosphorylation and alternative splicing in lung cancer. BMC

Cancer, 2022, 22, .

223



4972

4975

4977

4979

4982

4984

4986

4988

4990

CITATION REPORT

ARTICLE IF CITATIONS

Rumen Epithelial Development- and Metabolism-Related Genes Re%ulate Their Micromorphology and
VFAs Mediating Plateau Adaptability at Different Ages in Tibetan Sheep. International Journal of 1.8 3
Molecular Sciences, 2022, 23, 16078.

Transcriptome responses of the aphid vector Myzus persicae are shaped by identities of the host plant

and the virus. , 0, 2, .

Analysis of Breast Cancer Differences between China and Western Countries Based on Radiogenomics. 10 1
Genes, 2022, 13, 2416. )

Transcriptomic profiling of the cold stress and recovery responsiveness of two contrasting Guizhou
HE rice genotypes. Genes and Genomics, 2023, 45, 401-412.

DAP5 enables main ORF translation on mRNAs with structured and uORF-containing 54€2 leaders. Nature

Communications, 2022, 13, . 58 15

Transcriptomes of Testes at Different Developmental Stages in the Opsariichthys bidens Predict Key
Genes for Testis Development and Spermatogenesis. Marine Biotechnology, 2023, 25, 123-139.

Integrative analysis of the transcriptome and metabolome reveals the response mechanism to tomato

spotted wilt virus. Horticultural Plant Journal, 2023, 9, 958-970. 23 3

A General Signal Pathway to Regulate Multiple Detoxification Genes Drives the Evolution of
Helicoverpa armigera Adaptation to Xenobiotics. International Journal of Molecular Sciences, 2022,
23,16126.

Multispecies comparison of host responses to <i>Fusarium circinatum</i> challenge in tropical pines

show consistency in resistance mechanisms. Plant, Cell and Environment, 2023, 46, 1705-1725. 2.8 1

Overexpression of MsSAG113 gene promotes leaf senescence in alfalfa via participating in the hormone
regulatory network. Frontiers in Plant Science, 0, 13, .

Transcriptome and metabolome analyses reveal anthocyanins pathways associated with fruit color

changes in plum (<i>Prunus salicina</i> Lindl.). Peer), O, 10, e14413. 0.9 4

Identification of miRNA&€“mRNA regulatory network associated with the glutamatergic system in
post-traumatic epilepsy rats. Frontiers in Neurology, 0, 13, .

Influential factors and transcriptome analyses of immature diploid embryo anthocyanin accumulation 16 4
in maize. BMC Plant Biology, 2022, 22, . )

Aging is associated with a systemic length-associated transcriptome imbalance. Nature Aging, 2022, 2,
1191-1206.

The immune-related circRNA-miRNA-mRNA ceRNA regulatory network in the liver of turbot
(Scophthalmus maximus L.) induced by Vibrio anguillarum. Fish and Shellfish Immunology, 2023, 132, 1.6 4
108506.

Differentially expressed long noncoding RNAs in RAW264.7 macrophages during Brucella infection
and functional analysis on the bacterial intracellular replication. Scientific Reports, 2022, 12, .

Gut epithelial barrier damage caused by dishwasher detergents and rinse aids. Journal of Allergy and 15 17
Clinical Immunology, 2023, 151, 469-484. :

Efficacy and transcriptome analysis of golden pompano (Trachinotus ovatus) immunized with a

formalin-inactived vaccine against Streptococcus iniae. Fish and Shellfish Immunology, 2023, 134,
108489.

224



CITATION REPORT

# ARTICLE IF CITATIONS

Identification of dominant taxa of sooty moulds and their impact on the leaf microbiome.

4992 EFhvironmental Microbiology, 2023, 25, 853-866. 1.8 2

DNA Methylation Variation Is a Possible Mechanism in the Response of Haemaphysalis longicornis to

Low-Temperature Stress. International Journal of Molecular Sciences, 2022, 23, 15207.

Comprehensive Transcriptome Analysis of Different Skin Colors to Evaluate Genes Related to the

4994 production of Pigment in Celestial Goldfish. Biology, 2023, 12, 7.

1.3 1

Liver RBFOX2 regulates cholesterol homeostasis via Scarbl alternative splicing in mice. Nature
Metabolism, 2022, 4, 1812-1829.

4997 Jranscriptome profiling of male and female Ascaris lumbricoides reproductive tissues. Parasites and 1.0 5
Vectors, 2022, 15, . :

Integration of High-Throughput Imaging and Multiparametric Metabolic Profiling Reveals a
Mitochondrial Mechanism of Tenofovir Toxicity. Function, 2022, 4, .

4999

Comprehensive identification and analysis of circRNAs during hickory (Carya cathayensis Sarg.)
flower bud differentiation. Frontiers in Plant Science, 0, 13, .

High throughput sequencing revealed enhanced cell cycle signaling in SLE patients. Scientific Reports,
5001 53773 1.6 3

Dynamic Interplay between O2 Availability, Growth Rates, and the Transcriptome of Yarrowia
lipolytica. Fermentation, 2023, 9, 74.

5003

LncRNA EN-90756 promotes CPB2-induced proliferation and inhibits agoptosis in IPEC2 cells by 15 5

affecting the JAK-STAT signaling pathway activation. Frontiers in Microbiology, 0, 13, .

Comprehensive Analysis of Metabolome and Transcriptome in Fruits and Roots of Kiwifruit.
International Journal of Molecular Sciences, 2023, 24, 1299.

The hitchhikersd€™ guide to RNA sequencing and functional analysis. Briefings in Bioinformatics, 2023,
5005 4" 3.2 8

Integrated analysis of transcriptome and microRNAs associated with exogenous calcium-mediated
enhancement of hypoxic tolerance in cucumber seedlings (Cucumis sativus L.). Frontiers in Plant
Science, 0, 13, .

S100A9 plays a key role in Clostridium perfringens beta2 toxin-induced inflammatory damage in porcine

5007 IPEC-)2 intestinal epithelial cells. BMC Genomics, 2023, 24, . 1.2 0

The <i>in planta</i> gene exEression of <i>Austropuccinia psidii</i> in resistant and susceptible
<i>Eucalyptus grandis</[i>. Phytopathology, O, , .

Molecular and physiological mechanisms of tea (Camellia sinensis (L.) O. Kuntze) leaf and root in

5009 response to nitrogen deficiency. BMC Genomics, 2023, 24, .

1.2 4

Molecular Mechanism of Cold Tolerance of Centipedegrass Based on the Transcriptome. International

Journal of Molecular Sciences, 2023, 24, 1265.

225



CITATION REPORT

# ARTICLE IF CITATIONS

Comprehensive Transcriptome Profiling Uncovers Molecular Mechanisms and Potential Candidate
5012 Genes Associated with Heat Stress Response in Chickpea. International Journal of Molecular Sciences, 1.8 5
2023, 24, 1369.

Genome sequencing and resequencing identified three horizontal gene transfers and uncovered the

genetic mechanism on the intraspecies adaptive evolution of Gastrodia elata Blume. Frontiers in Plant
Science, 0, 13, .

Transcriptome analysis revealed sh2 gene mutation leads reduced zein protein accumulation in maize

5014 endosperm. Genetic Resources and Crop Evolution, 2023, 70, 1663-1676.

0.8 (0]

Host Transcriptome Analysis of Spodoptera frugiperda Larvae Parasitized by Microplitis manilae.
Insects, 2023, 14, 100.

s016 Oenetic adaptation to pathogens and increased risk of inflammatory disorders in post-Neolithic 2.0 19
Europe. Cell Genomics, 2023, 3, 100248. :

Comprehensive bulk and single-cell transcriptome profiling give useful insights into the
characteristics of osteoarthritis associated synovial macrophages. Frontiers in Immunology, O, 13, .

Urate oxidase from tea microbe Colletotrichum camelliae is involved in the caffeine metabolism

5018 pathway and plays a role in fungal virulence. Frontiers in Nutrition, 0, 9, .

1.6 6

Co-expression analysis of long non-coding RNAs and mRNAs involved in intramuscular fat deposition
in Muchuan black-bone chicken. British Poultry Science, 2023, 64, 289-298.

Differentially expressed genes in head kidney of Pelteobagrus fulvidraco following Vibrio cholerae

5020 challenge. Frontiers in Immunology, 0, 13, .

2.2 2

Insights into H<sub>2<[sub>O<sub>2<[sub>-induced signaling in Jurkat cells from analysis of gene
expression. Free Radical Research, 0, , 1-11.

50922 Towards understanding the mechanism of n-hexane tolerance in Synechocystis sp. PCC 6803. Chinese 17 o
Journal of Chemical Engineering, 2023, 59, 128-134. :

Integrated transcriptome and proteome revealed that the declined expression of cell cycle-related
genes associated with follicular atresia in geese. BMC Genomics, 2023, 24, .

SuEerior Antioxidant Capacity and Auxin Production Promote Seedling Formation of Rice Seeds under
Su

5024 mergence Stress. Agronomy, 2023, 13, 171.

1.3 (0]

An atlas of transcribed human cardiac promoters and enhancers reveals an important role of
regulatory elements in heart failure. , 2023, 2, 58-75.

Full-length transcriptome analysis of two chemotype and functional characterization of genes
5026 related to sesquiterpene biosynthesis in Atractylodes lancea. International Journal of Biological 3.6 5
Macromolecules, 2023, 225, 1543-1554.

The Prmt5-Vasa module is essential for spermatogenesis in Bombyx mori. PLoS Genetics, 2023, 19,
€1010600.

Development and Application of EST-SSR Markers Related to Lead Stress Responses in Kenaf Based on

5028 Transcriptome Sequencing Data. Sustainability, 2023, 15, 1514.

1.6 1

Integrated analysis of IncRNA and mRNA for the apoptosis of porcine ovarian granulosa cells after

polyphenol resveratrol treatment. Frontiers in Veterinary Science, 0, 9, .

226



5031

5033

5035

5037

5039

5041

5043

5045

5047

CITATION REPORT

ARTICLE IF CITATIONS

Ustiloxin A inhibits proliferation of renal tubular epithelial cells in vitro and induces renal injury in
mice by disrupting structure and respiratory function of mitochondria. Journal of Hazardous 6.5 3
Materials, 2023, 448, 130791.

Identification of aluminum-resistant miRNAs and IncRNAs in Vitis quinquangularis and exploration of

the related aluminum-tolerance mechanisms. Environmental and Experimental Botany, 2023, 206,
105194.

Starch granules of the sugar-pathway were eliminated under the stress of PEG-drought compared

with Soil-drought. Industrial Crops and Products, 2023, 193, 116158. 2:5 6

Single-cell transcriptome uncovers heterogeneity and immune responses of leukocytes after
vaccination with inactivated Edwardsiella tarda in flounder (Paralichthys olivaceus). Aquaculture,
2023, 566, 739238.

Molecular and physiological mechanisms of strigolactones-mediated drought stress in crab apple

(Malus hupehensis Rehd.) seedlings. Scientia Horticulturae, 2023, 311, 111800. L7 1

Accelerated energy metabolism plays an important role in Heterosis and maternal effect of hybrids
bred from southern and northern Suminoe oysters (Crassostrea ariakensis). Aquaculture, 2023, 566,
739214.

Transcriptomic response to GnRH down regulation by RNA interference in clam Ruditapes
philippinarum, suggest possible role in reproductive function. Comparative Biochemistry and 0.8 0
Physiology Part A, Molecular &amp; Integrative Physiology, 2023, 277, 111367.

Dissection of the Inner Female and Male Cone Differentiation Mechanisms at Different Development
Stages in Massona€™s Pine (<i>Pinus massoniana<[i> Lamb.) by RNA-Seq Techniques. Journal of Biobased
Materials and Bioenergy, 2022, 16, 668-675.

Transcriptomic Network Analysis Using Exfoliative Cervical Cells Could Discriminate a Potential Risk
of Progression to Cancer in HPV-related Cervical Lesions: A Pilot Study. Cancer Genomics and 1.0 2
Proteomics, 2023, 20, 75-87.

Integrated transcriptome and methylome analyses reveal the molecular regulation of drought stress
in wild strawberry (Fragaria nilgerrensis). BMC Plant Biology, 2022, 22, .

Construction of a Hierarchical Gene Regulatory Network to Reveal the Drought Tolerance

Mechanism of Shanxin Poplar. International Journal of Molecular Sciences, 2023, 24, 384. 18 3

Starvation Affects the Muscular Morphology, Antioxidant Enzyme Activity, Expression of Lipid
Metabolism-Related Genes, and Transcriptomic Profile of Javelin Goby (Synechogobius hasta).
Aquaculture Nutrition, 2022, 2022, 1-20.

Transcriptomic and enzymatic analysis reveals the roles of glutamate dehydrogenase in

Corynebacterium glutamicum. AMB Express, 2022, 12, . 14 1

MoNap1, a Nucleosome Assemble Protein 1, Regulates Growth, Development, and Pathogenicity in
Magnaporthe oryzae. Journal of Fungi (Basel, Switzerland), 2023, 9, 50.

Identification of Kynurenic Acid-Induced Apoptotic Biomarkers in Gastric Cancer-Derived AGS Cells

through Next-Generation Transcriptome Sequencing Analysis. Nutrients, 2023, 15, 193. L7 3

OsPPR11 encoding P-type PPR protein that affects group Il intron splicing and chloroplast
development. Plant Cell Reports, O, , .

BSR and Full-Length Transcriptome Approaches Identified Candidate Genes for High Seed Ratio in

Camellia vietnamensis. Current Issues in Molecular Biology, 2023, 45, 311-326. Lo 0

Integrative Multi-OMICs Identifies Therapeutic Response Biomarkers and Confirms Fidelity of Clinically

Annotated, Serially Passaged Patient-Derived Xenografts Established from Primary and Metastatic
Pediatric and AYA Solid Tumors. Cancers, 2023, 15, 259.

227



5049

5051

50563

5066

5058

5060

5062

5064

5066

CITATION REPORT

ARTICLE IF CITATIONS

RNA-Seq Analysis Identifies Differentially Expressed Genes in the Longissimus dorsi of Wagyu and

Chinese Red Steppe Cattle. International Journal of Molecular Sciences, 2023, 24, 387. 1.8 1

Genetic assimilation of ancestral plasticity during parallel adaptation to zinc contamination in Silene

uniflora. Nature Ecology and Evolution, 2023, 7, 414-423.

B1 SINE-binding ZFP266 impedes mouse iPSC generation through suppression of chromatin opening

mediated by reprogramming factors. Nature Communications, 2023, 14, . 58 4

Microbially produced vitamin B12 contributes to the lipid-lowering effect of silymarin. Nature
Communications, 2023, 14, .

Genome-wide identification of the MATE gene family and functional characterization of PbrMATE9

related to anthocyanin in pear. Horticultural Plant Journal, 2023, 9, 1079-1094. 23 3

Transcriptional Analysis of Tea Plants (<i>Camellia sinensis<[i>) in Response to Salicylic Acid
Treatment. Journal of Agricultural and Food Chemistry, 2023, 71, 2377-2389.

Involvement of the E3 ubiquitin ligase Cblb in host defense and evaluation of transcriptome during

Trueperella pyogenes infection. Microbes and Infection, 2023, , 105104. 1.0 0

Identification and expression analyses of the olfactorya€selated genes in different tissues'
transcriptome of a predacious soldier beetle, <i>Podabrus annulatus<[i> (Coleoptera, Cantharidae).
Archives of Insect Biochemistry and Physiology, 2023, 112, .

Comparative analysis of drought responsive transcriptome in Brassica napus genotypes with

contrasting drought tolerance under different potassium levels. Euphytica, 2023, 219, . 0-6 2

Global Gene Expression in Cotton Fed Upon by <i>Aphis gossypii</i> and <i>Acyrthosiphon gossypii</i>
(Hemiptera: Aphididae). Journal of Entomological Science, 2023, 58, 47-68.

Comparative transcriptome analysis reveals the biocontrol mechanism of Bacillus velezensis E68
against Fusarium graminearum DAOMC 180378, the causal agent of Fusarium head blight. PLoS ONE, 11 11
2023, 18, e0277983.

Client Applications and Server-Side Docker for Management of RNASeq and/or VariantSeq Workflows
and Pipelines of the GPRO Suite. Genes, 2023, 14, 267.

Comprehensive profile and contrastive analysis of circular RNA expression in cervical squamous

carcinoma and adenocarcinoma. Peer], 0, 11, e14759. 0.9 o

N-glycosylated intestinal protein BCF-1 shapes microbial colonization by binding bacteria via its
fimbrial protein. Cell Reports, 2023, 42, 111993.

Production of selenium nanoparticles occurs through an interconnected pathway of sulphur
metabolism and oxidative stress response in <i>Pseudomonas putida</i> KT2440. Microbial 2.0 5
Biotechnology, 2023, 16, 931-946.

Transcriptome analysis of sugarcane reveals rapid defense response of SES208 to Xanthomonas
albilineans in early infection. BMC Plant Biology, 2023, 23, .

Self-assembly and self-delivery of the pure nanodrug dihydroartemisinin for tumor therapy and

mechanism analysis. Biomaterials Science, 2023, 11, 2478-2485. 2.6 3

Differential transcriptome analysis of Sporocytophaga sp. CX11 and identification of candidate genes

involved in lignocellulose degradation. Bioresources and Bioprocessing, 2023, 10, .

228



5069

5071

5073

5075

5077

5079

5081

5083

5085

CITATION REPORT

ARTICLE IF CITATIONS

Transgenerational effects of intertidal environment on physiological phenotypes and DNA

methylation in Pacific oysters. Science of the Total Environment, 2023, 871, 162112. 3.9 1

Identification of thyroid hormone response genes in the remodeling of dorsal muscle during

Microhyla fissipes metamorphosis. Frontiers in Endocrinology, O, 14, .

Transcriptional responses to 2,4-D herbicide treatment of a Eurasian (Myriophyllum spicatum) and a
hybrid (M. spicatum A— M. 3|b|r|cum) genotype of watermilfoil that differ in their sensitivity to 2,4-D. 0.8 2
Aquatic Botany, 2023, 186, 103631.

Prediction and Demonstration of Retinoic Acid Receptor Agonist Ch55 as an Antifibrotic Agent in the
Dermis. Journal of Investigative Dermatology, 2023, 143, 1724-1734.e15.

BnaSD.C3 is a novel major quantitative trait locus affecting semi-dwarf architecture in Brassica

napus. Journal of Integrative Agriculture, 2023, 22, 2981-2992. L7 0

Seasonal changes in endoplasmic reticulum stress and ovarian steroidogenesis in the muskrats
(Ondatra zibethicus). Frontiers in Endocrinology, 0, 14, .

PeCLH2 Gene Positively Regulate Salt Tolerance in Transgenic Populus alba A— Populus glandulosa. 10 1
Genes, 2023, 14, 538. :

Integrative Transcriptome and Chlorophyll Fluorescence Test Analysis Shed New Light on the Leaf
Senescence Mechanism of Zoysia japonica. Agronomy, 2023, 13, 623.

Transcriptional landscape of Brachypodium distachyon roots during interaction with Bacillus

velezensis strain B26. Genomics, 2023, 115, 110583. 13 1

Transcriptome analysis reveals association of carotenoid metabolism pathway with fruit color in
melon. Scientific Reports, 2023, 13, .

Retinitis pigmentosad€“associated mutations in mouse Prpf8 cause misexpression of circRNAs and

degeneration of cerebellar granule cells. Life Science Alliance, 2023, 6, €202201855. 1.3 2

Combining time-resolved transcriptomics and proteomics data for Adverse Outcome Pathway
refinement in ecotoxicology. Science of the Total Environment, 2023, 869, 161740.

A CAPRICE gene of Rosa rugosa (RrCPC) suppresses the trichome formation of Arabidopsis. Industrial 05 o
Crops and Products, 2023, 194, 116340. ’

The problem of selection bias in studies of pre-mRNA splicing. Nature Communications, 2023, 14, .

Identification and Characterization of Long Non-Coding RNAs Involved in Sex-Related Gene Regulation

in Kelp Saccharina japonica. Journal of Ocean University of China, 2023, 22, 755-765. 0-6 1

Dual Transcriptomics Reveals Interspecific Interactions between the Mycoparasite <i>Calcarisporium
cordycipiticola</i> and Its Host Cordyceps militaris. Microbiology Spectrum, 2023, 11, .

Sexual dimorphism-related gene expression analysis based on the transcriptome in Gynaephora
ginghaiensis, a pest of grassland on the Qinghai-Tibet Plateau. Journal of Asia-Pacific Entomology, 0.4 0
2023, 26, 102083.

On the origin of appetite: GLWamide in jellyfish represents an ancestral satiety neuropeptide.

Proceedings of the National Academy of Sciences of the United States of America, 2023, 120, .

229



5087

5089

5091

5093

5095

5097

5107

5109

5111

CITATION REPORT

ARTICLE IF CITATIONS

Estrogen-mediated oar-miR-485-5p targets PPP1R13B to regulate myoblast proliferation in sheep.

International Journal of Biological Macromolecules, 2023, 236, 123987. 3.6 1

Inoculation of Freund's adjuvant in European eel (Anguilla a guﬂla ) revealed key KEGG pathways and

DEGs of host anti-Edwardsiella anguillarum infection. Fish an
108708.

Shellfish Immunology, 2023, 136,

Infection route in tomato roots and quorum sensing of Ralstonia pseudosolanacearum strain OE1-1. 13 1
Physiological and Molecular Plant Pathology, 2023, 125, 101995. )

Exogenous hydrogen sulfide (H2S) exerts therapeutic potential in triple-negative breast cancer by
affecting cell cycle and DNA replication pathway. Biomedicine and Pharmacotherapy, 2023, 161, 114488.

In situ boron-doped cellulose-based biochar for effective removal of neonicotinoids: Adsorption
mechanism and safety evaluation. International Journal of Biological Macromolecules, 2023, 237, 3.6 7
124186.

Protective effects of MNQ against Lipopolysaccharide-induced inflammatory damaFe in bovine ovarian
follicular granulosa cells in Vitro. Journal of Steroid Biochemistry and Molecular Biology, 2023, 230,
106274.

Modelling acute glucocorticoid transcriptome response in human embryonic stem cell derived neural 0.3 o
cultures. Stem Cell Research, 2023, 69, 103086. :

Transcriptome and metabolome profiling reveals key pathways and metabolites involved in defense
against Verticillium dahliae in upland cotton. Industrial Crops and Products, 2023, 196, 116505.

Transcriptome analysis reveals key metabolic pathways and gene expression involving in cell wall
polysaccharides-disassembling and postharvest fruit softening in custard apple (Annona squamosa L.). 3.6 4
International Journal of Biological Macromolecules, 2023, 240, 124356.

Microglia-containing cerebral organoids derived from induced pluripotent stem cells for the study
of neurological diseases. IScience, 2023, 26, 106267.

The molecular mechanisms and environmental effects of modified clay control algal blooms in

aquacultural water. Journal of Environmental Management, 2023, 337, 117715. 3.8 0

Understanding the molecular mechanism of drought resistance in Shanlan upland rice bf/
transcriptome and phenotype analyses. International Journal of Biological Macromolecules, 2023, 231,
123387.

Heat shock protein 70 and Cathepsin B genes are involved in the thermal tolerance of <i>Aphis 17 3
gossypii<[i>. Pest Management Science, 2023, 79, 2075-2086. )

A natural promoter variation of <i>SIBBX31</i> confers enhanced cold tolerance during tomato
domestication. Plant Biotechnology Journal, 2023, 21, 1033-1043.

Single&€€ell Transcriptomic Analysis of Primary and Metastatic Tumor Ecosystems in Esophageal

Squamous Cell Carcinoma. Advanced Science, 2023, 10, . 56 13

QTL Mapping and a Transcriptome Integrative Analysis Uncover the Candidate Genes That Control the
Cold Tolerance of Maize Introgression Lines at the Seedling Stage. International Journal of Molecular
Sciences, 2023, 24, 2629.

Transcriptome analysis reveals that knocking out BmNPV iap2 induces apoptosis by inhibiting the
oxidative phosphorylation pathway. International Journal of Biological Macromolecules, 2023, 233, 3.6 1
123482.

De Novo Assembly of an Allotetraploid Artemisia argyi Genome. Agronomy, 2023, 13, 436.

230



CITATION REPORT

# ARTICLE IF CITATIONS

Transcriptomic Analysis and Functional Gene Expression in Different Stages of Gonadal Development

5113 ¢ Macrobrachium rosenbergii. Fishes, 2023, 8, 94. 0.7

Evolution of the WRKY66 Gene Family and Its Mutations Generated by the CRISPR/Cas9 System Increase

the Sensitivity to Salt Stress in Arabidopsis. International Journal of Molecular Sciences, 2023, 24,
3071.

Potential of Alpha-(i+)-Solanine as a Natural Inhibitor of Fungus Causing Leaf Spot Disease in

S5 strawberry. Life, 2023, 13, 450.

1.1 1

Integrative transcriptomic profiling reveals the key pathways in the regulation mechanism of fish
intestine-spleen immunity during the bacterial challenges. Aquaculture, 2023, 568, 739320.

Comparative Transcriptomic Analysis Reveals the Negative Response Mechanism of Peanut Root

5117 Morphology and Nitrate Assimilation to Nitrogen Deficiency. Plants, 2023, 12, 732.

1.6 1

Immunity of turbot Induced by inactivated vaccine of Aeromonas salmonicida from the perspective of
DNA methylation. Frontiers in Immunology, O, 14, .

Expression and Predictive Significance of FHL1 and SLIT3 in Surgically Resected Lung Adenocarcinoma.

519 Combinatorial Chemistry and High Throughput Screening, 2023, 26, 2226-2237. 0.6 1

Integration of miRNA and mRNA expression profiles in Asian spongy moth Lymantria dispar in response
to cyantraniliprole. Pesticide Biochemistry and Physiology, 2023, 191, 105364.

Integrated transcriptomic and metabolomic profiles reveal anthocyanin accumulation in Scutellaria

5121 baicalensis petal coloration. Industrial Crops and Products, 2023, 194, 116144.

2.5 4

Integrative mRNA-miRNA interaction analysis associated with the immune response of
Strongylocentrotus intermedius to Vibrio harveyi infection. Fish and Shellfish Immunology, 2023, 134,
108577.

5123 RpS3 Is Required for Spermatogenesis of Drosophila melanogaster. Cells, 2023, 12, 573. 1.8 3

Effect and mechanism of NaHS on tobacco bacterial wilt caused by Ralstonia solanacearum. Scientific
Reports, 2023, 13, .

Comparative Transcriptome Analysis Reveals Potential Genes Conferring Resistance or Susceptibility

5125+, Bacterial Canker in Tomato. Horticulturae, 2023, 9, 242.

1.2 1

NbMLP43 Ubiquitination and Proteasomal Degradation via the Light Responsive Factor NbBBX24 to
Promote Viral Infection. Cells, 2023, 12, 590.

The woody plant-degrading pathogen «<i>Lasiodiplodia theobromae</i> effector LtCrel targets the
5129 grapevine sugar-signaling protein WRHIP1 to suppress host immunity. Journal of Experimental Botany, 2.4 1
2023,74,2768-2785.

Transcriptome analysis of putative key signaling pathways and genes in the nidamental gland tissue
associated with reproductive regulation of golden cuttlefish (Sepia esculenta Hoyle). Aquaculture
Reports, 2023, 29, 101494.

5131 lranscriptomic and QTL Analysis of Seed Germination Vigor under Low Temperature in Weedy Rice 16 o
WR04-6. Plants, 2023, 12, 871. :

Identification of IncRNAs and Their Regulatory Network Involved in Oil Biosynthesis in Developing

Seeds of Yellowhorn (Xanthoceras sorbifolium). Forests, 2023, 14, 407.

231



CITATION REPORT

# ARTICLE IF CITATIONS

Liver Transcriptome Analysis Reveals Energ?/ Regulation and Functional Impairment of Onychostoma
olo

5133 simaADuring Starvation. Marine Biotechnology, 2023, 25, 247-258. 11 1

Transcriptome sequencing and gene expression analysis revealed early ovule abortion of Paeonia

ludlowii. BMC Genomics, 2023, 24, .

Identification and Comparative Expression Profiles of Candidate Olfactory Receptors in the
5135 Transcriptomes of the Important Egg Parasitoid Wasp Anastatus japonicus Ashmead (Hymenoptera:) Tj ETQqO 0 O 1gBT /Ovedock 10 Tf

DNA methylation variation is crucial to restore adventitious rooting ability during <i>in vitro</i>
shoot cultured€induced rejuvenation in apple rootstock. Plant Journal, 2023, 114, 554-569.

Bacillus amyloliquefaciens Induces Resistance in Tobacco Against Powdery Mildew Pathogen Erysiphe

5137 (ichoracearum. Journal of Plant Growth Regulation, 2023, 42, 6636-6651.

2.8 4

Overlapping Local and Systemic Defense Induced by an Oomycete Fatty Acid MAMP and Brown Seaweed
Extract in Tomato. Molecular Plant-Microbe Interactions, 2023, 36, 359-371.

Transcriptome-wide assessment of N6-methyladenosine modification identifies different gene
5139 expression and infection-associated pathways in Treponema pallidum-infected macrophage. Journal of 1.0 0
Dermatological Science, 2023, 109, 108-116.

Genome Polymorphism Analysis and Selected Sweep Regions Detection via the Genome Resequencing of
91 Cabbage (Brassica oleracea) Accessions. Horticulturae, 2023, 9, 283.

<i>Drosophila</i>Tropomodulin is required for multiple actin-dependent processes within developing

5141 myofibers. Development (Cambridge), 2023, 150, .

1.2 1

Small RNA and Degradome Sequencing in Floral Bud Reveal Roles of miRNAs in Dormancy Release of
Chimonanthus praecox. International Journal of Molecular Sciences, 2023, 24, 4210.

Integrated Analysis of microRNA and RNA-Seq Reveals Phenolic Acid Secretion Metabolism in

5144 Continuous Cropping of Polygonatum odoratum. Plants, 2023, 12, 943.

1.6 2

A molecular perspective on the invasibility of the southern ocean benthos: The impact of hypoxia and
temperature on gene expression in South American and Antarctic Aequiyoldia bivalves. Frontiers in
Physiology, 0, 14, .

s14¢ 1ranscriptomic analysis of entomopathogenic fungus Beauveria bassiana infected by a hypervirulent 11 5
polymycovirus BbPmV-4. Fungal Biology, 2023, 127, 958-967. )

Long Non-Coding RNA BNIP3 Inhibited the Proliferation of Bovine Intramuscular Preadipocytes via Cell
Cycle. International Journal of Molecular Sciences, 2023, 24, 4234.

AnAzf1 acts as a positive regulator of ochratoxin A biosynthesis in Aspergillus niger. Applied

5148 Microbiology and Biotechnology, 2023, 107, 2501-2514. L7 °

The global regulator FpLaeB is required for the regulation of growth, development, and virulence in
Fusarium pseudograminearum. Frontiers in Plant Science, O, 14, .

Transcriptome and Proteome Analysis Identifies Salt Stress Response Genes in Bottle Gourd

5150 pootstock-Grafted Watermelon Seedlings. Agronomy, 2023, 13, 618.

1.3 3

RNA sequencing data analysis of the yeast Vanrija (Cryptococcus) humicola strain UJ1 grown on |- and

d-aspartate. Data in Brief, 2023, 47, 109008.

232



CITATION REPORT

# ARTICLE IF CITATIONS

Selenium toxicity and bioaccumulation in selenium-enriched fly (Chrysomya megacephala) maggots.

5152 Environmental Geochemistry and Health, O, , .

1.8 (0]

Transcriptional reprogramming during recovery from drought stress in <i>Eucalyptus grandis</i>.

Tree Physiology, 2023, 43, 979-994.

GGC repeat expansion in <i>NOTCH2NLC«i> induces dysfunction in ribosome biogenesis and

5154 translation. Brain, 2023, 146, 3373-3391.

3.7 4

Systematic analysis of circRNA-related ceRNA networks of black rockfish (Sebastes schlegelii) in
response to Aeromonas salmonicides infection. Fish and Shellfish Inmunology, 2023, 135, 108648.

Electrical Sympathetic Neuromodulation Protects Bone Marrow Niche and Drives Hematopoietic

5156 Regeneration during Chemotherapy. Small Methods, 2023, 7, .

4.6 1

Effect of Nitrification Inhibitors on Photosynthesis and Nitrogen Metabolism in 4€ Sweet Sapphired€™ (V.) Tj ETQq] 1 0.784314 rgB

Differential Expression Analysis of Blood MicroRNA in Identifying Potential Genes Relevant to
5158 Alzheimera€™s Disease Pathogenesis, Using an Integrated Bioinformatics and Machine Learning Approach. 1.3 0
Applied Sciences (Switzerland), 2023, 13, 3071.

Age-related ceRNA networks in adult Drosophila ageing. Frontiers in Genetics, 0, 14, .

RNA seﬁuencing-based transcriptome analysis of granulosa cells from follicular fluid: Genes
5160 involved in embryo quality during in vitro fertilization and embryo transfer. PLoS ONE, 2023, 18, 11 3
e0280495.

Angiotensin receptor blockers retard the progression and fibrosis via inhibiting the viability of
<sup>AGTR1+</[sup> CAFs in intrahepatic cholangiocarcinoma. Clinical and Translational Medicine,
2023, 13,.

Comparative Transcriptomic Analysis Reveals the Molecular Responses in Two Contrasting Hazelnut

5162 Varieties against Botrytis cinerea Infection. Forests, 2023, 14, 493.

0.9 (0]

RRM1 is mediated by histone acetylation through gemcitabine resistance and contributes to
invasiveness and ECM remodeling in pancreatic cancer. International Journal of Oncology, 2023, 62, .

Different reoxygenation rates induce different metabolic, apoptotic and immune responses in Golden

5164 Pompano (Trachinotus blochii) after hypoxic stress. Fish and Shellfish Immunology, 2023, 135, 108640.

1.6 1

Identification of Selection Signatures and Loci Associated with Important Economic Traits in Yunan
Black and Huainan Pigs. Genes, 2023, 14, 655.

Identification and Characterization of Long Non-Coding RNAs: Implicating Insights into Their
5166 Regulatory Role in Kiwifruit Ripening and Softening during Low-Temperature Storage. Plants, 2023, 12, 1.6 0
1070.

LED omics in Rocket Salad (Diplotaxis tenuifolia): Comparative Analysis in Different Light-Emitting
Diode (LED) Spectrum and Energy Consumption. Plants, 2023, 12, 1203.

Translating Ribosome Aﬁinlt{ Purification (TRAP) and Bioinformatic RNA-Seq Analysis in
a

5170 Post-metamorphic Xenopus laevis. Methods in Molecular Biology, 2023, , 279-310.

0.4 (0]

Alterations in oligodendrocyte transcriptional networks reveal region-specific vulnerabilities to

neurological disease. IScience, 2023, 26, 106358.

233



CITATION REPORT

# ARTICLE IF CITATIONS

Comparative transcriptome analysis identifies candidate genes related to seed coat color in rapeseed.

5173 Frontiers in Plant Science, 0, 14, .

1.7 1

Change in Long Non-Coding RNA Expression Profile Related to the Antagonistic Effect of Clostridium

perfringens Type C on Piglet Spleen. Current Issues in Molecular Biology, 2023, 45, 2309-2325.

Transcriptomic profiling and differential analysis reveal the renal toxicity mechanisms of mice under

5175 cantharidin exposure. Toxicology and Applied Pharmacology, 2023, 465, 116450.

1.3 2

The temporal transcriptomic signature of cartilage formation. Nucleic Acids Research, 2023, 51,
3590-3617.

Phenotypic dimorphism between honeybee queen and worker is regulated by complicated epigenetic

5177 modifications. IScience, 2023, 26, 106308. 1.9 0

124€4,44€Cellobiohydrolase is involved in full expression of <i>phcA«[i> , contributing to the feedback loop
in quorum sensing of <i>Ralstonia pseudosolanacearumc«/i> strain OE14€4. Molecular Plant Pathology,

LI

A preliminary study on the root-knot nematode resistance of a cherry plum cultivar Mirabolano 29C.

5179 Czech Journal of Genetics and Plant Breeding, 2023, 59, 133-140. 04 1

Transcriptomic-based analysis to identify candidate genes for blue color rose breeding. Plant
Molecular Biology, 2023, 111, 439-454.

Identification of long noncoding RNAs involved in plumule-vernalization of Chinese cabbage.

5181 prontiers in Plant Science, 0, 14, .

1.7 2

Transformation of Compatible Mating-Type Genes in MonoRaryons Triggers Fruiting Body Development
by Activating Mating Pathways in <i>Pleurotus eryngii</[i>. Microbiology Spectrum, 2023, 11, .

Curcumin-dependent phenotypic transformation of microglia mediates resistance to

5183 pseudorabies-induced encephalitis. Veterinary Research, 2023, 54, .

11 1

Liver transcriptome analysis revealing response to high-temperature stress in Glyptosternum
maculatum (Sisoridae: Siluriformes). Aquaculture Reports, 2023, 29, 101538.

Transcriptome analysis reveals defense-related genes and pathways during dodder (Cuscuta australis)

5186 parasitism on white clover (Trifolium repens). Frontiers in Genetics, O, 14, .

11 2

Transcriptome analysis of <i>Aurantiochytrium limacinum</i>under low salt conditions. Journal of
Applied Microbiology, 2023, 134, .

Multi-omics joint analysis reveals how Streptomyces albidoflavus OsiLf-2 assists Camellia oleifera to

188 rosist drought stress and improve fruit quality. Frontiers in Microbiology, O, 14, .

1.5 3

SCL14 Inhibits the Functions of the NAC0434€“MYB61 Signaling Cascade to Reduce the Lignin Content in
Autotetraploid Populus hopeiensis. International Journal of Molecular Sciences, 2023, 24, 5809.

Conjoint Analysis of Genome-Wide IncRNA and mRNA Expression during the Salicylic Acid Response in

5190 Populus A— euramericana. Plants, 2023, 12, 1377.

1.6 2

Transcriptomic and Metabolomic Profiles Provide Insights into the Red-Stipe Symptom of Morel

Fruiting Bodies. Journal of Fungi (Basel, Switzerland), 2023, 9, 373.

234



5192

5194

5196

5198

5200

5202

5205

5207

5209

CITATION REPORT

ARTICLE IF CITATIONS

Parthenocarpy-related genes induced by naphthalene acetic acid in oil palm interspecific O A— G [Elaeis

oleifera (Kunth) CortA©s A— Elaeis guineensis Jacq.] hybrids. Frontiers in Genetics, 0, 14, . 11 0

Transcriptomics and metabolomics reveal the changes induced by arbuscular mycorrhizal fungi in

<i>Panax quinquefolius</i> L.. Journal of the Science of Food and Agriculture, 2023, 103, 4919-4933.

Changes in the content of pollen total lipid and TAG in<i>Arabidopsis thaliana

DGAT1</i>mutant<i>as11</i>. AoB PLANTS, 2023, 15, . 1.2 2

Integrative Transcriptomic and Metabolomic Analysis Reveals the Molecular Mechanism of Red Maple
(Acer rubrum L.) Leaf Coloring. Metabolites, 2023, 13, 464.

Nitrogen application improves salt tolerance of grape seedlings via regulating hormone metabolism.

Physiologia Plantarum, 2023, 175, . 2.6 1

Genome-wide Association Study Related to Semen Traits Based on Gene-set Enrichment Analysis in
Holstein Bulls. Research on Animal Production, 2022, 13, 168-175.

Direct reprogramming of human fibroblasts into insulin-producing cells using transcription factors.

Communications Biology, 2023, 6, . 2.0 3

Serotonin/<scp>5&€HT7<[scp> receptor provides an adaptive signal to enhance pigmentation response to
environmental stressors through <scp>cAMP&EPKAGEMAPK<[scp>, Rab27a/<scp>RhoA,<[scp> and
<scp>PI3K</[scp>[<scp>AKT<[scp> signaling pathways. FASEB Journal, 2023, 37, .

multiWGCNA: an R package for deep mining gene co-expression networks in multi-trait expression data.

BMC Bioinformatics, 2023, 24, . 12 3

Comparative Transcriptome and Metabolome Analyses of Broccoli Germplasms with Purple and Green
Curds Reveal the Structural Genes and Transitional Regulators Regulating Color Formation.
International Journal of Molecular Sciences, 2023, 24, 6115.

Genome-wide Association Study to Identify Genes and Biological Pathways Associated with Type Traits

in Cattle using Pathway Analysis. Research on Animal Production, 2022, 13, 139-147. 0.2 0

The Expression Pattern of tRNA-Derived Small RNAs in Adult Drosophila and the Function of
tRF-Trp-CCA-014-H3C4 Network Analysis. International Journal of Molecular Sciences, 2023, 24, 6169.

Changes in the Long Noncoding RNA Expression Profile in the Development of the Embryonic External 0.3 o
Ear After BMP5 Gene Mutation. Journal of Craniofacial Surgery, 2023, 34, 1605-1609. :

De novo transcriptome assemblies of five major European oilseed rape insect pests. BMC Genomic Data,
2023, 24, .

QTL mapping and transcriptome anal?/sis identify novel QTLs and candidate genes in Brassica villosa
for quantitative resistance against Sclerotinia sclerotiorum. Theoretical and Applied Genetics, 2023, 1.8 2
136, .

<i>Bifidobacterium longum</i> subsp. <i>infantis</i> utilizes human milk urea to recycle nitrogen
within the infant gut microbiome. Gut Microbes, 2023, 15, .

A homeodomain-leucine zipper [ transcription factor, MeHDZ14, regulates internode elongation and

leaf rolling in cassava (Manihot esculenta Crantz). Crop Journal, 2023, , . 23 1

Molecular diagnosis of 405 individuals with autism spectrum disorder. European Journal of Human

Genetics, O, , .

235



CITATION REPORT

# ARTICLE IF CITATIONS

5011 RAS and PP2A activities converge on epigenetic gene regulation. Life Science Alliance, 2023, 6, 13 5
€202301928. ’

Integrative epigenome proﬂlin% of 47XXY provides insights into whole genomic DNA hypermethylation

and active chromatin accessibility. Frontiers in Molecular Biosciences, 0, 10, .

Enterococcal Linear Plasmids Adapt to Enterococcus faecium and Spread within Multidrug-Resistant

5213 (lades. Antimicrobial Agents and Chemotherapy, 2023, 67, .

1.4 3

Exploring the interaction between T-cell antigen receptor-related genes and MAPT or ACHE using
integrated bioinformatics analysis. Frontiers in Neurology, O, 14, .

Identification and Surveys of Promoting Plant Growth VOCs from Biocontrol Bacteria Paenibacillus

5215 peoriae GXUN15128. Microbiology Spectrum, 2023, 11, . 1.2 1

Modulation of long noncoding RNA (IncRNA) and messenger RNA (mRNA) expression in the liver of
Beagle dogs by Toxocara canis infection. Parasites and Vectors, 2023, 16, .

Transcriptome analysis reveals insight into the protective effect of N-acetylcysteine against cadmium
5217  toxicity in Ganoderma lucidum (Polyporales: Polyporaceae). Environmental Science and Pollution 2.7 0
Research, 0, , .

Quorum Sensing-Mediated Lipid Oxidation Further Regulating the Environmental Adaptability of
Aspergillus ochraceus. Metabolites, 2023, 13, 491.

Transcriptomic and functional analyses reveal the molecular mechanisms underlying Fe-mediated

5219 tobacco resistance to potato virus Y infection. Frontiers in Plant Science, O, 14, .

1.7 2

Novel Transcriptomic Interactomes of Noncoding RNAs in the Heart under Altered Thyroid Hormonal
States. International Journal of Molecular Sciences, 2023, 24, 6560.

Comprehensive study of volatile compounds and transcriptome data providing genes for grape aroma.

5221 BMC Plant Biology, 2023, 23, . 1.6 8

Combined IncRNA and mRNA Expression Profiles Identified the IncRNAGE“miRNAGE“mRNA Modules
Regulating the Cold Stress Response in Ammopiptanthus nanus. International Journal of Molecular
Sciences, 2023, 24, 6502.

Fascinating strategies of marine benthic organisms to cope with emerging pollutant: Titanium dioxide

5223 nanoparticles. Environmental Pollution, 2023, , 121538.

3.7 1

Comprehensive investigation of long non-coding RNAs in an endophytic fungus Calcarisporium
arbuscula NRRL 3705. Archives of Microbiology, 2023, 205, .

Expression of the primate-specific LINCO0473 RNA in mouse neurons promotes excitability and

5225 CREB-regulated transcription. Journal of Biological Chemistry, 2023, 299, 104671.

1.6 4

Sampling strategies for sugarcane using either clonal replicates or diverse genotypes can bias the
conclusions of RNA-Seq studies. Genetics and Molecular Biology, 2023, 46, .

Intercellular crosstalk in adult dental pulp is mediated by heparin-binding growth factors

5228 Pleiotrophin and Midkine. BMC Genomics, 2023, 24, . 12 0

Identification of MicroRNAs Regulating Clostridium perfringens Type C Infection in the Spleen of

Diarrheic Piglets. Current Issues in Molecular Biology, 2023, 45, 3193-3207.

236



5230

5232

5234

5236

5238

5240

5242

5244

5246

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide association and transcriptome analysis provide the SNPs and molecular insights into the

hypoxia tolerance in large yellow croaker (Larimichthys crocea). Aquaculture, 2023, 573, 739547. L7 2

Comparative gonad transcriptome analysis in cobia (Rachycentron canadum). Frontiers in Genetics, O,

14,.

Expression profile analysis of IncRNA and mRNA in uterosacral ligaments of women with pelvic organ

prolapse by RNA-seq. Medicine (United States), 2023, 102, e33429. 04 0

Transcriptomic and proteomic analysis reveals (E)-2-hexenal modulates tomato resistance against
Botrytis cinerea by regulating plant defense mechanism. Plant Molecular Biology, 2023, 111, 505-522.

Cold atmospheric pressure plasma-antibiotic synergy in Pseudomonas aeruginosa biofilms is mediated

via oxidative stress response. Biofilm, 2023, 5, 100122. L5 2

Dynamic variation of nutrient absorption, metabolomic, and transcriptomic indexes of soybean
(<i>Clycine max<[i>) seedlings under phosphorus deficiency. AoB PLANTS, O, , .

Decoding the molecular crosstalk between grafted stem cells and the stroke-injured brain. Cell 9.9 o
Reports, 2023, 42, 112353. ’

Tandem deter gent-extraction and immunoprecipitation of proteinopathy: Scalable enrichment of
ALS-associated TDP-43 aggregates. IScience, 2023, 26, 106645.

Integrated systems immunology approach identifies impaired effector T cell memory responses as a

feature of progression to severe dengue fever. Journal of Biomedical Science, 2023, 30, . 2.6 o

Transcriptome Analysis of Roots from Wheat (Triticum aestivum L.) Varieties in Response to Drought
Stress. International Journal of Molecular Sciences, 2023, 24, 7245.

Integration of MRNA and miRNA Analysis Reveals the Post-Transcriptional Regulation of Salt Stress

Response in Hemerocallis fulva. International Journal of Molecular Sciences, 2023, 24, 7290. 18 5

Effect of Mechanical Tension on the Long-Chain Noncoding RNA Expression Profile of Human Skin
Regeneration. Journal of Craniofacial Surgery, 2023, 34, 1489-1492.

Division of developmental phases of freshwater leech Whitmania pigra and key genes related to

neurogenesis revealed by whole genome and transcriptome analysis. BMC Genomics, 2023, 24, . 1.2 1

MAP Rinase and planta€“pathogen interactions govern male <i>Zizania latifolia</i> responses to
<i>Ustilago esculenta</i> during the early stages of infection. Folia Horticulturae, 2023, 35, 149-162.

Genome-wide analysis of UDP- glycosyltransferasesAfamlly and identification of UGT genes involved in

abiotic stress and flavonol biosynthesis in NicotianaAtabacum. BMC Plant Biology, 2023, 23, . 16 8

De novo transcriptome sequencing and gene co-expression reveal a genomic basis for drought
sensitivity and evidence of a rapid local adaptation on Atlas cedar (Cedrus atlantica). Frontiers in
Plant Science, O, 14, .

Glucocorticoid activation of anti-inflammatory macrophages protects against insulin resistance.

Nature Communications, 2023, 14, . 58 4

Insight into growth and wood properties based on QTL and eQTL mapping in Populus deltoides

4€ Danhonga€™ A—APopulus simonii 4€ Tongliao14€™. Industrial Crops and Products, 2023, 199, 116731.

237



CITATION REPORT

# ARTICLE IF CITATIONS

s94g fumor stromal topography promotes chemoresistance in migrating breast cancer cell clusters. 5.7 1
Biomaterials, 2023, ,122128. )

T helper 1 effector memory CD4+ TAcells protect the skin from poxvirus infection. Cell Reports, 2023,

42, 112407.

Low nitrogen stress-induced transcriptome changes revealed the molecular response and tolerance
5250 characteristics in maintaining the C/N balance of sugar beet (Beta vulgaris L.). Frontiers in Plant 1.7 2
Science, 0, 14, .

Transcriptomic dissection of termite gut microbiota following entomopathogenic fungal infection.
Frontiers in Physiology, 0, 14, .

5959 lranscriptome analysis revealed molecular basis of cold response in Prunus mume. Molecular 1.0 5
Breeding, 2023, 43, . :

Overexpression of PtrAREB3 improved cadmium enrichment and tolerance in poplar. Environmental
and Experimental Botany, 2023, 210, 105343.

5491 In Silico Exploration of Therapeutics in Haematococcus pluvialis. , 2023, , 229-244. 0

Computational Genomics Approaches for Livestock Improvement and Management. Livestock Diseases
and Management, 2023, , 351-376.

5753 RNA-Seq and RNA Expression Profiling. Molecular Pathology Library, 2023, , 113-123. 0.1 0

Host-pathogen interactions: databases and approaches for data generation. , 2024, , 15-51.

238



