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1 High genome heterozygosity and endemic genetic recombination in the wheat stripe rust fungus.
Nature Communications, 2013, 4, 2673. 12.8 238

2
<i>Puccinia striiformis</i> f. sp. <i>tritici</i> mi<scp>croRNA</scp>â€•like <scp>RNA</scp> 1
(<i>Pst</i>â€•milR1), an important pathogenicity factor of <i>Pst</i>, impairs wheat resistance to
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7.3 168

3 WheatOmics: A platform combining multiple omics data to accelerate functional genomics studies in
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4 Genome sequence of <i>Valsa</i> canker pathogens uncovers a potential adaptation of colonization
of woody bark. New Phytologist, 2015, 208, 1202-1216. 7.3 158

5
Identification of Eighteen <i>Berberis</i> Species as Alternate Hosts of <i>Puccinia striiformis</i> f.
sp. <i>tritici</i> and Virulence Variation in the Pathogen Isolates from Natural Infection of Barberry
Plants in China. Phytopathology, 2013, 103, 927-934.

2.2 143

6 The Stripe Rust Resistance Gene Yr10 Encodes an Evolutionary-Conserved and Unique CCâ€“NBSâ€“LRR
Sequence in Wheat. Molecular Plant, 2014, 7, 1740-1755. 8.3 132

7 An effector protein of the wheat stripe rust fungus targets chloroplasts and suppresses chloroplast
function. Nature Communications, 2019, 10, 5571. 12.8 129

8 Role of Alternate Hosts in Epidemiology and Pathogen Variation of Cereal Rusts. Annual Review of
Phytopathology, 2016, 54, 207-228. 7.8 121

9 Host-Induced Gene Silencing: A Powerful Strategy to Control Diseases of Wheat and Barley.
International Journal of Molecular Sciences, 2019, 20, 206. 4.1 111

10 Genome-wide A-to-I RNA editing in fungi independent of ADAR enzymes. Genome Research, 2016, 26,
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11
Molecular analysis of common wheat genes encoding three types of cytosolic heat shock protein 90
(Hsp90): functional involvement of cytosolic Hsp90s in the control of wheat seedling growth and
disease resistance. New Phytologist, 2011, 191, 418-431.

7.3 108

12 Stripe Rust Effector PstGSRE1 Disrupts Nuclear Localization of ROS-Promoting Transcription Factor
TaLOL2 to Defeat ROS-Induced Defense in Wheat. Molecular Plant, 2019, 12, 1624-1638. 8.3 98

13 Delimiting cryptic pathogen species causing apple Valsa canker with multilocus data. Ecology and
Evolution, 2014, 4, 1369-1380. 1.9 97

14
Hostâ€•induced gene silencing of an important pathogenicity factor
<i><scp>P</scp>s<scp>CPK</scp>1</i> in <i>Puccinia striiformis</i> f. sp. <i>tritici</i> enhances
resistance of wheat to stripe rust. Plant Biotechnology Journal, 2018, 16, 797-807.

8.3 97

15 Transcriptome profiling to identify genes involved in pathogenicity of Valsa mali on apple tree. Fungal
Genetics and Biology, 2014, 68, 31-38. 2.1 87

16 SSR and STS markers for wheat stripe rust resistance gene Yr26. Euphytica, 2008, 159, 359-366. 1.2 83

17
Rapid identification of an adult plant stripe rust resistance gene in hexaploid wheat by
high-throughput SNP array genotyping of pooled extremes. Theoretical and Applied Genetics, 2018, 131,
43-58.

3.6 80

18 TaADF7, an actinâ€•depolymerizing factor, contributes to wheat resistance against <i>Puccinia
striiformis</i>Â f.Â sp. <i>tritici</i>. Plant Journal, 2014, 78, 16-30. 5.7 79
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19 Variation in cis-regulation of a NAC transcription factor contributes to drought tolerance in wheat.
Molecular Plant, 2022, 15, 276-292. 8.3 78

20 Host-Induced Gene Silencing of the MAPKK Gene <i>PsFUZ7</i> Confers Stable Resistance to Wheat
Stripe Rust. Plant Physiology, 2017, 175, 1853-1863. 4.8 75

21 Regulatory changes in <i>TaSNAC8â€•6A</i> are associated with drought tolerance in wheat seedlings.
Plant Biotechnology Journal, 2020, 18, 1078-1092. 8.3 73

22 Candidate effector proteins of the necrotrophic apple canker pathogen Valsa mali can suppress
BAX-induced PCD. Frontiers in Plant Science, 2015, 6, 579. 3.6 71

23 Virulence Variations of <i>Puccinia striiformis</i> f. sp. <i>tritici</i> Isolates Collected from
<i>Berberis</i> spp. in China. Plant Disease, 2016, 100, 131-138. 1.4 71

24
A Conserved <i>Puccinia striiformis</i> Protein Interacts with Wheat NPR1 and Reduces Induction of
<i>Pathogenesis</i>-<i>Related</i> Genes in Response to Pathogens. Molecular Plant-Microbe
Interactions, 2016, 29, 977-989.

2.6 69

25
<scp>PST</scp>ha5a23, a candidate effector from the obligate biotrophic pathogen
<scp><i>P</i></scp><i>uccinia striiformis</i> f. sp. <i>tritici</i>, is involved in plant defense
suppression and rust pathogenicity. Environmental Microbiology, 2017, 19, 1717-1729.

3.8 69

26
<i>TaMCA4</i>, a Novel Wheat Metacaspase Gene Functions in Programmed Cell Death Induced by the
Fungal Pathogen <i>Puccinia striiformis</i> f. sp. <i>tritici</i>. Molecular Plant-Microbe Interactions,
2012, 25, 755-764.

2.6 67

27 Identification of expressed genes during compatible interaction between stripe rust (Puccinia) Tj ET
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1 1 0.784314 rg
BT /Overlock 10 Tf 50 422 Td (striiformis) and wheat using a cDNA library. BMC Genomics, 2009, 10, 586.2.8 63

28 Wheat stripe rust resistance gene Yr24/Yr26: A retrospective review. Crop Journal, 2018, 6, 321-329. 5.2 62

29
SNP-based pool genotyping and haplotype analysis accelerate fine-mapping of the wheat genomic
region containing stripe rust resistance gene Yr26. Theoretical and Applied Genetics, 2018, 131,
1481-1496.

3.6 61

30 Transcriptome Analysis Provides Insights into the Mechanisms Underlying Wheat Plant Resistance to
Stripe Rust at the Adult Plant Stage. PLoS ONE, 2016, 11, e0150717. 2.5 61

31 A stripe rust effector Pst18363 targets and stabilises TaNUDX23 that promotes stripe rust disease. New
Phytologist, 2020, 225, 880-895. 7.3 60

32 MARPLE, a point-of-care, strain-level disease diagnostics and surveillance tool for complex fungal
pathogens. BMC Biology, 2019, 17, 65. 3.8 56
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Monodehydroascorbate reductase gene, regulated by the wheat PN-2013 miRNA, contributes to adult
wheat plant resistance to stripe rust through ROS metabolism. Biochimica Et Biophysica Acta - Gene
Regulatory Mechanisms, 2014, 1839, 1-12.

1.9 55

34 The wheat ABA receptor gene <i>TaPYL1â€•1B</i> contributes to drought tolerance and grain yield by
increasing waterâ€•use efficiency. Plant Biotechnology Journal, 2022, 20, 846-861. 8.3 55

35 A largeâ€•scale genomic association analysis identifies the candidate causal genes conferring stripe rust
resistance under multiple field environments. Plant Biotechnology Journal, 2021, 19, 177-191. 8.3 54

36 A novel wheat NAC transcription factor, <i>Ta</i>NAC30, negatively regulates resistance of wheat to
stripe rust. Journal of Integrative Plant Biology, 2018, 60, 432-443. 8.5 51
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Down-regulation of a wheat alkaline/neutral invertase correlates with reduced host susceptibility to
wheat stripe rust caused by<i>Puccinia striiformis</i>. Journal of Experimental Botany, 2015, 66,
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4.8 49

38 The calcium sensor TaCBL4 and its interacting protein TaCIPK5 are required for wheat resistance to
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39 YR36/WKS1-Mediated Phosphorylation of PsbO, an Extrinsic Member of Photosystem II, Inhibits
Photosynthesis and Confers Stripe Rust Resistance in Wheat. Molecular Plant, 2019, 12, 1639-1650. 8.3 49
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41
Virulence and Simple Sequence Repeat Marker Segregation in a <i>Puccinia striiformis</i> f. sp.
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Phytopathology, 2016, 106, 185-191.

2.2 48

42 ABA-Induced Sugar Transporter TaSTP6 Promotes Wheat Susceptibility to Stripe Rust. Plant Physiology,
2019, 181, 1328-1343. 4.8 48

43 A unique invertase is important for sugar absorption of an obligate biotrophic pathogen during
infection. New Phytologist, 2017, 215, 1548-1561. 7.3 47

44 Development and Validation of KASP-SNP Markers for QTL Underlying Resistance to Stripe Rust in
Common Wheat Cultivar P10057. Plant Disease, 2017, 101, 2079-2087. 1.4 46

45 Candidate Effector Pst_8713 Impairs the Plant Immunity and Contributes to Virulence of Puccinia
striiformis f. sp. tritici. Frontiers in Plant Science, 2018, 9, 1294. 3.6 45

46 An extracellular Znâ€•only superoxide dismutase from <i>Puccinia striiformis</i> confers enhanced
resistance to hostâ€•derived oxidative stress. Environmental Microbiology, 2016, 18, 4118-4135. 3.8 44

47 Genome-Wide Identification of Cyclic Nucleotide-Gated Ion Channel Gene Family in Wheat and
Functional Analyses of TaCNGC14 and TaCNGC16. Frontiers in Plant Science, 2018, 9, 18. 3.6 44

48 Ultrastructural and cytochemical studies on the infection process of Sclerotinia sclerotiorum in
oilseed rape. Journal of Plant Diseases and Protection, 2008, 115, 9-16. 2.9 41

49 TaADF3, an Actin-Depolymerizing Factor, Negatively Modulates Wheat Resistance Against Puccinia
striiformis. Frontiers in Plant Science, 2015, 6, 1214. 3.6 41

50 Utilization of the Genomewide Wheat 55K SNP Array for Genetic Analysis of Stripe Rust Resistance in
Common Wheat Line P9936. Phytopathology, 2019, 109, 819-827. 2.2 41

51 Wheat hypersensitive-induced reaction genes TaHIR1 and TaHIR3 are involved in response to stripe rust
fungus infection and abiotic stresses. Plant Cell Reports, 2013, 32, 273-283. 5.6 40

52 TaCIPK10 interacts with and phosphorylates TaNH2 to activate wheat defense responses to stripe rust.
Plant Biotechnology Journal, 2019, 17, 956-968. 8.3 40

53 Overexpression of a Wheat CCaMK Gene Reduces ABA Sensitivity of Arabidopsis thaliana During Seed
Germination and Seedling Growth. Plant Molecular Biology Reporter, 2011, 29, 681-692. 1.8 39

54 Genome-wide Mapping for Stripe Rust Resistance Loci in Common Wheat Cultivar Qinnong 142. Plant
Disease, 2019, 103, 439-447. 1.4 38
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55 <i>TaDAD2</i>, a Negative Regulator of Programmed Cell Death, Is Important for the Interaction
Between Wheat and the Stripe Rust Fungus. Molecular Plant-Microbe Interactions, 2011, 24, 79-90. 2.6 37

56 Transcriptional repression of <i>TaNOX10</i> by TaWRKY19 compromises ROS generation and enhances
wheat susceptibility to stripe rust. Plant Cell, 2022, 34, 1784-1803. 6.6 37

57 Saturation Mapping of a Major Effect QTL for Stripe Rust Resistance on Wheat Chromosome 2B in
Cultivar Napo 63 Using SNP Genotyping Arrays. Frontiers in Plant Science, 2017, 8, 653. 3.6 34

58 Haustoria â€“ arsenals during the interaction between wheat and <i>Puccinia striiformis</i> f. sp.
<i>tritici</i>. Molecular Plant Pathology, 2020, 21, 83-94. 4.2 34

59 A polysaccharide deacetylase from <i>Puccinia striiformis</i> f. sp<i>. tritici</i> is an important
pathogenicity gene that suppresses plant immunity. Plant Biotechnology Journal, 2020, 18, 1830-1842. 8.3 34

60 Determining the basis of nonhost resistance in rice to cereal rusts. Euphytica, 2011, 179, 33-40. 1.2 33

61 <scp><i>Ta</i>EIL1</scp>, a wheat homologue of <scp><i>At</i>EIN3</scp>, acts as a negative regulator
in the wheatâ€“stripe rust fungus interaction. Molecular Plant Pathology, 2013, 14, 728-739. 4.2 32
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Genetic architecture of wheat stripe rust resistance revealed by combining QTL mapping using
SNP-based genetic maps and bulked segregant analysis. Theoretical and Applied Genetics, 2019, 132,
443-455.

3.6 31

63 The development of a PCR-based method for detecting Puccinia striiformis latent infections in wheat
leaves. European Journal of Plant Pathology, 2008, 120, 241-247. 1.7 30

64 Biological control of oilseed rape Sclerotinia stem rot by<i>Bacillus subtilis</i>strain Em7.
Biocontrol Science and Technology, 2014, 24, 39-52. 1.3 30

65 Histological and molecular studies of the non-host interaction between wheat and Uromyces fabae.
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66 A Novel Fungal Hyperparasite of Puccinia striiformis f. sp. tritici, the Causal Agent of Wheat Stripe
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67 Wheat TaNPSN SNARE homologues are involved in vesicle-mediated resistance to stripe rust (Puccinia) Tj ET
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68 Exploration of microRNAs and their targets engaging in the resistance interaction between wheat and
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69 TaDIR1-2, a Wheat Ortholog of Lipid Transfer Protein AtDIR1 Contributes to Negative Regulation of
Wheat Resistance against Puccinia striiformis f. sp. tritici. Frontiers in Plant Science, 2017, 8, 521. 3.6 29

70
Comparative genome-wide mapping versus extreme pool-genotyping and development of diagnostic SNP
markers linked to QTL for adult plant resistance to stripe rust in common wheat. Theoretical and
Applied Genetics, 2018, 131, 1777-1792.
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71 First Report of a <i>Puccinia striiformis</i> f. sp. <i>tritici</i> Race Virulent to Wheat Stripe Rust
Resistance Gene <i>Yr5</i> in China. Plant Disease, 2020, 104, 284. 1.4 29

72 A rust fungus effector directly binds plant preâ€•mRNA splice site to reprogram alternative splicing and
suppress host immunity. Plant Biotechnology Journal, 2022, 20, 1167-1181. 8.3 29
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Plant Disease, 2012, 96, 1645-1652. 1.4 23
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118 A novel citrate synthase isoform contributes infection and stress resistance of the stripe rust
fungus. Environmental Microbiology, 2018, 20, 4037-4050. 3.8 16
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129 RNAiâ€•mediated stable silencing of <i>TaCSN5</i> confers broadâ€•spectrum resistance to <i>Puccinia
striiformis</i> f. sp. <i>tritici</i>. Molecular Plant Pathology, 2021, 22, 410-421. 4.2 14

130
AtSTP8, an endoplasmic reticulumâ€•localised monosaccharide transporter from Arabidopsis, is
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