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10 S<scp>ub</scp>P<scp>haser</scp>: a robust allopolyploid subgenome phasing method based on
subgenomeâ€•specific <i>k</i>â€•mers. New Phytologist, 2022, 235, 801-809. 7.3 33
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13 Hydrothermal carbonization of waste ginkgo leaf residues for solid biofuel production: Hydrochar
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Complete chloroplast genome of Ilex dabieshanensis: Genome structure, comparative analyses with
three traditional Ilex tea species, and its phylogenetic relationships within the family Aquifoliaceae.
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17 Involvement of PtCOL5-PtNF-YC4 in reproductive cone development and gibberellin signaling in
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18 PagGRF11 Overexpression Promotes Stem Development and Dwarfing in Populus. International Journal
of Molecular Sciences, 2022, 23, 7858. 4.1 3



3

Yousry A El-Kassaby

# Article IF Citations

19
Transcriptome<i>â€•</i>wide isolation and expression of <scp><i>NFâ€•Y</i></scp> gene family in male cone
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20 Transcriptome-wide analysis of introgression-resistant regions reveals genetic divergence genes
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21 Quercus species divergence is driven by natural selection on evolutionarily less integrated traits.
Heredity, 2021, 126, 366-382. 2.6 5

22 Deriving internal crown geometric features of Douglas-fir from airborne laser scanning in a
realized-gain trial. Forestry, 2021, 94, 442-454. 2.3 6

23 Metabolome and Transcriptome Analyses Reveal the Regulatory Mechanisms of Photosynthesis in
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Synonymous mutation in <i>Growth Regulating Factor 15</i> of miR396a target sites enhances
photosynthetic efficiency and heat tolerance in poplar. Journal of Experimental Botany, 2021, 72,
4502-4519.
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25 Monitoring genetic diversity across<i>Pinus tabuliformis</i>seed orchard generations using SSR
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26 Genetic architecture of the metabolic pathway of salicylic acid biosynthesis in <i>Populus</i>. Tree
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27 Amino acid metabolism reprogramming in response to changing growth environment in Ginkgo biloba
leaves. LWT - Food Science and Technology, 2021, 144, 111276. 5.2 6

28
Integration of genome wide association studies and coâ€•expression networks reveal roles of
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poplar. New Phytologist, 2021, 231, 1462-1477.
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29 Hybridization and introgression in sympatric and allopatric populations of four oak species. BMC
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31 Spatial prediction and delineation of Ginkgo biloba production areas under current and future
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32 Haplotype-resolved genome assembly and allele-specific gene expression in cultivated ginger.
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34 Chromosome-scale assembly and evolution of the tetraploid Salvia splendens (Lamiaceae) genome.
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35 Soil Bacteria to Regulate Phoebe bournei Seedling Growth and Sustainable Soil Utilization under NPK
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36 Eliciting increased flavonoids content in <i>Ginkgo biloba</i> leaves through exogenous salicylic
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37 Integrative analysis of the metabolome and transcriptome reveals seed germination mechanism in
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41 Genetic diversity of Norway spruce ecotypes assessed by GBS-derived SNPs. Scientific Reports, 2021, 11,
23119. 3.3 12
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46 Linkageâ€•linkage disequilibrium dissection of the epigenetic quantitative trait loci (epiQTLs) underlying
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53 Multiple Ecological Drivers Determining Vegetation Attributes across Scales in a Mountainous Dry
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55 Linkage disequilibrium vs. pedigree: Genomic selection prediction accuracy in conifer species. PLoS
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establishment. Agroforestry Systems, 2019, 93, 1531-1543. 2.0 6
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20, 213.
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80 Genetic Variation Related to High Elevation Adaptation Revealed by Common Garden Experiments in
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genetic investigation in Cupressaceae species. Ecology and Evolution, 2018, 8, 4967-4977. 1.9 36
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87 Ecological genomics of variation in budâ€•break phenology and mechanisms of response to climate
warming in <i>Populus trichocarpa</i>. New Phytologist, 2018, 220, 300-316. 7.3 40
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114 Global transcriptome analysis of Sabina chinensis (Cupressaceae), a valuable reforestation conifer.
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116 A transcriptomics investigation into pine reproductive organ development. New Phytologist, 2016, 209,
1278-1289. 7.3 34

117 Species-specific alleles at a Î²-tubulin gene show significant associations with leaf morphological
variation within Quercus petraea and Q. robur populations. Tree Genetics and Genomes, 2016, 12, 1. 1.6 6
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123 Colonization History, Host Distribution, Anthropogenic Influence and Landscape Features Shape
Populations of White Pine Blister Rust, an Invasive Alien Tree Pathogen. PLoS ONE, 2015, 10, e0127916. 2.5 19
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143 Light intensity affects the growth and flavonol biosynthesis of Ginkgo (Ginkgo biloba L.). New
Forests, 2014, 45, 765-776. 1.7 43

144 Genomeâ€•wide association implicates numerous genes underlying ecological trait variation in natural
populations of <i>Populus trichocarpa</i>. New Phytologist, 2014, 203, 535-553. 7.3 171



10

Yousry A El-Kassaby

# Article IF Citations

145 Modern Advances in Tree Breeding. Forestry Sciences, 2014, , 441-459. 0.4 4

146 Population Structure of Mountain Pine Beetle Symbiont Leptographium longiclavatum and the
Implication on the Multipartite Beetle-Fungi Relationships. PLoS ONE, 2014, 9, e105455. 2.5 30

147 The developing xylem transcriptome and genome-wide analysis of alternative splicing in Populus
trichocarpa(black cottonwood) populations. BMC Genomics, 2013, 14, 359. 2.8 76

148 Genomeâ€•wide association mapping for wood characteristics in <i><scp>P</scp>opulus</i> identifies an
array of candidate single nucleotide polymorphisms. New Phytologist, 2013, 200, 710-726. 7.3 158

149 Comparison of genetic parameters from marker-based relationship, sibship, and combined models in
Scots pine multi-site open-pollinated tests. Tree Genetics and Genomes, 2013, 9, 1227-1235. 1.6 18

150 Mining conifersâ€™ mega-genome using rapid and efficient multiplexed high-throughput
genotyping-by-sequencing (GBS) SNP discovery platform. Tree Genetics and Genomes, 2013, 9, 1537-1544. 1.6 54

151
A 34K <scp>SNP</scp> genotyping array for <i>Populus trichocarpa</i>: Design, application to the
study of natural populations and transferability to other <i>Populus</i> species. Molecular Ecology
Resources, 2013, 13, 306-323.

4.8 92

152 <i><scp>P</scp>opulus trichocarpa</i> cell wall chemistry and ultrastructure trait variation,
genetic control and genetic correlations. New Phytologist, 2013, 197, 777-790. 7.3 100

153 Impacts of Population Structure and Analytical Models in Genome-Wide Association Studies of
Complex Traits in Forest Trees: A Case Study in Eucalyptus globulus. PLoS ONE, 2013, 8, e81267. 2.5 82

154 Predicting Douglas-fir wood density by artificial neural networks (ANN) based on progeny testing
information. Holzforschung, 2013, 67, 771-777. 1.9 19

155 Network analysis reveals the relationship among wood properties, gene expression levels and
genotypes of natural P opulus trichocarpa accessions. New Phytologist, 2013, 200, 727-742. 7.3 37

156 The role of moist-chilling and thermo-priming on the germination characteristics of white spruce
(Picea glauca) seed. Seed Science and Technology, 2013, 41, 321-335. 1.4 7

157 Association Analysis Identifies Melampsora Ã—columbiana Poplar Leaf Rust Resistance SNPs. PLoS ONE,
2013, 8, e78423. 2.5 31
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