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Theoretical and Applied Genetics, 2021, 134, 2023-2034.

Chromosome-scale genome assembly of<i>Cucumis hystrix</i>&€”a wild species interspecifically
cross-compatible with cultivated cucumber. Horticulture Research, 2021, 8, 40.

Complete chloroplast genome sequencing and comparative analysis reveals changes to the

chloroplast genome after allopolyploidization in <i>Cucumis</i>. Genome, 2021, 64, 627-638. 2.0 6
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Genetic and Transcriptomic Analysis Reveal the Molecular Basis of Photoperiod-Regulated Flowering
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20

22

24

26

28

30

32

34

36

JINFENG CHEN

ARTICLE IF CITATIONS

Genome-Wide Identification, Phylogenetic and Expression Pattern Analysis of GATA Family Genes in

Cucumber (Cucumis sativus L.). Plants, 2021, 10, 1626.

A SNP Mutation in Homeodomain-DDT (HD-DDT) Transcription Factor Results in Multiple Trichomes

(mt) in Cucumber (Cucumis sativus L.). Genes, 2021, 12, 1478. 24 2

Transcriptome analysis of ovary culture-induced embryogenesis in cucumber (<i>Cucumis) Tj ETQql 1 0.784314 rg@B/Overlc&ch 10 TH

Flexible chromosome painting based on multiplex PCR of oligonucleotides and its application for
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Genome-wide analysis of a putative lipid transfer protein LTP_2 gene family reveals CsLTP_2 genes
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Multi-omics analysis revealed that MAPK signaling and flavonoid metabolic pathway contributed to
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Candidate genes underlying the quantitative trait loci for root-knot nematode resistance in a
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and Cell Physiology, 2014, 55, 1325-1342.

Nextd€generation sequencing, <scp>FISH</scp> mapping and synteny&d€based modeling reveal mechanisms

of decreasing dysploidy in <i><scp>C</[scp>ucumis</i>. Plant Journal, 2014, 77, 16-30. 5.7 90

Singled€eopy gened€based chromosome painting in cucumber and its application for chromosome
rearrangement analysis in <i><scp>C</[scp>ucumis</i>. Plant Journal, 2014, 78, 169-179.

<scp>QTL</scp> Mapping of Downy Mildew Resistance in an Introgression Line Derived from
Interspecific Hybridization Between Cucumber and <i>Cucumis hystrix<[i>. Journal of Phytopathology, 1.0 32
2013, 161, 536-543.

Genome-wide analysis of NBS-encoding disease resistance genes in Cucumis sativusand phylogenetic
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