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A genomic variation map provides insights into the genetic basis of cucumber domestication and

diversity. Nature Genetics, 2013, 45, 1510-1515.

Selection of appropriate reference genes for gene expression studies by quantitative real-time
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Molecularly tagged genes and quantitative trait loci in cucumber with recommendations for QTL

nomenclature. Horticulture Research, 2020, 7, 3. 6.3 73

Transcriptome Comparison of Global Distinctive Features Between Pollination and Parthenocarpic
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Complete resistance to powdery mildew and partial resistance to downy mildew in a Cucumis hystrix
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Cytological diploidization and rapid genome changes of the newly synthesized allotetraploids
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Identification of a stable major-effect QTL (Parth 2.1) controlling parthenocarpy in cucumber and

10 associated candidate gene analysis via whole genome re-sequencing. BMC Plant Biology, 2016, 16, 182.

Singled€eopy gened€based chromosome painting in cucumber and its application for chromosome
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Flexible chromosome painting based on multiplex PCR of oligonucleotides and its application for
comparative chromosome analyses in <i>Cucumis</[i>. Plant Journal, 2020, 102, 178-186.

Fine Mapping of CsVYL, Conferring Virescent Leaf Through the Regulation of Chloroplast

14 Development in Cucumber. Frontiers in Plant Science, 2018, 9, 432.
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Chromosomal structures and repetitive sequences divergence in Cucumis species revealed by
comparative cytogenetic mapping. BMC Genomics, 2015, 16, 730.

<scp>QTL</scp> Mapping of Downy Mildew Resistance in an Introgression Line Derived from
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2013, 161, 536-543.

Genetic mapping of gummy stem blight (Didymella bryoniae) resistance genes in Cucumis sativus-hystrix
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Changes of cytosine methylation induced by wide hybridization and allopolyploidy in Cucumis.
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cycle contributes to the resistance of cucumber against Meloidogyne incognita. BMC Genomics, 2018, 2.8 23
19, 583.

Reconstruction of ancestral kRaryotype illuminates chromosome evolution in the genus
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Genome-Wide Identification and Expression Analysis of Heat Shock Protein 70 (HSP70) Gene Family in
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Chaperones in Stress Tolerance. International Journal of Molecular Sciences, 2022, 23, 1918.
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Allopolyploidization in <i>Cucumis</i> contributes to delayed leaf maturation with repression of
redundant homoeologous genes. Plant Journal, 2018, 94, 393-404.

Candidate genes underlying the quantitative trait loci for root-knot nematode resistance in a
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Genome, 2018, 61, 397-404.
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resistance against Meloidogyne incognita in the introgression line cucumber. Journal of Proteomics,
2020, 220, 103675.

58 Morphological, anatomical and photosynthetic consequences of artificial allopolyploidization in 12 6
Cucumis. Euphytica, 2021, 217, 1. )

Complete chloroplast genome sequencing and comparative analysis reveals changes to the
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