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development in Cucumis sativus. Molecular Genetics and Genomics, 2015, 290, 2007-2018. 21 25

STAYGREEN (CsSGCR) is a candidate for the anthracnose (Colletotrichum orbiculare) resistance locus
clain Gy14 cucumber. Theoretical and Applied Genetics, 2018, 131, 1577-1587.

Comprehensive Genomic Analysis and Expression Profiling of the C2H2 Zinc Finger Protein Family

under Abiotic Stresses in Cucumber (Cucumis sativus L.). Genes, 2020, 11, 171. 24 20

The HD-ZIP IV transcription factor Tril regulates fruit spine density through gene dosage effects in
cucumber. Journal of Experimental Botany, 2020, 71, 6297-6310.

Genome-Wide Identification, Classification and Expression Analysis of the MYB Transcription Factor

Family in Petunia. International Journal of Molecular Sciences, 2021, 22, 4838. 41 18

GLABROUS (CmGL) encodes a HD-ZIP IV transcription factor playing roles in multicellular trichome
initiation in melon. Theoretical and Applied Genetics, 2018, 131, 569-579.

Genome-Wide Identification and Characterization of the TCP Gene Family in Cucumber (Cucumis) Tj ETQq0 0 O rgBJAOverlo%lO Tf 50

Molecular cloning and functional characterization of dihydroflavonol-4-reductase gene from
Calibrachoa hybrida. Scientia Horticulturae, 2014, 165, 398-403.
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