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ARTICLE IF CITATIONS
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Knockdown of Cytochrome P450 Genes Ch_D07G1197 and Gh_A13G2057 on Chromosomes DO7 and A13
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Genes, 2019, 10, 226.

Foxtail Millet: A New Model for C4 Plants. Trends in Plant Science, 2021, 26, 199-201.

Functional characterization of Gh_A08G1120 (GH3.5) gene reveal their significant role in enhancing

drought and salt stress tolerance in cotton. BMC Genetics, 2019, 20, 62. 27 39

RNA-Sequencing, Physiological and RNAi Analyses Provide Insights into the Response Mechanism of the
ABC-Mediated Resistance to Verticillium dahliae Infection in Cotton. Genes, 2019, 10, 110.

From Sequencing to Genome Editing for Cotton Improvement. Trends in Biotechnology, 2021, 39,
221-224. o3 27

Genome-wide identification, characterization, and expression analysis of superoxide dismutase (SOD)
genes in foxtail millet (Setaria italica L.). 3 Biotech, 2018, 8, 486.

Genome-wide analysis of the cotton G-coupled receptor proteins (GPCR) and functional analysis of 0.8 21
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Genome-Wide Mining and Identification of Protein Kinase Gene Family Impacts Salinity Stress Tolerance
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GhGLK1 a Key Candidate Gene From GARP Family Enhances Cold and Drought Stress Tolerance in p 17
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Functional Characterization of GhACX3 Gene Reveals Its Significant Role in Enhancing Drought and
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Genome-wide characterization and comparative analysis of the MLO gene family in cotton. Plant 5.8 12
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Genome-Wide Survey and Comparative Analysis of Long Terminal Repeat (LTR) Retrotransposon Families
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Transcriptome Analysis Provides Insights into Crain Filling in Foxtail Millet (Setaria italica L.).
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Genome-wide identification of the MIOX gene family and their expression profile in cotton

development and response to abiotic stress. PLoS ONE, 2021, 16, e0254111.

Identification of the Golden-2-like transcription factors gene family in <i>Gossypium hirsutum</i>. 20 9
Peer), 2021, 9, e12484. ’



RENHAI PENG

# ARTICLE IF CITATIONS

Construction of cytogenetic map of Gossypium herbaceum chromosome 1 and its integration with
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Systematical characterization of YUCCA gene family in five cotton species, and potential functions of
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Construction of a bacterial artificial chromosome library for Gossypium herbaceum var. africanum.
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