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Genomic interrogation of a MAGIC population highlights genetic factors controlling fiber quality
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RNA-Seq with a novel glabrous-ZM24fl reveals some key IncRNAs and the associated targets in
fiber initiation of cotton.. BMC Plant Biology, 2022, 22, 61 53 1

Dynamic 3D genome architecture of cotton fiber reveals subgenome-coordinated chromatin
topology for 4-staged single-cell differentiation.. Genome Biology, 2022, 23, 45

Identification and Functional Analysis of IncRNA by CRISPR/Cas9 During the Cotton Response to
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Development of an efficient and precise adenine base editor (ABE) with expanded target range in
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tolerant cotton.. Plant Methods, 2022, 18, 53 5
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single-cell transcriptome landscape. Plant Biotechnology Journal, 2021, 116 1
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Orchestration of plant development and defense by indirect crosstalk of salicylic acid and
brassinosteorid signaling via transcription factor GhTINY2. Journal of Experimental Botany, 2021,
72,4721-4743
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L The application of a heat-inducible CRISPR/Cas12b (C2c1) genome editing system in tetraploid
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L Phenotypic plasticity and genetic variation of cotton yield and its related traits under water-limited 6
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Combined GWAS and eQTL analysis uncovers a genetic reqgulatory network orchestrating the
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High day and night temperatures distinctively disrupt fatty acid and jasmonic acid metabolism,
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Transcriptomic profiles of non-embryogenic and embryogenic callus cells in a highly regenerative
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functions in regulating secondary cell wall biosynthesis. BMC Plant Biology, 2019, 19, 432
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117 biosynthesis. Nature Communications, 2019, 10, 4702
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CRISPR/Cas System: Recent Advances and Future Prospects for Genome Editing. Trends in Plant
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103 regulation. New Phytologist, 2018, 217, 163-178 98 95

Red fluorescent protein (DsRed2), an ideal reporter for cotton genetic transformation and
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Comprehensive analysis of NAC transcription factors uncovers their roles during fiber development
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QTL Mapping for Fiber Quality and Yield Traits Based on Introgression Lines Derived from
Gossypium hirsutum [G. tomentosum. /nternational Journal of Molecular Sciences, 2018, 19,
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the GhmiR157-GhSPL pathway. Communications Biology, 2018, 1, 229

GhCPK33 Negatively Regulates Defense against by Phosphorylating GhOPR3. Plant Physiology,

93 2018, 178, 876-889 66 32
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phytohormonal signaling networks. Plant Cell Reports, 2016, 35, 2167-79




(2015-2016)

3 GhJAZ2 negatively regulates cotton fiber initiation by interacting with the R2R3-MYB transcription 6 6
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Fibre elongation requires normal redox homeostasis modulated by cytosolic ascorbate peroxidase
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Structure, evolution, and comparative genomics of tetraploid cotton based on a high-density
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development as revealed by transcript profiling analysis in cotton. Plant Physiology, 2014, 164, 1293-308™"

GhH2A12, a replication-dependent histone H2A gene from Gossypium hirsutum, is negatively
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