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response in tomato (Solanum lycopersicum L.). Plant Cell, Tissue and Organ Culture, 2017, 129, 161-174.
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early flowering. Journal of Experimental Botany, 2019, 70, 4721-4736. 48 43

Genome-Wide Identification and Characterization of the PERK Gene Family in Gossypium hirsutum
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The bHLH transcription factor GhPAS1 mediates BR signaling to regulate plant development and
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PhotomorphoFenesis in plants: The central role of phytochrome interacting factors (PIFs).
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Identification of GhLOG gene family revealed that GhLOG3 is involved in regulating salinity tolerance
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in ovule development and abiotic stress responses. Journal of Cotton Research, 2019, 2, . 2:5 15
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