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High-resolution temporal transcriptome sequencing unravels ERF and WRKY as the master players in

the regulatory networks underlying sesame responses to waterlogging and recovery. Genomics, 2021,
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Genome-Wide Association Studies of 39 Seed Yield-Related Traits in Sesame (Sesamum indicum L.).
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Genome-wide identification and comprehensive analysis of the NAC transcription factor family in
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Identification and characterization of the bZIP transcription factor family and its expression in
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Transcriptomic, biochemical and physio-anatomical investigations shed more light on responses to

drought stress in two contrasting sesame genotypes. Scientific Reports, 2017, 7, 8755.

SesameFG: an integrated database for the functional genomics of sesame. Scientific Reports, 2017, 7, 2.3 29
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Genome evolutionary dynamics followed by diversifying selection explains the complexity of the
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Evolutionary history and functional divergence of the cytochrome P450 gene superfamily between
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Insight into the AP2/ERF transcription factor superfamily in sesame and expression profiling of DREB
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Sinbase: An Integrated Database to Study Genomics, Genetics and Comparative Genomics in Sesamum

indicum. Plant and Cell Physiology, 2015, 56, e2-e2.
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