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The lincRNA XH123 is involved in cotton cold-stress regulation. Plant Molecular Biology, 2021, 106,
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Functional analysis of the cotton CLE polypeptide signaling gene family in plant growth and
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Absence of CG methylation alters the long noncoding transcriptome landscape in multiple species.
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Retrieving a disrupted gene encoding phospholipase A for fibre enhancement in allotetraploid
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