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Figure S1. Heatmap representation of log,FC in miR165a cells versus other cell-types in
sub-epidermis. Alongside the log,FC heatmap, enriched GO terms and associated p-value
in individual cluster has been shown.
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Figure S2. Overlap analysis of DEGs identified after ectopic expression of REV in epidermis
(pPML1>>REVr) (Ram

et al, 2020), and after over-expression of
(pAtUBQ10>>miR165a) in this study.
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