Supplementary data 1:

List of 65 commonly upregulated genes from the three Rybp transcriptome available from
ES cells sources- (Ujhelly et al., 2015, Rose et al.,2016 and Zhao et al., 2018). The genes are
listed in the descending order of their log2foldchange values as per Ujhelly et al., 2015.
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Supplementary data 2:

Gene Ontology (GO) analysis of the 65 commonly upregulated genes identified with germ
cell, meiotic and spermatogenic functions.
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List of 81 common hits
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Supplementary data 3:

Common target analysis

Finding common genes amongst the 2117 significantly (more than 2-fold) upregulated
genes in Rybp’  mouse ES cells (Ujhelly et al., 2015) and 1481 NANOG bound genes in
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