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1 hsa_circRNA_101837 2.0254333 S| chrl6 NFATC3
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gkl RIEER log E=2.0 B circRNA
I 5 circRNA log fold change Regulation chrom GeneSymbol
23 hsa_circRNA_104387 —2.510774 T chr7 WBSCR17
24 hsa_circRNA_104940 —2.5834293 T chr9 NUP214
25 hsa_circRNA_102513 —2.6602342 T chr19 GPI
26 hsa_circRNA_104374 —2.7869364 T chr7 GRB10
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