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Figure S1 A flowchart for the data processing.

Table S1 Primers employed in this study

\‘{ mo6A cluster analysis

Gene symbol Forward primer (5'-3") Reverse primer (5'-3')

GAPDH GGAGCGAGATCCCTCCAAAAT GGCTGTTGTCATACTTCTCATGG
RBM15 AGCCGCGAGTATGATACCG GCCCGAAGAATTTTTGGTGCTC
CASP3 CATGGAAGCGAATCAATGGACT CTGTACCAGACCGAGATGTCA
HSPA4 GCATCGAGACTATCGCTAATGAG TGCAAGGTTAGATTTTTCTGCCT
NFKBT1 AACAGAGAGGATTTCGTTTCCG TTTGACCTGAGGGTAAGACTTCT
PPP3CC ACCGCGTCATCAAAGCTGT CTTCCAGTCGTCCTTCCTTTAC
TNFRSF10B ATGGAACAACGGGGACAGAAC CTGCTGGGGAGCTAGGTCT
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