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Figure S1 the bioinformatic prediction of the binding site between H3K27me3 and RUNX1 promoter. (a) Align between the swine RUNX1 sequence and human RUNX1 homologous sequence. (b) The predicted H3K27me3 in RUNX1 was in the reserve strain of chr.13 198653051-198653684 bp.
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>chrl13:198653051-198653684 (reverse complement)
GCTGTGCGCTGAAACTAACACAACATTGTAAATTAATTATATGACAATTTTAAAAAATGAAAAAAGAAATG
CTTTGGACACTTCAGGACCAACCGAGAAT
GTGGCAGGTAAAAACAATTTCTTAAGCCATTTGCTATCTGTGGGAGGGGGTGTAAGCCTAAAAGCCTCTCT
GCCCAGTCTTTCCCTAATAGGTTTTCCCT
TTCTCCATAATGTTTGTAAAAAGTCCCACAGGTAGCAATACAACATTACCTCCAAATAAGGGCTGATAAGT
ACCTCTTATTTAGCATGTGCCAAGAATTT
TTCTAAGTGCTTCAGGGGCATTAACTAATTTAATACAACAACCCTATGAGCTGAGAAATATATTATTGTCA
CCTCACAATGGCCCTACGAGGGGGAGAAA
TGGTACTATCCCCATTTTTCAGTTGAGAAAGCCAAGTCACAGGTGAACTCAACTTGCTTGCCCAAGGACAG
CTAGCAAGTGGCTGAGCTGGGATGCAAAC
TCACACAGCATACCCCCAGAGTTCACCTCTATTCTAGACTGCCTTGCTCCAGAACTCATTGTCTATTCTGC
TGGCTACAACGGTGCCTGATACACAGACT

GTGCTGAATAAAAGCTTGTTGAATAAATATGTTC










