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ChiP-seq Total peaks Intersect
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D RUNX1 ChlIP peaks in SEM cells, all peaks

B ChIP peak enrichment

E/R-regulated hypergeometric
all peaks genes all genes p-value
ERG-peaks in HSC 59.9 % 475 % 1.8E-05
FLI1-peaks in HSC 97.2% | 90.4% 8.5E-06
RUNX1-peaks in HSC 97.5% | 89.5% 2.7E-07
RUNX1-peaks in SEM, all 98.8 % 97.9 % 9.4E-01 *
RUNX1-peaks in SEM, top 50% | 97.2 % 94.7 % 3.5E-02 *
RUNX1-peaks in SEM, top 30% | 95.7 % 88.4 % 1.1E-05
RUNX1-peaks in SEM, top 10% | 81.6 % | 64.9 % 5.0E-10
E/R-regulated hypergeometric
peaks with respective motif genes  allgenes p-value
ERG-peaks in HSC 525% | 404 % 2.8E-05
FLI1-peaks in HSC 929% | 80.6% 4.5E-09
RUNX1-peaks in HSC 79.1% | 60.4% 1.5E-11
RUNX1-peaks in SEM, all 975% | 97.2% 4.8E-01 *
RUNX1-peaks in SEM, top 50% | 96.8 % | 90.0 % 1.1E-05
RUNX1-peaks in SEM, top 30% | 90.4 % 82.0% 5.9E-05
RUNX1-peaks in SEM, top 10% | 73.8 % 55.9 % 3.7E-10
E/R-regulated hypergeometric
eaks with ETS-RUNX motif genes  all genes p-value
ERG-peaks in HSC 13.5% 71 % 1.1E-04
FLI1-peaks in HSC 45.7% | 30.7% 7.7E-08
RUNX1-peaks in HSC 45.7 % 30.8 % 1.0E-07
RUNX1-peaks in SEM, all 759% | 54.7% 1.4E-13
RUNX1-peaks in SEM, top 50% | 60.3% | 41.4 % 1.3E-10
RUNX1-peaks in SEM, top 30% | 50.7 % 314 % 1.2E-11
RUNX1-peaks in SEM, top 10% | 31.2% 15.9 % 1.3E-10

E RUNX1 ChIP peaks in SEM cells, top 1000 peaks
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E/R downregulated regions [p-value a":g::’r’:‘_?g’sh to :/(:g;fons ob/nagigr.
GCAACAGGAAGT  |1e-15 | ETS motif (0.9) 15 | 2
AGGAAGCAAGTS |1e-10 | EHF motif (0.7) 10 | 25
TGCCCCCECCCC | 1e-7 | spt motif (09) 16.5 7
AACCACAC 1e-7 | RUNX-AML motif (0.9) | 265 | 15
E/IR upregulated regions [p-value m‘o;i:’;n _ia_lt:csh to :/;;it)ns ;ﬁagigr.
AXCTTTCASATC  |1e11 | CHRmotif (0.7) 10 | os
CCTSTCGEECCA [ 1e-10 | EBF motif (0.6) 10 0.5
CASTCATTLCCTTIS| te-s DUX4 motif (0.6) 14 15
ACICGCTEC 1e-8 | Tcf12 motif (0.8) 61 33




