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10day both 40day

GENES IN HIGH CLUSTER GENES IN LOW CLUSTER

EXPERIMENT 10day both 40day

10day total 40day total 10day total 40day total

576 8750 227 227 7207 576RNA Pol at TSS

9326 8977 7434 7783

RNA Pol on  Whole Gene 829 9839 491 491 9327 829

10668 10330 9818 10156

H3K4 at TSS 164 7194 779779 8623 164

9402 8787 7358 7973

H3K4 Whole Gene 233 10143 14811481 8629 233
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12325 11773 8161 8713
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