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Figure S3 GENES IN HIGH CLUSTER GENES IN LOW CLUSTER

EXPERIMENT

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

RNA Pol at TSS

9326 8977 7434 7783

RNA Pol on Whole Gene

10668 10330 9818 10156

H3K4 at TSS

9402 8787 7358 7973

H3K4 Whole Gene

10110 8862 10376 11624

H3K36 Whole Gene

12325 11773 8161 8713
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A H3K9me3 Signal: Figure S5
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Figure S6
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Figure S8

60

50

40

30

20

10

percentage of genes with increased expression

m=158 m=77 m=53 m=36 m=29 m=23

0 0.1 0.15 0.2 0.25 0.3
log, fold change cutoff

mall genes
mgenes losing H3K9me3 marks with age (changing by at least 3 quartiles)

m is the number of genes that meet both the foldchange restriction
and lose H3K9me3 by at least 3 quartiles (See supplemental methods)
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