Figure S1
A.

Antibody =| H3K4me1 H3K4me?2 H3K4me3

Mono Methyl
Peptide + + +

Di Methyl Peptide = = =

Tri Methyl Peptide = = -

Lane 11 2] 3| 4| 5| 6 7 18] 9 10 11 12 13

kDa 38-
28-

Antibody H3ac H4ac

H3 acetyl peptide . o=

H4 acetyl peptide = =

Lane 1

kDa 38-
28-

17-
16-

7-
4-




Figure S2

Q PCR Validation of ChIP-CHIP Enrichments
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Figure S3
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Figure 5S4
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Figure S5
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Figure S6

GM06990  Helas3

TFEB

TES

ST7

SPAG4

ARHGAP26-

HBB

sssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssssss

HOXA5 . |

A

1A My

P A B A B A B P B
LSP1
T ,//\/ *\;: e L N o A j\» —

nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn

SELENBP1,






