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Chromatin state in G1E-ER4 + E1  Number 
GATA1 OSs  1 2 3 4  

1 4479 1247 6 11 
2 858 4264 23 198 sum=238 

3 70 327 218 230  

Chromatin 
state in 

G1E 
4 75 690 93 1433

sum=1162

A. B. 

C. 

Window Position
:chr1
KnownCRMs

Moe_3402_2F

GATA1 all

ChromHMM ER4 S1
ChromHMM ER4 S2
ChromHMM ER4 S3
ChromHMM ER4 S4
ChromHMM G1E S1
ChromHMM G1E S2
ChromHMM G1E S3
ChromHMM G1E S4
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