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Chromatin State Seanie i from ENCODE/Broad
GM12878 ChromHMM - -
H1-hESC ChromHMM | - -
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HUVEC ChromHMM
HMEC ChromHMM |
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NHEK ChromHMM
NHLF ChromHMM I |
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H1-hESC H3K4m3

H1-hESC H3K27ac L [}
H1-hESC H3K27ac
H1-hESC H3K27m3 1 Il

H1-hESC H3K27m3
H1-hESC H3K36m3
H1-hESC H3K36m3

State 1 - [ ENSNREE - Active Promoter
-Weak Promoter
BB - Inactive/poised Promoter

Weakipoised enhancer
Weakipoised enhancer

[Biue]
State 9 - [DafkiGIeen] - Transcriptional transition
State 10 - [DarkiGreen] - Transcriptional elongation
State 11 - - Weak transcribed
State 12 - [lGI@y] - Polycomb-repressed
State 13- - Heterochromatin; low signal
- Repetitive/Copy Number Variation
- Repetitive/Copy Number Variation




