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Chromatin State Seamentation by HMM from FNCONF/Rmad
GM12878 Chrom|
H1-hESC Chrom
K562 Chrem ]
Hep2 Chrom
HUYEC Chroml
HMEC Chrom

HSMM Chrom
NHEK Chrom
NHLF Chrom

AL ChromHMM

BHM ChromHMM

GM12787: B-lymphocyte

H1-hESC: embryonic stem cell

K562: leukemia cell

HepG2: hepatocellular carcinoma cell

HUVEC: umbilical vein endothelial cells

HMEC: mammary epithelial cells
HSMM: skeletal muscle myoblasts
NHEK: epidermal keratinocytes
NHLF: lung fibroblasts

AL: Adult Liver

BHM: Brain Hippocampus Middle
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Chromatin State Segmentation by HMM
from ENCODE/Broad

. _ - Active Promoter
i _ -Weak Promoter
. - - Inactive/poised Promoter

-|Orange - Strong enhancer
-|Orange - Strong enhancer

.| Yellow | - Weak/poised enhancer
-| Yellow | - Weak/poised enhancer

- - Insulator

. _ - Transcriptional transition

- _ - Transcriptional elongation

- | Light Green | - Weak transcribed

- - - Polycomb-repressed
W - Heterochromatin; low signal

Light Gray | - Repetitive/Copy Number Variation
W - Repetitive/Copy Number Variation

Chromatin Primary Core Marks Segmentation
by HMM from Roadmap Project
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