
Scale
chr15:

GM12878
H1-hESC

HepG2
HeLa-S3
HUVEC

K562

DNase Clusters
Txn Factor ChIP

GM12878 ChromHMM
H1-hESC ChromHMM

K562 ChromHMM
HepG2 ChromHMM

HUVEC ChromHMM
HMEC ChromHMM
HSMM ChromHMM
NHEK ChromHMM
NHLF ChromHMM

H1-hESC CTCF

H1-hESC H3K4m1

H1-hESC H3K4m3

H1-hESC H3K27ac

H1-hESC H3K27m3

H1-hESC H3K36m3

5 kb hg19
99,405,000 99,406,000 99,407,000 99,408,000 99,409,000 99,410,000 99,411,000 99,412,000 99,413,000 99,414,000

CpG Methylation by Methyl 450K  Bead Arrays from ENCODE/HAIB

NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_*) - Annotation Release NCBI Homo sapiens Updated Annotation Release 105.20190906 (2019-10-24) 

H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE

DNaseI Hypersensitivity Clusters in 125 cell types from ENCODE (V3)
Transcription Factor ChIP-seq Clusters (161 factors) from ENCODE with Factorbook Motifs

Chromatin State Segmentation by HMM from ENCODE/Broad

Histone Modifications by ChIP-seq from ENCODE/Broad Institute
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