Scale 2 kbl hg19
chr15: 99,396,000 | 99,397,000 | 99,398,000 | 99,399,000 | 99,400,000 | 99 000 | 99,402,000 | 99,403,000 | 99,404,000 |
UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparatlve Genomics)

100 H3K27Ac Mark (often found near active regulatory elements) on 7 cell lines from ENCODE

= — e

DNasel Hypersensitivity Clusters in 125 cell types from ENCODE (V3)

o 7 1 28 14 9 9 1 3 0w s 2 45 I
51 27 2 2 2 58 I 14 1 4
1250 122 N 18
Transcription Factor FhIP—seuO(ﬂm factors) from ENCODE with Factorbook Matifs
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