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Digital DNasel Hupersensitivity Clusters from ENCODE
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Open Chromatin by DNasel HS from ENCODE/OpenChrom(Duke University)

— —— — L]
- - - - |
I [ ]
e L e ]
1 "
— —j— L] e —— =
_——— - N . m
- u I nmin

ENCODE Histone Modification Feaks and Signal based on Uniform processing pipeline
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ENCODE Transcription Factor ChIP-seq Feaks and Sighal based on Uniform processing pipeline
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