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Digital DNasel Hupersensitivity Clusters from ENCODE

DNase Clusters

Open Chromatin by DNasel HS from ENCODE/OpenChrom(Duke Universitu)
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ENCODE Histone Modification Feaks and Sighal hased on Uni
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Transcription Factor ChlP-seq Feaks and Sighal based on Uniform processing pipeline
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Exosome
BSA 3210
Lysozyme 14144
Ovalbumin 5947
Hemoglobin 4187
Chymotrypsinogen {10903
DNA 0.03
RNA (24mer) 71859
RNA (75mer) 22995
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Data preprocessing
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Phylogenetic study
Secondary structure 1
Software distribution and data sharing 1

miRNA targets prediction
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