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Consensus CDS

Geneid Gene Prediction:

Genscan Gene Predictio

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

DNasel Hypersensitivitv Clusters in 125 cell types from ENWE (V3)

Transcription Factor ChIP-seq Clusters (161 factors) from ENCODE WWOOK Motifs



