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Overview of Ensembl Regulatory Build

Ensembl Regulatory Build with cell type specific activity
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RefSeq genes from NCBI

Publications: Sequences in Scientific Articles

OMIM Gene Phenotypes - Dark Green Can Be Disease-causing

AlphaMissense Score for all possible single-basepair mutations (zoom in for scores)

Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)

H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
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Short Genetic Variants from dbSNP release 155

Repeating Elements by RepeatMasker
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