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C>T| C>G|
dup| C>G|
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Database of Genomic Variants: Structural Var Regions (CNV, Inversion, In/del)
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Database of Genomic Variants: Gold Standard Variants
Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)

Layered H3K27Ac

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

RepeatMasker



