SNiPAcard

Block annotations

Block info

genomic range chr19:52,163,948-52,165,394 ¢
block size 1,447 bp
variant count 2 variants

Basic features

Conservation/deleteriousness Linked genes
phyloP p =-0.183 [-0.401-0.036] gene(s) hit or close-by -
phastCons p=0.000[0-0] eQTL gene(s) -
GERP++ p=-0.621[-1.34-0.0977] potentially regulated gene(s) -

CADD score M =6.307 [4.247 - 8.367] disease gene(s) -



http://grch37.ensembl.org/Homo_sapiens/Location/View?db=core;r=19:52163948-52165394
http://compgen.bscb.cornell.edu/phast/
http://compgen.bscb.cornell.edu/phast/
http://mendel.stanford.edu/SidowLab/downloads/gerp/
http://cadd.gs.washington.edu/
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