Mutation Taster

Model: simple_aae. prob:

Prediction disease causing 0.999999999999999 (explain)

Summary hyperlink
= amino acid sequence changed

= protein features (might be) affected
- splice site changes

analysed issues analysis result

alteration (phys. location) chr5:149435680C>G show variant in all transcripis 1GYW

Ensembl transcript ID ENSTO0000286301
UniProt peptide PO7333

alteration region cos

AL changes WEa21C Score: 215 explain score(s)

frameshift no

requlatory features H3IKIEme3, Histone, Histone 3 Lysine 36 Tri-Methylation

Mutation Assessor
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variant score height | region bind.site bind.site bind.site
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