Supplemental table 1: Standard analysis of variant interpretation by Genomize Seq Platform
  















Population Databases


GnomAD


Clinvar


Conservation Prediction 


GERP NR


Pathogenicity Prediction


●REVEL


dbSNP


Varsome


ExaC


1000G


UK10K


GME


TopMED





ESP6500


GERP RS


Blosum62


Integrated Fitcons Score


integrated Confidence Value


phylop100WayVertebrate


phylop30WayMammalian


phylop17WayPrimate


phastcons100WayVertebrate


phastcons30WayMammalian


phastcons17WayPrimate


siphy29WayLogodds


MetaLR


SIFT


Polyphen2 (HumDiv)


Polyphen2 (HumVar)


MutationTaster


DANN


LOFTEE


SIFT 4G


MetaSVM


M-CAP


CADD


MutationAssessor


DEOGEN-2


Provean


BayesDel addAF


BayesDel noAF


PrimateAI


FATHMM


FATHMM-MKL


FATHMM-XF


LRT


ClinPred


LIST-S2








Alternative Splice Prediction


ADA Score


RF Score


MaxEntScan


GeneSplicer


Loftee


