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RESHE BREfRE BRIz EE
RE>( 10 x BIRUFRE) bt >=80% 64.99%
HRE>( 20 x B FRE) G >=80% 57.87%
RE>( 30 x BARUFRE) b >=80% 53.60%
RE>(100 x BRI FRE) AL >=80% 37.54%
Mg, #EMEER:
Chrom : 13:20189347-20189347 REF : G ALT H—
Gene : GJB2 Type : DELETION Exon : 1/1
cHGVS : ENST00000382844.2:c.235del BioType : protein_coding  Depth : 239
pHGVS : ENSPQQQ00372295.1:p.Leu79CysfsTer3 CLNSIG : pathogenic VAF : 50.00%
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