
Supplementary table.S3 Genertic alteration table about primary tissue and PDC (YD12, YD23). 
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FANCD2 hg19 chr3 10106458 10106458 SNP C C T rs763189891 YD12-C c.2067C>T p.Tyr689Tyr NM_033084.4 NM_033084.4 synonymous_variant 

CTNNB1 hg19 chr3 41266124 41266124 SNP A A G rs121913412 YD12-C c.121A>G p.Thr41Ala NM_001904.3 NM_001904.3 missense_variant 

GNAQ hg19 chr9 80537095 80537095 SNP G G T rs200106152 YD12-C c.303C>A p.Tyr101* NM_002072.4 NM_002072.4 stop_gained 

GNAQ hg19 chr9 80537112 80537112 SNP T T A rs753716491 YD12-C c.286A>T p.Thr96Ser NM_002072.4 NM_002072.4 missense_variant 

FANCD2 hg19 chr3 10106458 10106458 SNP C C T rs763189891 YD12 c.2067C>T p.Tyr689Tyr NM_033084.4 NM_033084.4 synonymous_variant 

CTNNB1 hg19 chr3 41266124 41266124 SNP A A G rs121913412 YD12 c.121A>G p.Thr41Ala NM_001904.3 NM_001904.3 missense_variant 

GNAQ hg19 chr9 80537095 80537095 SNP G G T rs200106152 YD12 c.303C>A p.Tyr101* NM_002072.4 NM_002072.4 stop_gained 

GNAQ hg19 chr9 80537112 80537112 SNP T T A rs753716491 YD12 c.286A>T p.Thr96Ser NM_002072.4 NM_002072.4 missense_variant 
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RANBP2 hg19 chr2 109371471 109371471 SNP A A G rs76482726 YD23-C c.2313A>G p.Ala771Ala NM_006267.4 NM_006267.4 synonymous_variant 

CTNNB1 hg19 chr3 41266137 41266137 SNP C C T rs121913409 YD23-C c.134C>T p.Ser45Phe NM_001904.3 NM_001904.3 missense_variant 

RANBP2 hg19 chr2 109371471 109371471 SNP A A G rs76482726 YD23 c.2313A>G p.Ala771Ala NM_006267.4 NM_006267.4 synonymous_variant 

CTNNB1 hg19 chr3 41266137 41266137 SNP C C T rs121913409 YD23 c.134C>T p.Ser45Phe NM_001904.3 NM_001904.3 missense_variant 


