Table S2. Sanger validation of 31 rare InDels (Zhen et al. 2019). Genotype concordance of 98.4% (123/125) was achieved. Of 15 Indel

PTVs assessed, 15 (100%) were confirmed.

Chr Hg19 Consequence Gene Indel #A #C
chr18 21743019 UTR3 OSBPLI1A DATCTC 10 10
chrl9 6381765 inframe_deletion GTF2F1 DCCTCGAAGG 5 5

chrl 52305910 inframe_deletion NRDI1 DGTT 5 5

chr3 169496829 inframe_deletion MYNN DAAG 5 4
chrl7 52991153 inframe_deletion TOMIL1 DAAA 4 4

chr9 136272148 inframe_deletion REXO4 DCTT 4 4

chrl 114376976  inframe insertion PTPN22 IGATGTTCCACCCCATTCCAGT 3 2
chr10 75158004 frameshift variant ANXA7 DCT 4 4
chrll 57798976 inframe_deletion OR6Q1 DGCCTCACCCTTGCTA 4 4
chr1l 85437157 frameshift variant  SYTL2 IC 2 2
chr13 43462477 inframe_insertion EPSTI1 IGAAGCC 3 3
chr12 58165828 frameshift variant METTLI1 IA 3 3

chr3 46008479 frameshift variant FYCO1 DCT 3 3
chrll 35489704 intron PAMRI1 DT 7 7
chrl5 89015823 intron MRPS11 DACA 5 5

chr2 189943080 intron COL5A2 DTC 4 4
chr20 52786117 intron CYP24Al DGAC 5 5
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Bold_red: detected as PTVs;

#A: number of assessed Indels;

#C: number of confirmed Indels.



