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4000 1 2789563 5730444 nl/a n/a region genotypes
4000 3 109095339 111274523 n/a n/a region  genotypes
4000 6 110161016 114608143 n/a n/a region genotypes
4000 10 85715643 89036080 n/a n/a region genotypes
4000 10 91196671 98121708 nl/a n/a region genotypes
4000 10 98879710 116589037 n/a n/a region genotypes «—— NT5C2
4000 20 17451285 22063421 nl/a n/a region genotypes
4000 20 22063759 25735668 n/a n/a region  genotypes
4000 20 30682554 43023841 nl/a n/a region genotypes
3456 10 116589046 118418298 n/a n/a region  genotypes

Figure S2: Snapshot of Homozygosity Mapper Analysis of WGS SNPs data. The numbers on top
represent each of the chromosomes. The numbers on the right indicate the score. The Analysis
shows homozygosity blocks on multiple chromsosmes, 1,3,6,10, and 20. The homozygosity peak
on chromosome 10 encompassing NT5CZ2 locus.

Multiple chromsosmes with multiple significant homozygositiy blocks is the common picture we
encountered in consangenous families with consangenous marraiges over multiple generations.
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