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Allele Frequency in 108 Qatari Genomes
Gene Homozygous for Variant | Heterozygous | Homozygous for Reference | No Call
NT5C2 0 0 108 0
NINL 0 0 108 0
KIAA1755 0 4 104 0




Figure S1: IVA analysis of WGS data. Filters applied (see methods) revealed 3 variants
in 3 genes (NT5C2, NINL and KIAA1755) at the genetic analysis filter that showed in IVA
to be compatible with Mendelian recessive inheritance (upper panel). Detailed
description of those 3 variants is shown in the upper table. Frequency of those 3 genetic
variants in the Qatari population is shown in the bottom table with KIAA1755 variant
detected as heterozygous at a frequency of 3.7% in Qatari genomes. When biological
context filter is applied and hereditary spastic paraplegia is specified as the disease, the

two variants, NINL and KIAA1755 ones, are filtered out leading to one single variant in

NT5C2 (middle table).





