
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
*link1: https://storage.googleapis.com/gcp-public-data--
gnomad/release/3.1.2/vcf/genomes/gnomad.genomes.v3.1.2.sites.chrX.vcf.bgz 
*PLINK: 1.90 beta version 6.20 64-bit 
*vcftools: version 0.1.17 
*R: version 3.5.3 
*PAR3: No global consensus yet 

 

Extract gnomAD 
v3.1.2 X 
chromosome data 
from link1* 

12,476,454 variants 

 

Vcftools* extract target 
entries (allele count, count of 
homozygous individuals, 
variant type, etc); meanwhile, 
use specified marker ‘afr’ for 
African/African American 
population data 

11,277,262 snv variants 

 
R*: Filter out variants 
with at least 30,000 total 
number of alleles 

 

R*: Filter out PAR3* based 
on SNP position criteria 
~89.1Mbp – 92.7Mbp 
(GRCh38) 

PAR1: 360,723 SNPs PAR2: 47,755 SNPs PAR3: 214,283 SNPs NPR: 10,654,501 SNPs 

    

<0.1%: 339,765 SNPs 
0.1~5%: 14,126 SNPs 
>=5%: 6,832 SNPs 

<0.1%: 45,752 SNPs 
0.1~5%: 1,544 SNPs 
>=5%: 459 SNPs 

<0.1%: 204,033 SNPs 
0.1~5%: 8,049 SNPs 
>=5%: 2,201 SNPs 

<0.1%: 10,223,865 SNPs 
0.1~5%: 342,672 SNPs 
>=5%: 87,964 SNPs 


