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LitVar2 - variant search in more than 35 million
biomedical publications using various notations
https://www.ncbi.nlm.nih.gov/research/litvar2/
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Data Access
Web: https://www.ncbhi.nim.nih.gov/snp/
FTP: ftp.ncbi.nih.gov/snp/

API: https://www.ncbi.nlm.nih.gov/variation/services/

ALFA: Allele Frequency Aggregator
Combining dbGaP Data

BE An official website of the United States government Here's how you know v

National Library of Medicine
National Center for Biotechnology Information
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dbGaP studies

Bxamples: rs268, BRCAL and more Advanced search Millions of subjects Release 3: RefSNP
Billions of variants Aggregated >5 Trillion genotypes Variation Services API
Trillions of genotypes from ~204K subjects Trackhubs and FTP Downloads

o Welcome to the Reference SNP (rs) Report Computed frequency for >904
All alleles are reported in the Forward orientation. Click on the Variant Details tab for details on Genomic Placement, Million Variants

Gene, and Amino Acid changes. HGVS names are in the HGVS tab. Minor Allele and Genotype

Reference SNP (rs) Report FIEGLENGES 107 12 EIisesly More COming soon!!l
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Current Build 156
rs2688 Released September 21,2022

Organism Homo sapiens Clinical Significance Reported in ClinVar
Improved GrafPop for ALFA genetic ancestry inference
Alleles T>C/T>G Publications 3 citations
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Northern Chinese

Population Group * Sample Size Ref Allele Alt Allele Ref HMOZ Alt HMOZ HTRZ -8.90- Northern Southern -8.98- South Chi Dali -8.98-
- - - outhern Inese : -
_ _ Chinese Chinese? - Chinese
Total Global 13608 T=0.58840 G=0.41160 0.35244 0.175632 0.471928 3
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-8,48 -8,38 -8,28 -8,18 8,68 8,18 8,28 8,38 6,40 -8,48 -8,30 -8,28 -8,18 6,608 6,18 8.28 B.30 8,4 -8,48 -8,30 -8,28 -8,18 6.608 6,18 8.2a 6,38 8.4d
African Sub 1188 T=0.5438 G=0.4562 0.309764 0.222222 0.468013 1 EAl EAL EAl
African Sub 40 T=0.57 G=0.42 0.25 0.1 0.65 1
Others
Al Sub 1148 T=0.5427 G=0.4573 0.311847 0.226481 0.461672 2
American
Asian Sub 194 T=0.588 G=0.412 0.309278 0.134021 0.556701 1
East Asian Sub 124 T=0.573 G=0.427 0.290323 0.145161 0.564516 1
Other Asian Sub 70 T=0.61 G=0.39 0.342857 0.114286 0.542857 0
Latin

. Sub 308 T=0.523 G=0.477 0.25974 0.214286 0.525974 0
American 1
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