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Host genetic variants potentially associated with SARS-CoV-2
A multi-population analysis
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INTRODUCTION

Clinical outcomes of coronavirus disease 2019 (COVID-19), caused by the
severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) showed
enormous inter-individual and inter-population differences, possibly
due to host genetics differences. Earlier studies identified single
nucleotide polymorphisms (SNPs) associated with SARS-CoV-1 in
Eastern Asian (EAS) populations. Importantly, these variants could have
a potential effect on SARS-CoV-2 outcomes.
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Study Aim: To explore the frequency of a set of genetic polymorphisms that could affect SARS-CoV-2
susceptibility or severity in the Qatari population, in comparison to other populations
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SNPs that were previously associated with SARS-CoV-1 were
extracted from Genome wide association studies (GWAS).

Sequences were used to calculate the allelic
frequencies (AF) and compare it to the global AF
from the 1000Genome project (n=2504)

Whole-genome sequences individuals who had
previously participated in Qatar Genome Project
(QGP) were obtained

RESULTS
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response to infections, which could have important implications
on public health infections control and therapeutics.

EAS m1000Genome

This study was supported by Qatar University High Impact Grant (Grant number: QUHI-BRC-20_21-1), and the college of Health and Life Sciences, Hamad Bin Khalifa University. This work makes use of
data generated by the Qatar Genome Program (QGP) and Qatar Biobank (QBB).



	Slide Number 1

