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9 Background

Infectious diseases (IDs) account for 8% of deaths annually in Qatar, and therefore, represent a 9 ResearCh gOaI

significant challenge for public health. Interestingly, the spread and severity of viral infections vary

considerably between individuals and populations. The most recent example iIs SARS-CoV-2, which
ranges from mild/asymptomatic iliness in 80% of patients to a severe respiratory syndrome in 20%. It
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To perform a comprehensive genetic

has been previously reported that polymorphisms in genes linked to immunity can influence individuals' | SCreening to investigate the presence

responses to infections as observed In tu
causal host genetic variants in IDs are stil
Inclusion. In fact, the genetic susceptibl
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2- Summary of infection-related SNPs in the GWAS catalog
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4- Fold difference of AF in QGP data compared to 1000 Genome data
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comparison with
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nerculosis, influenza, and HIV; however, studies exploring ' and frequency of variants associated
limited and dramatically skewed with regard to population with various infections in the Qatari
ity to IDs In the Qatari population is largely unknown.
Importantly, Qatari population represent five different ancestries, all of which are under-represented In
the global genome databases.

population.

9 Findings

1- Summary of sequences/SNPs included in the

study
Total number of QGP sequences 6,218
Sequences passing QC 6,047
Total number of variants from GWAS

2,258
catalog
Variants curated from QGP 2,027

3- Allelic frequencies (AF) of infection-related SNPs in Qatari
population compared to other populations
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Conclusions

» Host genetic variants that could influence the susceptibility and/or

response to infectious diseases are distributed differently across
populations.

» The frequency of infections-related SNPs Iin the Qatari population
was significantly lower for most infections.

» Most variants (78%) showed negative fold change In the Qatari
genomes.

» The most significant differences were observed In genes related to

B

and HIV (200-940 and 160-710 fold change, respectively).

» Although this report showed a lower susceptibility of the Qatari
population to IDs In general, it might also indicate the presence of
unknown variants that require further investigation in future GWAS.

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

