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ePosters numerical and structural aberations increases with the degree of
the spermatogenic failure (35% in normozoospermia, 56% in
EPOT Reproductive Genetics asthenozoospermia, 9.8% in oligoasthenozoospermia, 9% in
severe male factor and 13.5% in azoospermia). We have found
EP01.001 Correlations between cytogenetic findings and significantly higher incidence of numerical chromosome aberra-
spermatogenic failure in Bulgarian infertile men tlons in severe male factor (7%) and azoospermia (9.39%. Olf-
goasthenozoospermia  was  assocated  with _ chromosomal

; Sovovgs,  translocations, a5 occurs in 45% of cases with transiocatin,
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specific to the pan-ancestry analysis. One such noteworthy asso-
ciation was between homozygous or putative compound het-
erozygous carriers (N = 5) of rare nonsynonymous variants in Y77
and creatinine levels: this association was not significant in the
European-only analysis (beta —1.17 0.06,2.28], p=0,04), but it
reached statistical significance in the pan-ancestry analysis given
3/5 carriers were of African or South Asian ancestry (beta —2.17
(146,287, p = 1.6 x 10~ °). Consistent with biomarker findings, the
S¥T7 variant carriers showed 2 strong but suggestive association
with increased risk of glomerular disease (OR —92.1 (12.1,7132],
6x10°).

Conclusion: By using rare-variant analysis of blood biomarkers
as an exemplar, we demonstrate that diversifying ancestral
representation beyond Europeans can enhance discoveries in
genetic studies.
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EP26 COVID-19

EP26.002 Association of polymorphic variants in human
genome with the COVID-2019 severity and post-COVID
syndrome development
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Maria Shadrina'

Institute of Molecular Genetics of National Research Centre
«Kurchatov Institutes, Moscow, Russian Federation; *Moscow State
Academy of Veterinary Medicine and Biotechnology - MVA named
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Background/Objectives: Despite intensive research of the novel
coronavirus SARS-CoV-2 and COVID-2019 caused by i, factors
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EP26.003 NR3C1 rs41423247: genetic predictor of
complications in pneumonia caused by SARS-CoV-2
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Diseases Hospital of Poltava Regional Coundil, Poltava, Ukraine.

Background/Objectives: Runaway inflammation is a key feature
of COVID-19. NR3C1 gene encodes for glucocorticoid receptor
‘which plays an important role in inflammation reaction. The var-
fant 1541423247 cause increased glucocorticoid receptors sensi-
tivity. This study aimed to investigate the impact of variants of
NR3C1 gene on the course of COVID-19 pneumonia in patients
with necessarly artifical lung ventilation.

Methods: The study group included 20 patients (9 women and
11 men) with diagnosis "viral COVID-19 pneumonia” on artifcial
lung ventilation at the intensive care unit. All patients underwent
daily standard examinations according clinical protocols. Deter-
mination of NR3C1 gene variants was carried out by using PCR-
RFLP.

Results: There were found the significant negative correlations
between NR3C1 gene variants and level of SpO2 (1S = 0601,

0.008), Glasgow Coma Scale score (1S =-0.523, p = 0.026). Also,
it was defined a protective effect of genotype CC at risk of
development acute respiratory distress syndrome in this patients.
(2 =438, p=0.037, OR =005 (C10.01-066)).

Conclusion: The investigated variant rs41423247 of the NR3CT
gene may be the genetic predictor of complicated course of
COVID-19 pneumonia.
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