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Project manager: Burashev E.D., PhD

The object of the study is epidemiological data on the SARS-
COV-2 virus and a group of bats common in the Zhambyl and
Turkestan regions.

The aim of the project is to determine the activity of modern
antiviral drugs against SARS-COV-2 in vitro. Observation and
detection of the COVID-19 pathogen in a group of bats.
Molecular epidemiological analysis of circulating strains
isolated during and after the pandemic.
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An analysis was conducted on the composition of modern
pharmaceutical agents capable of inhibiting the SARS-CoV-2 virus in
vitro. Based on this analysis, the following drugs were selected:
Dexamethasone, Ribavirin, Tenvir, and Fabiflu. The results of the
study on their antiviral activity showed inhibition rates of 0%, 80%,
99.31%, and 37.37%, respectively. Tenvir demonstrated the highest
inhibition rate and is considered one of the most effective drugs for
the treatment of viral infections.Over a two-year monitoring period,
a total of 245 samples were collected from bats and guano. All
samples were then subjected to PCR identification. During testing of
all bat-derived samples using Real-Time PCR, negative and false-
positive results were observed, with amplification peaks occurring
only after 35 cycles. Therefore, for further studies, samples
collected from patients during the COVID-19 pandemic were used,
obtained from the Scientific and Practical Center for Sanitary and
Epidemiological Expertise and Monitoring in Almaty.Morphometric
analysis of SARS-CoV-2 isolates was carried out using a JEOL Jem-
100 (Japan) electron microscope. The electron microscopy study
revealed that the virions are spherical in shape, with a diameter of
120-125 nanometers. These virions are characterized by the
presence of spikes (surface glycoproteins) approximately 10-15
nanometers in length.Several isolates were identified and, after
analysis of their biological properties, were deposited into a
microorganism collection under the following designations: SARS-
CoV-2/human/KAZ/B1.1/2021 and SARS-CoV-
2/human/KAZ/Britain/2021.Whole-genome sequencing of the
SARS-CoV-2  strain  SARS-CoV-2/human/KAZ/B1.1/2021  was
conducted.Based on the obtained results, a total of 10 publications
were prepared in accordance with academic requirements,
including 2 articles in journals recommended by the Committee for
Quality Assurance in the Sphere of Education and Science of
Kazakhstan (KOKSNVO), 3 abstracts in international conference
proceedings, 2 articles in Scopus-indexed journals, and 3 articles in
national journals.
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