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Abstract

Since the first reported COVID-2019 case in Thailand, severe acute respiratory
syndrome coronavirus 2 (SARS-CoV-2) infections have become a significant public health
problem and a severity threat, especially due to the emergence of new SARS-CoV-2
variants. A retrospective study aims to surveillance for SARS-CoV-2 variants in the 10"
Public Health Region, comprising Ubon Ratchathani, Srisaket, Yasothon, Amnatcharern, and
Mukdahan. One thousand and one hundred fifteen detected SARS-CoV-2 samples from
throat or nasopharyngeal swabs during June 2021 to December 2022 were investigated
for SARS-CoV-2 variant by Single Nucleotide Polymorphism (SPN) genotyping assay. The
amplification of specific products was performed in the Quant Studio™ 5 Real-Time PCR.
Descriptive statistical analyses were performed using frequency and percentage. Since June
2021, the results showed that Alpha and Delta were 60.98% and 39.02%, respectively.
In November 2021, Delta was founded to increase 100%. Omicron was first detected in
December 2021, accounting for 43.64% of overall prevalence. However, Omicron’s
prevalence has increased and become a predominant variant since January 2022. In
addition, Omicron subvariants: BA.1, BA.2, BA.4/BA.5 and BA.2.75 also appeared. Our
results were showed SARS-CoV-2 variants of concern include Alpha, Delta and Omicron. The
results in this study were consistent with sequencing surveillance database of Thailand.
In addition, this information can be implemented to establish a monitory outbreak system

used in the 10" Public Health Region.
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