Detection of SARS-CoV-2 Omicron variants using
RT-PCR based genotyping assays
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Conclusion

TagMan SARS-CoV-2 mutation assays enable quick and accurate detection of Omicron VOC using RT-PCR and can even detect presence of
two variants in a sample. This approach can enable surveillance testing of a higher proportion of SARS-CoV-2 positive cases, while
reserving WGS for identification of new variants, or can be an excellent alternative if WGS is not available.
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