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The ongoing SARS-CoV-2 pandemic has caused the deaths of more than 6.2 million people around the world according to the World Health Organisation. It has urged us to find a way to predict emerging hotspots and therefore, with good precautionary measures, reduce the possibility of new cases and following deaths. Monitoring of wastewaters with the inclusion of massively parallel sequencing of wastewater samples appears to be an excellent tool for this purpose. In fact, novel SARS-CoV-2 variants from wastewater could be identified 1 to 2 weeks before being detected in clinical samples from the same area. The problem arises with analysing such data. In this work, we present a highly scalable and easily deployable computational pipeline for reliable detection of SARS-CoV-2 variants of concern in wastewater data generated by massively parallel sequencing. It uses state-of-the-art tools freely available online combined with our developed method to distinguish between SARS-CoV-2 variants of concern. Our bioinformatics workflow is currently used to monitor wastewater for SARS-CoV-2 variants in the Slovak republic which is coordinated by the national Public health authority.
