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Fig. 3 - Relative prediction error plotted against SARS-CoV-2 frequency in the entire dataset. 
The rest of the dataset is filled with contaminants. Plotted at a VoC frequency of 10%.
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Fig. 1 - Relative prediction error plotted against the induced error frequency for 
substitution, deletion and insertion errors. Plotted at a VoC frequency of 10.8%.
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Research

How does the frequency of  sequencing errors affect 
prediction accuracy of the pipeline[1]�

� Datasets with different error frequencies�
� Substitution error�
� Deletion error�
� Insertion error�
� Chimeric reads

How does the amount of contaminating viruses affect 
prediction accuracy of the pipeline[1]�

� Datasets with different levels of contaminants�
� SARS-CoV-�
� MERS-Co�
� 4 common human coronaviruse�
� 15 other common wastewater-borne viruses [2]

Results
� Substitution errors > insertion and deletion errors. (Fig. 1�

� Correlation between impact of sequencing errors and 
prevalence of corresponding mutations. [3�

� Only SARS-CoV-1 and hCoV-HKU1 as contaminants have 
impact. (Fig. 3a�

� Adding contaminants to reference set removes effect. (Fig. 3c�

� Great performance of B.1.1.7. (Fig. 3b)


Discussion
� Impact is acceptable for error rates of most modern 

sequencing machines�

� There could be a link between the mutational spectrum of a 
virus and the impact of various sequencing errors�

� Only a few viruses impact performance. These viruses are 
closely related to SARS-CoV-2�

� Adding these viruses to the reference set removes any effect�

� Great performance of B.1.1.7 is due to under- and 
overestimation in different datasets. (Fig. 2)

Fig. 2 - Estimated VoC frequency plotted against SARS-CoV-2 
frequency in the entire dataset. Plotted at a VoC frequency of 10%.
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