% of singletons

Figure S1. Bar plots representing the percentage of singletons found in the final dataset of each of the microbiomes analysed in this
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study, using the different library preparation strategies and primer combinations.
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Figure S2. Pie plots representing the number of shared and differential taxa that can be found using the different basecalling models
depending on (A) Library preparation method and (B) primer combination, as well as (C) the number of taxa found with each primer
combination using the three different basecalling models.



