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Dataset Method Feature Type Total TP FP Singleton Strains Detected
Zymo DADA2 ASVs 29 29 0 0 8

mothur OTUs 24 8 5 11 8

uparse OTUs 8 8 0 0 8
HMP DADA2 ASVs 51 51 0 0 17

mothur OTUs 29 16 4 9 16

uparse OTUs 16 16 0 0 16
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