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[bookmark: _GoBack]Supplemental Figure S1.  Comparison of log-scaled true abundance and Centrifuge abundance estimates of genomes based on 10 million simulated reads (Pearson’s correlation coefficients: 0.919 at the species level, 0.986 at the genus level, 0.993 at the family level, 0.993 at the order level, 0.996 at the class level, and 0.999 at the phylum level).
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