
Supp. Fig. 1: A) Stacked bar plots of 16S rRNA gene taxonomy, collapsed 

down to the family level. ”Other” category contains taxa at a mean relative 

abundance of 1% or less. B) Anvi’o plot illustrating the abundance of contigs 

(>= 2,000bp) for each subject (trimesters combined). The participants are 

colored according to the most abundant microbe present (L. iners (blue), L. 
crispatus (green), G. vaginalis (yellow)). Short read taxonomic assigner Kaiju 

was used to assign taxonomy to the contigs. C) Species level taxonomy of 35 

shotgun metagenomic samples, using the MiDAS taxonomic classifier.
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