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Supplementary Figure 1. Comparison of bMV compositions between iterations. (A)

Fisher’s alpha diversity at the family taxonomy level. Data are presented as means =+

SEM; (B) Principal component analysis ordination biplot of CLR-transformed

features at the taxonomic genus level. 95% confidence ellipses are drawn per

iteration; (C) Bar charts showing the proportional abundance of detected taxa from

vesicle DNA at the genus level between iterations. NS: Not significant.
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Supplementary Figure 2. Bar charts showing the proportional abundance of detected

taxa from bacterial DNA at the genus level between iterations.



