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Figure S1. Abundances of the most abundant taxa, separated by quartiles of absolute bacterial density (16S rRNA content in ng/µL). The remaining taxa were binned in the synthetic ‘Other’ taxon. All abundances are scaled by the bacterial density. The genus Pseudomonas was also highly abundant in negative controls. 

image1.png
Q1 density Q2 density

03

02

Genus
Borrelia

o Candidalus Midichloria

Candidatus Neoehrichia

Methylobacterium

Mycobacterium
Q3 density Q4 density Pseudomonas

Abundance

Rickettsia

Rickettsiella

‘Sphingomonas
40

Wolbachia

NA

2

0
‘Samples ordered from low to high absolute bacterial density




