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Figure S1: FISH hybridization microscopy of Nephromyces and their endosymbionts. 

Related to Figure 1. 

The same field of view was imaged under brightfield, 457 nm (DAPI), 488 (bacteroidetes probe), 

594 nm (alphaproteobacterial probe), and 647 nm (betaproteobacterial probe). Nephromyces cells 

are indicated by white arrows, whereas florescence not indicated by white arrows is from 

autofluorescence of uric acid crystals in the renal sac. A) Hybridization of the 

alphaproteobacteria probe. Row B) Hybridization of the bacteroidetes probe. Row C) 

Hybridization of the alphaproteobacteria and betaproteobacterial probes in the same field of view 

localized to different Nephromyces cells. Row D) Hybridization of the bacteroidetes and 

betaproteobacterial probes in the same field of view localized to different Nephromyces cells. 

Photos taken on an Olympus BX51 upright compound microscope at 100x magnification images 

edited in imageJ. 

 





Figure S2: Bacterial Endosymbiont Genomes. Related to Figure 2 & 3. 

Circos diagram of bacterial endosymbionts from Nephromyces, showing overview of major 

functional categories (as predicted by KEGG), GC content, size, and coding density. Genomes 

are scaled relative to each other. The Alphaproteobacteria has not been assembled into a single 

molecule, and we show the size distribution of the 11 contigs making up this assembly.  
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Figure S3:  Betaproteobacteria Phylogeny. Related to Figure 4. 

Maximum likelihood tree of 203 genes and 471 genomes from betaproteobacteria analysed in the 

GToTree pipeline with proportion of 1000 bootstrap replicates indicated at each node. 

Escherichia coli was used as an outgroup.  
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Figure S4: Bacteroidetes Phylogeny. Related to Figure 4. 

Maximum likelihood tree of 90 genes and 388 genomes from Bacteroidetes from the GToTree 

pipeline with bootstrap values. Escherichia coli was used as an outgroup.  
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