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Wolbachia-infected samples

Bacilies Parspedonucter
Thermomedatocoecss

Asospirifeibgulonicigenium - Plesiomonas.

Afipia

Lysinibacities *

revundimdpis " MO FR o avitalea

v
Pedobacr —

Chelativora§ PO YOPRaDYadobacter
ola

P
Xenophilus
Alshoeies,

Methylobacillgs

Shinctla o

Network features Communities Proportion of possible Bacterial features
—— Positive correlation: > 0.5 O Cluster | links between nodes [ Facultative symbiont
—— Negative correlation: <- 0.5 O Cluster2 . 001 @ Alphaproteobacteria

(O Anticulation points
Hub species: score > 0.5

@ Bacilli
@ Bacteroidia
@ Gammaproteobacteria

@

Rahnella

Largest subnetwork

Communities Proportion of possible
O Cluster2 links between nodes

—_— relation: < - 0.5 * 0010

O Anicultion poins ® 005

Hub species: score > 0.5

Y™

Chryscobacterium

Bacterial features
(] Facultative symbiont
@ Alphaproteobacteria
@ Bailli

teroidia
@ Gammaproteobacteria

Escherichia Shigella
Pacnochrobactrum

Serratia

Rahnella

Communities Bacterial features

O Cluster 2 [ Facultative symbiont
—_ lation: <-0.5 @ Alphaprotcobacteria
(O Asticulation points @ Bacteroidia

Hub species: score > 0.5 @ Gammaprotcobacteria

Figure S6. Network and subnetwork of bacterial communities associated to Wolbachia-free

("W-") and infected ("W+") lines separately. Taxa represented are genera. Number of vertices:

125 for both W— and W+. Number of edges: 30 for W— and 59 for W+.

ANPR = Allorhizobium-Neorhizobium-Pararhizobium-Rhizobium



