Network analysis reveals sex and antibiotic resistance-associated antivirulence targets in clinical
uropathogens
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Table S1. Distributions of stereotypical virulence groupings within clinical isolate phylogenetic groups.

A Bl B2 D
(n=10) (n=41) (n=232) (n=54)

CI community

Cl1 0 0 38 7
C2 0 2 109 7
C3 0 0 75 1
C4 10 39 10 39
bicluster

BC1 0 0 76 8
BC2 0 1 0 0
BC3 0 0 0 1
BC4 0 2 3 24
BC1+2 0 0 89 0
BC1+3 0 0 49 0
BC2+4 0 2 0 8
BC1+2+3 0 0 12 0
none 10 36 3 13
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Figure S1. Total publications addressing virulence factors used in this study exceed 2,700. The figure
shows the distribution of papers recorded in PubMed using each virulence factor as a query [(virulence factor*)

AND (UPEC* OR E.coli*)]. The search was conducted on 3 February 2014.
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Figure S2. Principal component analysis (PCA) plot does not identify organized clusters. Principal
Component Analysis (PCA) projects the original 16-dimensional point cloud data representing VF presence (1)
and absence (0) in a specified CI into a lower-dimensional Euclidean subspace. While some of the outlying

points of this projection hint at possible organization, there is no strong clustering indicated in this figure.



Figure S3. Naive hierarchical analysis can yield complex solutions. Complete hierarchical clustering of the
data yields seven clinical isolate groups. We chose the number of clusters, k, according to the clustering that
had the largest average between cluster sum of squares (BCSS). To do this, we calculate the BCSS of the

clusters identified by Hierarchical Clustering for k from 2 to 336.
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Figure S4. Gamma (y) resolution parameter for community detection. Multiple plateaus of different
numbers of CI communities are indicated. The plateau of four communities is indicated robustly for y near its

default value (y=1).



