AlEC infection triggers modification of gut microbiota composition in genetically
predisposed mice, contributing to intestinal inflammation
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Running head: AIEC induce gut dysbiosis, contributing to inflammation
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Figure S1. Transient colonization of eif2ak4™* and eif2ak4” mice with AIEC does not
result in modification of the gut microbiota composition at day 1 and 4 post-infection.
eif2akd™™* andeif2akd”™ mice were challenged by oral gavage for 3 daysdqer day) with
PBS (N=6 mice per group) or with LEGFU of the AIEC LF82 strain (N=7 mice per group).
Feces were collected at day A) (and 4 B) post-infection for the analysis of the bacterial
microbiota composition based on Illumina pyroseairem of the 16S rRNA gene. Mouse
fecal bacterial communities were clustered usinggA©f the weighted UniFrac distance
matrix. PCoA-1 and PCoA-2 were plotted, and thec@etage of the variation explained by
the plotted principal coordinates was indicatedhi@ Y-X-axis labels. Comparison between
eif2akd*’" mice + PBSgif2ak4™* mice + LF82 eif2akd™ mice + PBS andif2ak4” mice +
LF82 groups at day 1A) and 4 B) post-infection. Groups were compared using peowan

method. Ns, not significant.
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Figure S2: Eif2ak4 gene deficiency has no impact on the gut microbiota composition of
CEABACI10 transgenic (Tg) mice.

Tg/eif2aka™™ (N=13) andTg/eif2ak4a™ (N=13) mice were placed in specific-pathogen free
housing conditions. Feces were collected from 12kweld mice for the analysis of the
bacterial microbiota composition based on Illlumpaiosequencing of the 16S rRNA gene.
Mouse fecal bacterial communities were clusteretigu®CoA of the weighted UniFrac
distance matrix. PCoA-1 and PCoA-2 were plotted] #me percentage of the variation
explained by the plotted principal coordinates wacated in the Y-X-axis labels. Groups

were compared using permanova method. Ns, notfisigni.
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Figure S3: Transient colonization of CEABAC10 transgenic (Tg) mice with Eif2ak4 gene

deficiency or not with AIEC does not result in modification of the gut microbiota

composition at day 1 and 4 post-infection.

Toleif2ak4a™* and Tdeif2akd” mice were challenged by oral gavage for 3 daysdqer day)
with PBS (N=6 mice per group) or with LlGFU of the AIEC LF82 strain (N=6 mice per
group). Feces were collected at dayA) and 4 B) post-infection to analyze the bacterial
microbiota composition based on Illumina pyroseairem of the 16S rRNA gene. Mouse
fecal bacterial communities were clustered usinggA©f the weighted UniFrac distance
matrix. PCoA-1 and PCoA-2 were plotted, and thec@etage of the variation explained by
the plotted principal coordinates was indicatedhi@ Y-X-axis labels. Comparison between
Tgleif2aka™ mice + PBS, Tgif2aka™" mice + LF82, Tghf2akd” mice + PBS and
Tgleif2akd”™ mice + LF82 groups at day JAY and 4 B) post-infection. Groups were
compared using permanova method. Ns, not significan



