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Figure S1. Differentially abundant species with potential association to CDI and its
external validation. Venn diagram of the differentially abundant species in the CDI-

positive samples compared to the negative samples from the present study and the two

independent public datasets.
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Figure S2. Viral populations were related to bacterial composition. Distribution of

the main phage families and species found in the study groups. A) Heatmap of viral

families by group; B) Heatmap of phage species by group. C) Heatmap of viral families

by onset; D) Heatmap of phage species by onset. E and F) Box plot showing absence of

differences between viral families by group and by onset.



| ] Faecalibacterium praustnitzii
‘ irmicutes bacterium CAG 238
uminococcus bicirculans .
irmicutes bacterium CAG 110 Oxidoreductase F. prausnitzii
[Coprococcus catus

Oscilibacter sp. CAG 241 o8 posas o
Bacteroides ovatus » . ——
Blautia wexlerae —— Group Dodooy p—— Group
Bacteroides faecis '™ —— Bcoy- — _CO/-
ubacterium halli o g BCO+ 00002 BCO
esulfovibrionaceae bacterium
563 EIHCFO/-  nnow ESHCFO/-

Ruminococeus sp. CAG =
EHCFOM . ESHCFO/+
|

Ruminococcus sp. CAG 403
o

Eubacterium hatli CAG 12
Firmicutes bacterium CAG 791

| uminococcus sp. 488
Clostridiurn sp. CAG 964
Bacteroides thetaiotaomicron

| _Rumr'nococcus bromii

| Gemmiger formicilis
HCFO/M+ com+ HCFO!- [
Group

Z score

B — Faecalibacterium praustnitzi
Firmicutes bacterium CAG 238
Ruminococcus bicirculans o
Oscilibacter sp. CAG 241 Oxidoreductase F. prausnitzii
Firmicutes bacterium CAG 110 -
Coprococcus catus [ > .
Firmicutes bacterium CAG 791 f i oot It
Ruminococcus sp. CAG 563 v 0
Clostridium sp. CAG 964
Ruminococous sp. CAG 403
Eubacterium halli

L Onset Onset
Zoon &Co oa0oa BCO
Bacteroides faecis

: B HCFO - B HCFO
Blautia wexlerae oo - . -
Bacteroides ovatus "‘
Desulfovibrionaceae bacterium - |
Ruminococcus sp. CAG 488
Eubacterium halli CAG 12

Bacteroides thetaiotaomicron
Ruminococcus bromii

Gemmiger formicilis

Co HCFO
Onset

Figure S3. The role of F. prausnitzii in oxidoreductase metabolism. A) Heatmap of
the microorganisms involved in oxidoreduction by group, along with their box plots
showing statistically significant differences; B) Heatmap of the microorganisms involved
in oxidoreduction by onset, accompanied by box plots showing statistically significant

differences.



