Mixed Viral-Bacterial Infections and Their Effects on Gut Microbiota and Clinical

Illnesses in Children

Shilu Mathew!, Maria K. Smatti!, Khalid Al Ansari?, Gheyath K. Nasrallah!-3, Asmaa A. Al Thani!*, Hadi M. Yassine!->*

I Biomedical Research Center, Qatar University, Doha, Qatar 2713
2 Pediatric Emergency Center, Hamad Medical Corporation, Doha, Qatar 3050
3 Department of Biomedical Science, College of Health Science, Qatar University, Doha, Qatar 2713



Supplementary figure 1A

Proportion

1.0-

0.8

0.6

0.4

0.2+

0.0-

L

bl i B o - T BB =
-

Control Samples

14
15

o
=
-—

111
113

Others
Collinsella
Lachnospiraceae unclassified

Veillonellaceae unclassified
Enterobacteniaceae unclassified
Clostridium

Faecalibacterium

Veillonella
Prevotella

Bacteroides
Escherichia

156
17
18

201

RV ALONE

202
204
209
216

36
5
78
91
101
114
118
119
132

Clostridiales unclassified
Roseburia

Diaalister

Ruminococcus
Streptococcus
Bifidobacterinm
Sutterella

Oscillospira

Megamonas

Megasphaera
Ruminococcaceae unclassified

RV + EAEC

151
314
43

RV + EPEC RV+EAEC+EPEC

1
126
172
188
195
199
213
252
290
295

12
181
264
334

59

Supplementary figure 1A: Top Twelve bacterial
genera and their overall relative abundance per
each group including healthy controls, RV and NoV
infected cohorts. (A) Top Twelve bacterial genera
observed in healthy controls, RV-alone, RV+ EAEC,
RV+ EPEC and RV+ EPEC+EAEC infected AGE
pediatrics. (B) Top Twelve bacterial genera observed
in healthy controls, NoV-alone, NoV+ EAEC, and
NoV+ EPEC infected AGE pediatrics.
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Supplementary figure 2: Statistical analysis of
differentially abundant OTUs in RV and NoV
cohorts. (A) Differentially abundant OTUs
present in control samples and RV cohorts
(adjusted p-value threshold=0.05). (B)
Differentially abundant OTUs present in control
samples and NoV cohorts (adjusted p-value
threshold=0.1).
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Supplementary figure 3. Microbial profiles represented in phylum level for each group with RVV vaccination and severity of the disease: RV
infected, NoV infected, and healthy controls.
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Supplementary figure 4. Microbial profiles represented in phylum level for each group with RVV vaccination and severity of the disease:
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Supplementary figure 5. Microbial profiles represented in phylum level for each group with RVV vaccination and severity of
the disease: RV + EPEC, NoV + EPEC, and healthy controls.



