Supplementary File 1

Lactobacillus reuteri

6.0 1
45w
109 —
N ’_‘> 1 ‘ ‘
-0.0 : | 1
sl [ [
- Prevatella copri
] = Streptococcus luteciae
= Clostridium hiranonis
e - Lactobacillus zeae
. - Lactobacillus salivarius

- Streptococcus alactolyticus

| ] - Blautia producta
— - Lactobacillus iners
— - Lactobacillus helveticus
- Lactobacillus agilis
- Lactobacillus brevis
= Lactobacillus ruminis

- Kurthia gibsonii

r = Enterococcus cecorum
- Lactobacillus delbrueckii
- Lactobacillus vaginalis
- Bacteroides plebeius
- [Ruminococcus] gnavus.
= Clostridium perfringens
- Collinsella stercoris

- [Ruminococcus] torques

- Lactobacillus mucosae

- Lactobacillus acidipiscis

= Streptococcus anginosus

- Lactobacillus paralimentarius
- Lactobacillus manihotivorans
- Bacteroides coprophilus

- [Prevotella] tannerae

- Bacteroides caccae

- Bacteroides avatus

- Bacteroides unifarmis

- Peptostreptocaccus anaerobius
= Parabactercides distasonis

- Bacteroides eggerthii

- Bacteroides acidifaciens

- Lactobacillus coleshominis

- Roseburia faecis

= Streptococcus sobrinus

- Bacillus flexus

- Ruminococcus flavefaciens
- Bacteroides barnesiae

- Prevatella melaninogenica
= [Eubacterium] biforme

- Coprococeus eutactus

= Clostridium bowmanii

- Lysinibacillus boronitolerans
- Carnobacterium viridans

- Faecalibacterium prausnitzii
- Bacteroides fragilis

Animal 1 T1
Neg. Control T1
Animal 3 T1
Animal 3 TO
Pos. Control TO
Pos. Control T3
Animal 1 T2
Animal 3 T3
Animal 2 T3
Animal 3 T2
Pos. Control T1
Pos. Control T2
Animal 2 T2
Animal 2 TO
Neg. Control T2
Neg. Control T3
Neg. Control TO

Animal 1 T3
Animal 2 T1
Animal 1 TO

Capsules

Figure S1. Heatmap representing the 50 OTU with the highest sum of read counts across all

samples. The Z value is calculated using the following formula: %\iﬁm, where p is the

column mean and o is the column standard deviation. In this case, higher values are
represented by darker colours and lower values by lighter colours. Of the phylogenetic trees
represented, the one present at the top is noteworthy, since it depicts the grouping of the
samples based on the similarity of the composition of the bacterial populations.



