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Table S1. Description of GLMs used for the analysis of alpha-diversity. N gives the number of samples
included in the analysis. Excreta refers to the sample type (faeces/urine). "Full model" gives the
complete set of explanatory variables tested (and their interactions) included in the model. "Minimal
model" gives the model containing only the significant variables and their interactions. All starting
GLMs were simplified by backward stepwise elimination of non-significant terms (p > 0.05), to obtain
the minimum adequate model. The ? significant values given in the results are those obtained when

the variable is deleted from the minimal model.
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Figure S1. Results of LefSe analysis for urine (left) and faeces (right) samples. Phylotypes enriched in
direct and indirect samplings are colored by green and red, respectively. Only phylotypes meeting a
LDA significant threshold > 2 and p > 0.05 are shown.

B direct sampling B indirect sampling

URINE

' ' ' ' ' '
Streptococcus
Boacillus
Rhizobium
Brevundimonas
unclassified Rhizobiales
Corynebacterium
Achromobacter
Acinetobacter
Phenylobacterfurm
Deinoroccus
Methylobacterium
Paenibacitius
Lysinibacifius
cellulomonas
Cellufosimicrobium
unclassified Planococcaceae
Nocotdioides
Serratia
Devosia
Solirubrobacter
Providencia
Brucella
unclassified Sphingomaonadaceae
Stenotrophamonas
unclassified Oxalabacteraceae [N
cps [
Terribocitvs [
Gemmatimonas
Ochrobactrum
Gpé
SBlastococcus
unclassified Comamonadaceae
Microvirge
unclassified Sphingobacteriaceae
unclassified Microbacteriaceae
Gp2
unclassified Solirubrobacterales
Massilia
Arthrobacter
unclassified Geodermatophilaceae
Micrabacterium
Leucobacter
unclassified Beijerinckiaceae
Planococcaccae_incertae_sedss
unclassified Burkholderiales
Shinelia
rubeliimicrobivrn [N
cp1c [
Wovosphingobiur IR
unclassified Alcaligenaceae
Rubrobacter
unclassified Betaproteobacteria
Dyadobacter
Actinomyces
Agromyces
unclassified Ruminecoccaceae
unclassified Polyangiaceae
Lysobacter
unclassified Bradyrhizobiaceae
Moraxella
Aurantimonas
unclassified Acetobacteraceae
Flavobacterium
Romlibacter
Caenispiritturm
Bordetelia
teifsonic |
unclassified Paenibacillaceae_1 [N

unclassified Bacillaceae_1

unclassified Xanthobacteraceae
unclassified Planctomycetes
I : -niibaciltus
Actinocarenispora
unclassified Xanthomonadales

Morinomonos
ignavibacterium

unclassified Jiangellaceae
Methylohalomonas

Fodinfcurvata
Salinicoccus
I rocardiopsis

unclassified Deinocaccales

| itrosospira
N occrio
I sccchoropolyspora
| < 'assified Nocardiopsaceae
N - classified Nakamurellaceae
I urcapiosma

| #onsbaca
[ #ycisphaera
N itrococcus
I - cvinophytacola
N esterenkania
| :tcivacter
D classified Enterobacteriaceas
I /iangeila
I ;-cvibocterivm
| . c =5if =d Bacteroidetes
I . 2s:ified Gammaprotsobacteria
I i chocr
N . 2s:fied Actinomycetales
I Gracilimanas

\ i ] i i i \
—6.0 -4.8 —3.6 —2.4 —-1.2 0.0 1.2
LDA SCORE (log 10)

| nclassified Ectothiorhodospiraceae

2.4 36 48

FAECES

nconchoce:
unclassified Fasteurellaceae |
unclassified Flavobacteriaceae |
Saiiisphaers [
.
unclassified Gammaprateobacteria [N
nococcus
Mycobacteria |
gracimonas [N
chryseotarteriars |
Mycoptosma |
unclassified Geodermatophilaceae [NNEGG_
unclassified Chioroflexi [ RNRME
Riizobivr, |
unclassified Bacteria [ RN
Helicobacerer [N
#bodococcus
siostococcus ([ NNRNMEEE
Ddeinocaccus [N
unclassified Chitinophagaceae [ NRNRNME
Acinetobocter [N
Brevundimonas [ NNNMEEN
unclassified Sphingobacteriales [N
unclassified Comamonadaceac |
Sphingomons | R
Mesorhizobium (RN
comamoncs [N
Gemmatimonas [N
unclassified Proteobacteria [ NN
Achromobacter [N
sgromyces
witrosococcus R
.|

Flovobacteriun [N

roseomonas [N

warmoricola [

e I

unclassified Ectothiarhodospiraceae [N

campytobaczer [

unclassified Solirubrobacterales [

unclassified Burkholderiales [NNMMMN

tsoptericla [N

unclassified Nocardioidaceae [N

unclassified Deltaproteobacteria [ NN

Gordonia [

unclassified Sphingomonadaceac [N

unclassified Neisseriaceae [N

wteivacter [

Actinomadura [N

unclassified Erythrobacteraceae [N

unclassified Acidimicrabiales [N

3 genus_incertae_sedis [N

wocardicices [N

spirosorna |

rveperes |

unclassified Sphingomonadales [N

woraxella [N

Sotirubrobacter [N

Tessaracoccus [N

unclassified Alphaproteobacteria [N

unclassified Myxococcales _

paenibocis

unclassified Bacteroidetes [N

unclassified Oxalobacteraceae [N

stenotrophomonas |
Phenylobacterium [ NNNGG

unclassified Caulobacteraceae [N

.

Arthrobacter [NNNEE

unclassified Polyangiaceae [N
Geminicoccus [ NN

ausellimicrobivm [N

God I

Azospirilturn [N

unclassified Sphingobacteriaceae [ NN
unclassified Rhodospirillaceae [ RN
dermacoccws [N

witrospira [N

unclassified Pseudomonadaceae [ NNNMEN
unclassified Acetobacteraceae [ NRNRMMEN
cettulosimicrobium | NN

tysobacter (RN

oyadobacter (NN

sohingopyis [N

unclassified Betaprateobacteria [N
Ornithobacterium [N
_ Granulicatella

_ unclassified Carnobacteriaceae
I < lassified Streptococcaceae

I - clibacterium
N vesterenkonia

6.0 4.8 -3.6 —2.4 -12 0.0 12 2.4 3.6 48 6.0
LDA SCORE (log 10)



