A.US_men

Escherichia coli

Oxalobacter formigenes
Muribaculaceae bacterrum-

Bif ium pset

Metagenome(n=306 subjects)

Porphymmonadaceae bacterium-
Bacteroidales bacterium

Prevotella sp.
Azospirillum sp.

Bifidobacterium dentium{
Bifidobacterium animalis {

Bifidobacterium sp.

Enterorhabdus caecimuris {
Rhodospirillaceae bacterium+

Bifidobacterium pseudolongum
Rhodoplanes sp.
Bifidobacterium cuniculi

Lactobacillus gasseriq

Mycobacterium sp.

Bilidobacrenum choerinum{

Bradyrhizobium elkanii:
Lactobacillus reuteri:
Burkholderiaceae bacterium
Magnetovibrio sp.

B. HMP2

Escherichia coli

Oxalobacter formigenes-
Muribaculaceae bacterium-
Bifidobacterium pseudocatenulatum-
Porphyromonadaceae bacterium¢
Bacteroidales bacterium

Prevotella sp.
Azospirillum sp.

Bifidobacterium dentium{
Bifidobacterium animalis {

Bifidobacterium sp.
Rhodospirillaceae bacterium
Bifidobacterium pseudolongum
Rhodoplanes sp.
Bifidobacterium cuniculi-

Lactobacillus gasseri

Mycobacterium sp.
Bradyrhizobium elkanii
Lactobacillus reuteri

Burkholderiaceae bacterium+

C. AMP

ss
6

2

27

-1 0

Metagenome(n=33 subjects)

1

Escherichia colil —— | }— I+
Oxalobacter formigenes —{T11}— s2
Muribaculaceae bacterium (Am} Mis
Bifidobacterium pseudc latt 1T +—— |
Porphyromonadaceae bacterium — 1T Mis
Bacteroidales bacterium O Wis
Prevotella sp. —{ T 71— B2
Bifidobacterium animalis —_ 1+ Ho
Bifidobacterium sp. | I3
Enterorhabdus caecimuris
Rhodospirillaceae bacterium| | Is
Rhodoplanes sp.
Lactobacillus gasseri | |3
Bifidobacterium choerinum{ | I3
Bradyrhizobium elkanii:
Magnetovibrio sp.
2 4 [

D. fran

Escherichia coli

Oxalobacter formigenes-

Muribaculaceae bacterium

Bifidobacterium pseudocatenulatum-

Porphyromonadaceae bacterium
Bacteroidales bacterium
Prevotella sp.

Azospirillum sp.

Bifidobacterium dentium{
Enterorhabdus caecimuris {

Rhodospirillaceae bacterium
Bifidobacterium pseudolongum
Rhodoplanes sp.
Bradyrhizobium elkanii

Burkholderiaceae bacterium-

Magnetovibrio sp.

Metagenome(n=8 subjects)

—| 1
{IF
—
I
—13
=
13—
T
I
I

-1 0 1

Log'® RPKM

Prevalence(%)

Metatranscriptome(n=96 subjects)
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