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Clostridium

0 0 o Bacillus
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100 100+ B mis- or unclassified
- - Streptococcus mutans

B Staphylococcus epidermidi s
Rhodobacter sphaeroide s
- Lactobacillus gasseri

50— B Escherichia spp.
. B Enterococcus faecalis
Deinococcus radioduran s
Clostridium beijerinckii
Bifidobacterium adolescentis

Bacillus cereus
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B. cereus E. faecalis

100%

D. radiodurans

100%

B. adolescentis

V1-V9 100%

V3-V4 83.8%

E. coli L. gasseri

C. beijerinckii

B mis- or unclassified
Streptococcus

W Staphylococcus
Rhodobacter
Lactobacillus

B Escherichia-Shigella

B Enterococcus
Deinococcus

99.8%

S. epidermidis

98.2%

S. mutans

100%

R. sphaeroides
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IRZ¢ (THF&iR) Staphylococcus epidermidis S. epidermidis

EAGI3-1. EAMEZERET (BLN)L)

S—DI>320T35Y N IA—LDLEBEICHNT,
MinION(&MiSeq&iEBRVRIEREZRUIC

E FEEY T IL F1 - F6D16S rRNABGEFART
N _V1i-v9: 0O>49U—[R/MinION
N_V3-v4: =<3—kU—R/MinION

I_V3-V4: <3—BkU—RK/MiSeq
=== >3 >3
F1 ;| o>0| °>°| F2 ;| o>0| o>0| F3 ;'I O>0| gl
zZ Z — zZ Z — zZ Z —
Bifidobacterium Bifidobacterium Bifidobacterium
Faecalibacterium Blautia Blautia
Bacteroides Anaerostipes Bacteroides
Blautia Faecalibacterium Veillonella
Anaerostipes Veillonella . Lachnoclostridium .
Veillonella Bacteroides . Anaerostipes ...
Dorea Romboutsia ... Dorea ...

Lachnoclostridium
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A. niger C. albicans 99.8%
Bifidobacterium species Bifidobacterium species
of human origin of non-human origin
Others Others
W B. adolescentis B B. dentium W B. callitichos M B. saguini
| B. angulatum . B. gallicum ™ B. gallinarum | B. thermophilum 0 20 40 60 80 100 0 20 40 60 80 100

B B./emurum || Unclassified Bifidobacterium
W B minimum (not assigned to a species)

" B. animalis subsp. lactis | B. longum

W B. breve B B. scardovii % of reads % of reads
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Faecalibacterium
Bifidobacterium
Bacteroides
Blautia
Lachnoclostridium .
Megamonas
Prevotella
Citrobacter

Acidaminococcus ...

r=0.929* ——
r=0.985* -
r=0.960*

Coprococcus ...

r=0.995* ——
r=0.997* -
r=0.998*
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N_V1-V9

N_V3-v4

| _V3-V4

Blautia
Bacteroides

Lactobacillus ..

Lachnoclostridium

Coprococcus ..
Romboutsia

Clostridium ...
Ruminococcus ...
Veillonella [ [
Acidaminococcus ...

Intestinibacter ...

Eubacterium

Dorea ...

r=0.923* ——
r=0.936* —
r=0.988*

Anaerotignum ...

r=0.989* ——
r=0.989* -—
r=0.982*
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Bifidobacterium
Faecalibacterium
Bacteroides
Roseburia
Blautia
Megasphaera

Lactobacillus ..
Dorea ..

Megamonas .
Eubacterium

Lachnoclostridium ..

Phascolarctobacterium ...

Ruminococcus ...
Collinsella [N
Butyricicoccus ...

r=0.962% —
r = 0.940% L
r=00984* L
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