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Figure S1. Alpha diversity for oral and intestinal microbiota.
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Figure S2. Beta diversity for oral and intestinal microbiota.



a: Actinomycesdentalis

b: Bifidobacteriumdentium

c: Culturomica

d: Leptotrichiahongkongensis
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Figure S3. Differences in oral microbiota between Group 1 and Group 2 (1-Group 1; 0-Group 2).

a: Alloprevotella

b: Capnocytophaga

c: Flavobacteriaceae

d: Flavobacteriales

e: Pseudobutyrivibrio

f: Oscillibacter

g: Oscillospiraceae

h: Kandleria

i Anaerococcus

J: Fusobacteriumcanifelinum
k: Turicibactersanguinis
I: Treponema

m: Spirochaetaceae
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Figure S4. Differences in intestinal microbiota between Group 1 and Group 2 (1-Group 1; 0-Group 2).
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a: Actinomycesisraelii

b: Bifidobacteriumdentium
c: Massiliprevotella

d: Emergencia

e: Coprococcus

f: Lachnobacterium
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k: Leptotrichia
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Figure S5. Differences in oral microbiota between Group 1 and Group 2 among patients undergoing
SG (1-Group 1; 0-Group 2).
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a: Alloprevotella

b: Capnocytophaga
c: Flavobacteriaceae
d: Flavobacteriales
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Figure S6. Differences in intestinal microbiota between Group 1 and Group 2 among patients
undergoing SG (1-Group 1; 0-Group 2).
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Bacteria.Bacteroidetes.Bacteroidia.Bacteroidales.Odoribacteraceae

0.0014

0.0012

0.0010

0.0008

0.0006

0.0004

Relative abundance

0.0002

0.0000

Ne /?}65

Figure S7. Differences in oral microbiota between Group 1 and Group 2 among patients undergoing
RYGB (0-Group 1).
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Figure S8. Differences in intestinal microbiota between Group 1 and Group 2 among patients

undergoing RYGB (0-Group 1).



