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The relationship between the gut microbiota and abdominal aortic aneurysm
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This study aimed to detect bacterial translocation in the aneurysmal wall
and blood of patients with abdominal aortic aneurysm, and to investigate the effect of the gut
microbiota on abdominal aortic aneurysm. We investigated 30 patients with abdominal aortic aneurysm
from 2017 to 2019. We analysed the aneurysmal wall and blood using highly sensitive reverse
transcriptionquantitative polymerase chain reaction, and the gut microbiota was investigated using
nextgeneration sequencing. In the 30 patients, bacteria were detected by reverse
transcriptionquantitative polymerase chain reaction in 19 blood samples (detection rate, 63%) and in

11 aneurysmal wall samples (detection rate, 37%). We confirmed gut dysbiosis and bacterial
translocation to the blood and aneurysmal wall in patients with abdominal aortic aneurysm. There
appears to be a relationship between the gut microbiota and abdominal aortic aneurysm.
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30 8

RT-gPCR 19 63% 11 37%
19 8
Streptococcus 8
Enterococcus 11
11 Staphylococcus 7

Enterobacteriaceae 4

8 8 6

Sample (cellg/ml)

Target bacteria 2 4 5 6 8 11 13 14 15 16 17 20 21 22 23 24 25 28 30

Clostridium coccoides group 2 - - - - - - - - - - R -

Clostridium leptum subgroup 7 - - - - - - - -

Lactobacillus gasseri subgroup - 1 1 - - - - - - 3 - - -

Lactobacillus casei subgroup 4 - - - 16 - - - - - 4 - - - 16 -

Atopobium cluster - - - 2 4 28 - - - - - - -

Saphylococcus - 22 26 46 65 19 - - - - 28 -

Sreptococcus - 3 5 1 - - 10 - - 3 - 6 5 5

Clostridium perfringens - - - - - 1 - - 1 - - 2 - 1

Sample (cellsgg)
Target bacteria 8 10 11 21 22 24 25 26 28 29 30
Clostridium coccoides group 1x10° - - 2x10° - - - . B . .
Clostridium | eptum subgroup 3x10° - - - - - - - _ _ _
Bifidobacterium 5x10° - - - - - - - R . .
Lactobacillus gasseri subgroup ~ 1x10° - - - - - - 1x10? - - -
Lactobacillusruminissubgroup ~ 1x10° - - - - - - - . . .
Atopobium cluster 1x10* - - - - - - _ p _ _
Prevotella - - - - - - - - - 4x10° -
Enterobacteriaceae - - 4x10°  6x10° 9x10°  4x10° - - - -
Saphylococcus - 4x10°  2x10° - 2x10°  1x10° - 1x10°  6x10°  1x10°
Sreptococcus - - - - - - 4107 - - 50 -
Clostridium perfringens - - - - - 1x10° - - 2x107 - .
P=0.03 P=0.02
P=0.04
NLR P=0.04 LMR P<0.01

P=0.04
64.0% 6%-77% 34.7% 0%-76%
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