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(B E9(Purpose))
Environmental factors are important with respect to the rupture of cerebral aneurvsms. However, the
relationship between the gut microbiome, an environmental factor, and aneurysm rupture is unclear. Therefore,
we compared the gut microbiome in patients with unruptured intracranial aneurysms (UIAs) and ruptured aneurysms

(RAs} to identify the specific bacteria causing the rupture of cerebral aneurysms.

[ 5 #5(Methods))
A multicenter, prospective case-control study was conducted over ohe year from 2019 to 2020. The fecal samples
of patients with stable UIAs and RAs immediately after onset were collected. Their gut microbiomes were analyzed
using 165 rRNA sequencing. Subsequently, a phvlogenetic tree was constructed, and polymerase chain reaction
was performed to identify the specific species.

(HE#E (Results))

A totel of 28 RAs and 33 UlAs were included in this study. There was no difference in patient characteristics
between RAs and UIAs:® age, sex, hypertension, dyslipidemia, diabetes status, body mass index, and smoking.
No difference was observed in alpha diversity; however, beta diversity was significantly different in the
unweighted UniFrac distances. At the phylum level, the relative abundance of Campylobacterin the RA group
was larger than that in the UIA group. Furthermore, the gut microbiome in the RA and UIA groups exhibited
significantly different taxonomies. However, Campylobacterwas focused on because it is widelvy known as
pathogenic among these bacteria. Then, a phylogenetic tree of operational taxonomic units related

to Campylobacterwas constructed and 4 species were identified. Polymerase chain reaction for these species
identified that the abundance of the genus Campylobacterand t‘ampy]obacter ureolyticus was significantly higher

in the RA group.

(#% 4%5(Conclusion))
The gut microbiome profile of patients with stable UIAs and RAs were significantly different. The
genus Campylobacterand Campylobacter uresolyticusmay be associated with the rupture of cerebral aneurysms.
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AP0 ERE & A BRI TNIRE ORGENL, BIERNISREMCT D2 TR R 2 v, — BRI SRR IRE O
WHFBIXENTIWRELHEEZRTEY, TORHESROEIZE5ET 2 L {EFENEBEAITOCBFIC LB L
RiInoloThHAIRERELFENTHAREMERDH S, LMo T, MBEOTRELEHOHIHLEELRRTS
etk BRTHOBERNER  LLEMEICEELEETSH DS, ThE T, RRRRIIRE oA T RERTAEE
ThdEOMRABMLATRY ., AL TIIBEONGFAMERICAE Ui, BAAEEIRs 2RBIZBOTEZOR
FERHEEICEET D 2 LRSS TWD A, TR DR E ORI &Mz AT 7,

ARFE T, AL IRAS B & R BN IR R 0 (R e 2wl & 1INEE L. 2 NP 12 -\ T LBSTRNA
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Campylobacter™? Campy lobacter ureolyticusih& I & &M Ui, AWFIER RIS IGPme i & Bk ofFst
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