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Background and Aim: The long-term effect of gut microbiota and subse-
quent metabolic profiles in colectomy patients is limited. We evaluated
and compared long-term effects of metabolic profiles and microbiota stanus
in early colorectal cancer (CRC} patients receiving curative colectomy to
the controls, Metheds: In this cross-sectional study, we analyzed metabolic
syndrome (MS) occurrence in 165 patients after curative partial colectomy
with right hemicolectomy (RH) or low anterior resection (LAR) and 333
age-sex matched controls. Fecal samples from some of those with RH,
LAR, and controls were analyzed by next-generation sequencing method.
Results: MS occurmrences were signilicantly higher in paticnts after RH,
but not LAR, when compared with the controls over the long-term (> 3
years) follow up (2 = 0.020) (Table 1). Compared with control group,
RH group showed lower bacterial diversity (£ = 0.007), whereas LAR
group showed significantly higher bacterial diversity at the genera level
(P = 0.016). Compared with the control group, the principal component
analysis revealed significant differences in baclerial genera abundance after
RH and LAR (P < 0.001), Firmicutes to Bacteroidetes ratio was signifi-
cantly lower in the RH group than the control group (22.0% versus
49.4%, I < 0.05). Conclusion: Early CRC patients after RH but not
AR had a higher occurrence of MS than the controls during long-term fol-
low up. In parallel with the metabolic profile, gut microbial diversity also
significantly decreased after RH. This study suggests that patients after cu-
rative RH due to CRC should receive not only standard surveillance in-
cluding colonoscopy but also standard regular metabolic screening.
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Table 1 Anthropometric and laboratory data between patiens with right
hemicolectomy and patients without Gl tract surgery.

Patients with RH Coturol subjects  pvaine
N 53 N33
Ageyn Mie98 68.8& 7.0 G238
Sex, M%) 13 g3.at) {574 OGH
body mass index BEwdS 25% 30 0157
waist (co) §eOx 88 864 108 5908
sysotie BP ¢ Hg) 1312 16 126 = i8 0113
diastolic BP fun Heh FLER] =11 0.704
HDL-cholenerol {mgdl) 35x13 a3 ou?
“Totat cholesterol {mgrdl) 187a 34 203 = 38 023
Trighveenade img Ly 123« 68 120 =60 0707
w gliose (g dl) 110 24 100= 22 0.0%0
Metabolic syndrome + (%) 30 (36.6%) 104 (31.2%) 0.0H

Abbreviations: G, gastroitestinal; B, blood pressure; HDL, high density Lipoprotein;

RH, right hemicolactomy:

500

OE-0426 (PE-0593) Determining the specific gut
microbiota patterns associated with colorectal
cancer

Authors: A G P SAHANKUMARI{1]; B D GAMAGE[1];

G N MALAVIGE([2]

Affiliation: Departments of {1]Surgery, and [2[Microbiology, Faculty of
Medical Sciences, University of Sri Jayewardenepura, Colombo,
SriLanka

Background and Aim: The role of gut microbiome in the etiology of colo-
rectal cancer (CRC) is emerging, and the type of microbiota patterns in
South Asian populations has not been studied. Henece, we set out to study
the put microbiota patterns in patients with CRC, diabetes (DM), and
healthy individuals to find the specific gut microbiota patterns associated
with CRC. Methods: The relative abundance of 45 types of gut microbiota
was delermined in stool samples in patients with CRC (n = 24), DM (n =
20), and healthy individuals (n = 44), using a PCR array. Data were ana-
lyzed using a specific software for analysis. Results: Bactercides fragilis
was expressed 23 88-fold higher in patients with CRC, and 77.09-fold
higher in patients with DM when compared to healthy individuals.
Aeromonas species were the predominant microbes, in patients with DM
(226.64-lcld higher), lollowed by Enferococens fuesivm (183.1-fold
higher), Shigella dysentrice and Streptococcus agalactiae compared to
healthy individuals. Akkermansia muciniphila, Bacteroides vulgatus, and
Bacieroides thetaivtaomicron were 5.87, 2.12, and B.03-fold higher in
CRC patients, while expression of most bacterial species of the genus En-
terobacteriaceae were lower (Fig. 1). Conelusion: Bacteria of the genus
Enterobacteriaceae were most abundant type of gut bacteria paticats with
DM, while their abundance was lower in patients with CRC. Bacteroides
[fragilis was equally highly expressed in patients with DM and CRC. Since
DM is known to be a risk faclor for the development of CRC, the role of
Bacteroides fragilis in the pathogenesis of CRC should be [lurther
investigated.
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Figure 1 {A) The log; of the fold change for the CRC patients relative to
the Healthy individuals. (B}, The log,o of the fold change for the DM pa-
tiants relative to the Healthy individuals.
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