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Characteristics of intestinal flora in overweight patients with colon cancer and

its correlation with serum biochemical indexes”
CHEN Xuewei ,LEI Qian LI Yirong”
(Department of Clinical Laboratory ,Zhongnan Hospital of Wuhan University ,
Wuhan s Hubei 430071 ,China)

[Abstract] Objective To explore the structural differences of intestinal flora in different body mass in-
dexes (BMD of the patients with colon cancer,and to analyze their correlation with serum biochemical inde-
xes. Methods A total of 88 patients with colon cancer treated in this hospital from June to December 2021
were selected as the research subjects and divided into the normal group (BMI 18.5—<C24. 0 kg/m’.n=55)
and overweight group (BMI 24. 0—28. 0 kg/m”,n = 33) according to BMI. The 16S rDNA sequencing was
used to analyze the diversity and structural differences of intestinal flora between the two groups., LEfSe was
used to analyze the characteristic bacterial genuses in the two groups,the PICRUSt software was used to pre-
dict the function of intestinal flora,and Spearman was used to analyze the correlation between the key bacterial
genus and serum biochemical indexes. Results The diversity analysis showed that there was no significant
difference in the intestinal flora diversity between the two groups of the patients with colon cancer. At the ge-
nus level,the average relative abundances of Tyzzerella 4,Lachnospiraceae _UCG-010, Sediminibacterium ,
Candidatus_Stoque fichus s Morganella ,Del ftia , Cutibacterium ,Ochrobactrum ,and Johnsonella in the faeces
of the overweight group were significantly higher than those of the normal group,while the average relative a-

bundances of Lachnoclostridium ,CAG-873,Dysgonomonas , Pyramidobacter ,Facklamia ,Methanosphaera ,and
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A E{E1E#E ,E-mail: 2n003475@whu. edu. cn,
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GCA-900066575 were significantly lower than those of the normal group, with statistically significant differ-
ence (P <C0. 05). The LEfSe analysis showed that Tyzzerella 4,Lysobacter,Asteroleplasma and Asticca-
caulis were enriched in the overweight group,while Lachnoclostridium ,CAG 873, Pyramidobacter s Dysgono-
monas ,Oleibacter and Facklamia were enriched in the normal group. The intestinal flora functional prediction
showed that the biosynthesis, glycerolipid metabolism, pentose phosphate pathway, cysteine and methionine
metabolism,non-homologous end-joining,and glycolysis/gluconeogenesis of type Il polyketide products were
weakened compared with those of the normal group, while the steroid hormone biosynthesis, alpha-linolenic
acid metabolism and extracellular matrix (ECM)-receptor interaction were enhanced compared with those of
the normal group. The Spearman analysis results showed that Tyzzerella 4 was positively correlated with
BMI (r=0. 286) , Dysgonomonas was positively correlated with albumin globulin ratio (+=0. 237) ,and Pyra-
midobacter was negatively correlated with the uric acid level (r=—0.292). Conclusion There is a significant

correlation between the intestinal core bacterial genus and serum biochemical indexes in the overweight pa-

tients with colon cancer.
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