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Preliminary studies the relationship between Irritable Bowel Syndrome three subtypes and intestinal flora
HU Qin,LIU Miao ,2WEI Yi
(Department o f Clinical Laboratory ,Maternal and Child Health Care Center
of Zigong .Zigong ,Sichuan 643000 ,China)

Abstract : Objective To screen and study the best sample types of intestinal flora,and to preliminarily an-
alyze the changes of intestinal flora diversity and specific flora structure of various subtypes in patients with
irritable bowel syndrome (IBS). Methods According to the Rome [[| diagnostic criteria,51 cases of Diarrhea-
type IBS-D patients, 29 cases of constipative-type IBS-C patients,22 cases of mixed-type IBS-A patients and 40
cases of healthy control group were selected. Intestinal cavity,tissue,feces was used as the sample for superior
screening. Genomic DNA was extracted and the 16stDNA and V1-V3 regions were amplified by nested PCR.
The diversity of the flora was analyzed by Denature gradient gel electrophoresis (DGGE). Results In the
same patient,the diversity and structure of bacteria in different samples showed that the intestine fluid and tis-
sue samples were similar,and the faeces samples were significantly different from the other two samples. Com-
pared with the control group,the Shannon index and Simpson index of IBS groups was significantly decreased,
and the differnces were statistically significant (P<C0. 05). The results of sequencing were identified as 10 ma-
jor sequences,and they are Bacteroides,Lachnospira,Enterobacter,Lactobacillus,Butyrivibrio, Enterococcus,
PseudoButyrivibrio, Bi fidobacterium , Dorea and Tender fusobacterium ,showed by National Center for Bio-
technology Information (NCBI) database blast. The Enterobacter was significantly increased in all IBS sub-
types (P <C0.01). Bacteroides was increased mainly in IBS-A patients (P <C0. 05). Lactobacillus and
Bifidobacterium in IBS-D and IBS-C patients were significantly more than those in the control group (P<C
0.01). Enterococcus was only increased in IBS-A patients (P<C0.01) ,and Tender fusobacterium was only de-
creased in IBS-D (P <C0. 05). Dorea increased in the IBS-D and IBS-A groups (P<C0. 01). Conclusion In

brief,intestine fluid samples can be used to study the structure and composition of intestinal colonization bac-
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teria in IBS disease. The diversity of intestinal flora in IBS patients was significantly decreased,and the compo-

sition and quantity of intestinal flora in IBS each subtype were obviously different.
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