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Analysis of intestinal bacterial diversity in abnormal sawda hilit people of colon cancer in traditional uyghur medicine
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Abstract: Objective To analyze the traditional uighur medicine abnormal sawda hilit people of colon cancer intestinal flora di-
versity by advanced molecular biology methods. Methods Choice the colon cancer abnormal sawda hilit by uighur medicine and
stool samples were collected from these groups and total genomic DNA was extracted. Extraction of total DNA designed a pair of u-
niversal primers to amplify the 16S rDNA V6 to V8 variable regions. Denaturing gradient gel electrophoresis (DGGE) of the ampli-
fied sequences was performed then cloned the DGGE bands and sequencing. Results Obtained by experiment reflect structural fea-
tures of intestinal flora DNA fingerprinting, from sequence specific band sequencing out in the Genebank database on the blast pro-
gram to compare,and make the evolutionary tree understanding of the relationship between intestinal microflora. Conclusion Colon

cancer abnormal sawda hilit intestinal microbial gene sequence showed bacteria have rarefaction state and Dominant bacteria are sig-

nificantly lower.
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