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Determining the role of the gut microbiome in the aetiology of colorectal cancer
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Objective

The role of the gut microbiome in the aetiology
determine the gut microbiota pattern in patients with colo rectal cancer

microbiota associated with CRC.

of CRC is emerging. Therefore, we set
(CRC) to determine s

Methods

sh stool samples from 10 patients with CRC and
tion was carried out using

Data was analysed using

Bacterial DNA was extracted from fre
individuals. The pattern of the gut microbiome and quantifica
real time PCR for 45 types of gut microbiota using a PCR array.
software for analysis of bacterial DNA quantification.

Results: Marked differences in the gut microbiome pattern was seen in patients
compared to healthy individuals. Bacteroides fragilis was expressed as log 10 d
CRC when compared to healthy individuals, whereas, Aeromonas enterops
hydrophila, Aeromonas punctata, Aeromonas media, Akkermansia
colihominis, Bacteroides fragilis, Bacteroides thetaiotaomicron, Ci
lgatus species, were several fold higher in healthy in
etaiotaomicron ‘and Bacteroides wulgatus we




