
Abstract 

The intestinal microbiome contributes in immune system function. It contains a large number 

of microorganisms that interact with each other and thus affect the host. Currently, attention is 

being directed towards investigating the influence of the intestinal microbiome on hosts, but 

also on foreign substances. Foreign substances may influence its composition and subsequent 

microbial metabolism. Crohn’s disease patients have been found to have lower bacterial 

representation of beneficial bacteria. Therefore it is appropriate to examine the intestinal 

microbiome of these patients and so understand in greater detail the influence of bacteria on 

the course of the disease progression and on the medication used.  

 The RP-HPLC method were analysed the faecal samples collected (B, C, D), which 

were incubated at 0, 3 and 6 hours. The incubation took place the addition of myricetin in the 

McDougall buffer and BHI medium. The analysis was found that myricetin degradation takes 

place in faecal samples during incubation, regardless of the medium used. In the faecal 

sample B, degradation of myricetin occurs faster in the BHI medium than in the McDougall’s 

buffer. In faecal samples C and D, degradation is similar in both media. From these results, it 

is impossible to judge which medium is more suitable for bacteria. The metabolite 

dihydromyricetin was not found in any of the analysed samples.  

 In further experiments, faecal samples collected (B, C, D) were incubated at a time of 

0, 3, 6, 24 and 72 hours with and without the addition of myricetin in McDougall’s buffer and 

BHI medium. They were then amplified by polymerase chain reaction method and 

subsequently analysed by denaturing gradient gel electrophoresis (PCR-DGGE) in 

conjunction with the new generation sequencing method (NGS). Among the faecal samples 

incubated in the McDougall’s buffer, no large change in bacterial representation was observed 

by the PCR-DGGE method. Faecal samples that were incubated in the BHI medium show 

differences primarily in incubation times of 24 and 72 hours. Faecalibacterium prausnitzii 

was found to be present in faecal sample B and D by PCR-DGGE method and subsequent 

sequencing. In addition to common genera, Prevotella bacteria have also been found. Changes 

in bacterial diversity among the media used were also observed by the NGS method. 

Prevotella bacteria were also found in the samples. 
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