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kingdom Bacteria. OTU7 belonging to Bacteroides showed decreased abundance in CO group,
compared with the other three groups (Figure 2).2
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This information can be used to determine how the microbiota can be related to the alteration of gut microbiota between the four groups.

improved in patients to help alleviate and even possibly treat the impacts
of PCOS.
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Researchers in China conducted a study to explore the potential link J
between gut hormones, gut bacteria, and mental health in women with (
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Data analysis

The study investigated the link between gut bacteria and PCOS in women. They
found that the gut bacteria composition differed in women with PCOS compared to
healthy controls, regardless of weight. This difference was similar to what's seen in
obesity. The gut bacteria imbalance was linked to PCOS symptoms like hormone levels
and metabolism. The study also looked at gut hormones that affect appetite and mood,
“Ter—— : finding lower levels in PCOS patients. Certain gut bacteria may influence these gut

obese controls (CO), and non-obese controls (CN). This ensured a balanced cutadapt -g CCTACGGGNGGCWGCAG -G 1| 1 hormones. Overall, the study suggests gut bacteria may play a role in PCOS and warrants
GACTACHVGGGTATCTAATCC -0 output_forward - > , e , _ !
further investigation into the mechanisms behind these impacts and how treatments

comparison across weight and PCOS status. : .
p output_reverse mput_forward input_reverse
can be designed that target improving the microbiome to improve PCOS symptoms.

The study employed a multi-pronged approach to gather data. Blood
I Currently, logistical and computational errors have prevented the obtaining of data

samples collected after overnight fasting (> 8 hrs) were analyzed for

ghrelin, plasma serotonin, and peptide YY (PYY) using an enzyme-linked to compare and validate the results from the study. Efforts are being put into

immunosorbent assay (ELISA) (FIGURE 3). Other assay m.ethodsj were used determining how to simultaneously run the cutadapt command for all the data

to analyze other hormones such as testosterone, etc. This provided acquired. This will allow for a more comprehensive analysis that will shed more light on
the relationship between the gut microbiome and PCOS symptom:s.

PCOS. They recruited 48 women aged 17-45 and meticulously divided
them into four groups: obese with PCOS (PO), non-obese with PCOS (PN),
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analysis
insights into the hormonal profile of each participant. Fecal samples were y

also collected and frozen until analysis. These samples were examined to
identify the composition of gut bacteria using DNA extraction and
sequencing, potentially revealing differences between the PCOS and
control groups. Finally, mental health questionnaires assessed the J : J )
participants' emotional state, allowing researchers to evaluate potential U

Figure 3. Process of obtaining and analyzing data to determine impact of gut microbiome on PCOS
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connections between PCOS, gut health, and mental wellbeing.
In order to attain the data, the 16sRNA gene was amplified using the J
following forward and reverse primer sequences:
16S Amplicon PCR Forward Primer = 5'
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTACGGGNGGCWGCAG
16S Amplicon PCR Reverse Primer = 5'
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACTACHVGGGTATCTAATCC
As the correlation between the imbalance of gut microbiota and polycystic
ovary syndrome is being studied, the V3-V4 region of the 16sRNA gene
was amplified. This region is a highly variable region that is known to
reveal microbial diverse populations. The primers in the sequence need to
be cut out of the sequence so that the important part of the gene can be
analyzed.
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FIGURE 4. ELISA procedure used to analyze blood samples after fasting.



