Effects of Long-term Chlorinated Water Exposure on the Nasal Microbiome
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It is known from many studies that the human body carries trillions of microorganisms at many different
body sites. The composition and diversity of the microbes can be analyzed through the diversity of
microbial genetic information in a sample also known as the microbiome. The composition of the
human microbiome at these different body sites is influenced by both environmental factors and host
genetics. For this study we focused on an environmental factor, more specifically the effect of long
term chlorine exposure on the composition of the microbiome in the human nares. To accomplish this
task nasal swab samples were collected from competitive swimmers as well as semi-professional
basket ball players to compare the nasal microbiome of athletes the exposed to chlorine on a daily

basis and athletes that are not. The swab samples were used to extract bacterial DNA, which was used

to do 16S rRNA gene sequence analysis with Qiime 2 microbiome analysis software. The 16S rRNA :

. T o kw p-value: 0.910608
gene is the most commonly used marker in microbiome research that allows forthe composition of the
microbial community to be determined in a sample. Preliminary results in this experiment show that
there are no significant differences between the microbiome of athletes who are exposed to chlorine
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