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Research Question: What Is the gut microbiome diversity of the residents in Southeast Kansas?

Abstract Experimental Approach
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Bacterioidaceae, Prevotellaceae, and Lachnospiraceae/Ruminocooaceae. Even though
studies have found a link between microbiome and health, the role in chronic diseases
has yet to be elucidated.

of the MiSeq Sequencing System.
« The gut microbiota serves as an important function in healthy
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Figure 2: 16S rRNA Sequencing Flow Chart microbiome in Crawford County

There are numerous methods in identifying DNA. A common method Is creating a
genomic library via DNA sequencing. DNA is first extracted from microorganisms and  Compare gut microbiome bacterial families in three communities in
isolated. The gene sequence is tagged and fragmented. The sequence is amplified Crawford County to national and regional data
through polymerase chain reaction (PCR), which creates the genomic library of the Molecular sample || sample |[ sample |[sampie ][ Fosmid bna _ _ |
microbial community. Sequence length and base pair composition are important Lacide . 2 L ° S | BRI » Correlate our results with obesity health studies

components of the genomic library that is provided. The DNA sequences can then be
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Kansas. Expectations are that among the samples of bacterial DNA, there will be the
following species of bacteria: Bacteroidaceae, Prevotellaceae, and
Lachnospiraceae/Ruminocooaceae.
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