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Genomic Similarity to Predict Infection in Bacillus Phages

By Kayla Botto
Faculty: Dr. Lynn Lewis
University of Mary Washington
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Figure 5: Color graded graph showing amount of genetic
similarity relative to position in the genome of the phage. Each
section represents 20 genes.
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» Uses phages to treat bacterial infections

» Currently experimental in the US

« Commonplace in some countries, such as Georgia
 Individualized treatment for each patient

* Must find phages that infect patient's specific bacteria
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bacteria and phage and the production of a successful infection
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| 1 1. Continue to analyze similarities between phage genomes
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bacteria and genes responsible for selectivity of hosts 3. Confirm the putative function of genes that are predicted to be
Figure 4: A box and whiskers plot where genetic similarity essential
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