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A Comparison of Southeastern Pennsylvania Microbacterium Phage Using DNA Sequencing, Gel Electrophoresis, and Host Range experiments
DaeKwon M Sequira, Davia Campbell, Patricia Fallest-Strobl, Matthew D Mastropaolo
From 2018 to 2020, 15 students at Neumann University collected soil and water samples from areas around Delaware County, PA.  Microbacterium foliorum NRRL B-24224 SEA was used as the host to isolate approximately 20 bacteriophage as part of the Phage Discovery course.  Currently we have 7 phage genome sequences: 2 Cluster EE, 2 Cluster EF and 1 of each in Clusters EA9, EB, and EK1.  The current focus of the research is to determine if we can determine related phage clusters based on host range experiments.  Currently, the research has focused on evaluating 13 of our phage for host range experiments by comparing sequenced phage to those that of non-sequenced phage using 8 different Microbacterium species.  Preliminary results show that a majority of the phage show a broader host range than expected, however at considerably reduced infection titers when compared to their original host.  The Cluster EA9 phage, GaeCeo, has been seen to have better infectivity rates than that of our other sequenced phage, with it being able to infect 4 other hosts at higher titers than other phage tested.  While one of our non-sequenced phage, FullMetal, has been seen to infect 5 of the 8 strains tested with lower titer numbers than GaeCeo. Further examination of the host range and titer numbers is needed for confirmation of these results. In addition the examination of the minor tail protein sequences is currently under investigation
image2.jpg




image1.jpg








