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Novel mycobacteriophages Crespo and Dietrick: a comparison of genome length and structure
Jesse R Janoski, Brenna V DeBellas, Antonia C Broussard, Steven T Carter, Justice S Coggin, Alexandra I Crawford, Isabella A Crespo, Emma C Dodd, Christine M Ellis, Alexandra M Ellison, Marc O Hidalgo, Isabella Kim, Tessa A Kovats, Chanida Lerdritsomboon, Charles H Lynam, Caroline M McKenna, Catherine M Meyer, Benjamin R Nickerson, Quentin F Pitts, Soshiant A Raeesian, Sierra B Raney, Patrick J Reyes, Alyssa M Simon, Rachel M Smith, Corinne A Tran, Rebecca G Truban, Victor Van, Courtney L Walker, Megan E Walter, Nicole M Whalley
Two novel mycobacteriophages, Crespo and Dietrick, were isolated, characterized, and annotated by students in the Virginia Tech Phage Hunters laboratory during the 2017-2018 academic year.  Crespo belongs to the G1 subcluster, a group of phage with relatively short genomes, while Dietrick is a C1 phage.  Phages in the C cluster are known for having large genomes.  Dietrick’s genome size (153,582 bp) is over three times larger than that of Crespo (41,902 bp).  Additionally, Dietrick is a lytic myoviridae phage, while Crespo displays the more common siphoviridae morphology and contains genes typically found in temperate phages.  Crespo and Dietrick are excellent models to compare and contrast genetic elements related to both morphology and life cycles.  The massive difference in genome size also offers insight into the minimal number of genes needed for a phage to function and highlights genes that likely perform other non-crucial roles.




