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Exploring the Diversity of Mycobacteriophages Isolated from Soil at Howard University
Kwadwo S Assensoh, Morinne E Osborne, Rasheed Nawaz, Leon A Dickson Jr., Broderick Eribo, Ayele Gugssa, Courtney J Robinson, Winston A Anderson
Students in the 2014-2015 PHAGES course at Howard University isolated 96 mycobacteriophages.  Four genomes of these phages were sequenced using Illumina sequencing at the Pittsburgh Bacteriophage Institute: Morizzled23, HUTC2, Kwadwo, and Haleema.  Morizzled23 was isolated by Morinne Osborne and is cluster C1 phage. This phage contains a genome that is 53.6Kb in length, has a G+C content of 64.6%, and contains 234 ORFs and 30 tRNAs.  Preliminary BLASTn analyses indicated that Morizzled23 is most similar to phage Spud (99% similarity), which was isolated in Pittsburgh, PA in 2004.  Phage HUTC2, is a cluster A11 phage and is most similar to phage Fibonacci (99%), which was isolated from West Lafayette, IN.  HUTC2’s genome is 51.3Kb in size, contains 97 ORFs and one predicted tRNA.  A cluster B1 phage, Kwadwo, was also isolated from the HU campus.  Kwadwo, which was discovered by Kwadwo Assensoh, has a G+C content of 66.5% and contains 102 ORFs in its 68.3Kb genome.  This phage is most similar to phage Sophia (99%), which was isolated from West Lafayette, IN.  Rasheed Nawaz isolated phage Haleema, another cluster  B1 phage. Similarly to Kwadwo, Haleema’s genome has a 66.5% G+C content, a length of 68.4Kb and 104 ORFs.  Haleema was most similar to Xavier (99%), which was isolated from soil in St. Louis, MO.  Recent studies have focused on finalizing the annotations of the four genomes and using PCR to determine the cluster affiliations of the 92 remaining phages.
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