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Phaging in the Big Easy
Claude F Albritton, Sarah C Bertrand, Shanzay S Chaudhry, Vzair A Cheema, Camilla Do, Huyen M Duong, Dalia H El-Desoky, Kelsey M Green, Rhea N Lee, Lauren A Thornton, James M Vu, Mah Noor Zahra, Joseph F Ross
Phages were isolated from a variety of locales in and around the Greater New Orleans, Louisiana area using standard microbiological techniques. When allowed to form plaques in a soft-agar overlay culture with M. smegmatis mc2155 as host, phages displayed a variety of plaque sizes and morphologies. Titers of lysates (plaque-forming units per milliliter) varied over several orders of magnitude. One phage, Clautastrophe,  was selected for sequencing. The genome is somewhat more than 72,000bp in length, with cohesive ends showing a ten base pair overlap. BLASTn analysis reveals considerable nucleotide homology with the genomes of other known mycobacteriophages, including Snenia, Lumos Lolly9 and Whirlwind. These homologies support assignment to the L3 subcluster. DNA Master autoannotation employing Glimmer and GeneMark calls about 132 total features. Analysis with Aragorn via the World Wide Web, external to the DNAMaster environment, calls 10 tRNA-encoding genes. With one exception, these are located in a cluster towards the 3-prime end of the genome. All but one of these calls is supported as well by analysis with. tRNA ScanSE. All code for standard amino acids, with no tmRNAs called. With the help of BLASTp analysis and similar tools, it is possible to make at least tentative proposals for function in the case of about twenty-five percent of protein-encoding gene calls.
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