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Characteristics of Gordonia Phage Getalong (DN) and Mycobacteriophages Wachhund (F1), Squiggle (B1), Drake55 (A2), Belladonna (K1), and Morpher26 (A4).
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One Gordonia phage was isolated using Gordonia terrae 3612 and five mycobacteriophages were isolated from M. smegmatis mc155. The annotations were done with the PECAAN program.
     The Gordonia phage named Getalong came from an enriched compost bin in Bowling Green, Kentucky. The Getalong genome is 56,157 bp long and has 100 protein-encoding genes and no tRNAs. There are 43 genes with assigned functions. Getalong is related to three DN cluster Gordonia draft phages- Asapag, Horus, and Phistory. 
     Wachhund is an F1 cluster mycobacteriophage isolated from Cromwell, KY. The Wachhund genome is 54,513 base pairs long and has 98 predicted protein-encoding genes and no tRNAs. There are 47 genes with assigned functions. Wachhund is 97% identical to XFactor.
     Squiggle is a cluster B1 mycobacteriophage isolated from Bowling Green, KY. The Squiggle genome is 68,325 bp long and has 101 protein-encoding genes and no tRNAs. There are 44 genes with assigned functions. Squiggle is 99% identical to Mana at the nucleotide level. Squiggle varies from other B1 phages in the region from 46,700 to 48,700 bp. The genes in this region of Squiggle’s genome differ in pham type, length, and the number of genes compared to the corresponding region in other annotated B1 phage genomes. As typical of other B1 phages, Squiggle does not possess a frameshift within its tail assembly chaperone genes. 
     Drake55 is a cluster A2 mycobacteriophage isolated from Bowling Green, KY.  The Drake55 genome is 52,719 bp long and encodes 96 proteins and 1 tRNA. There are 45 genes with assigned functions. Drake55 is 97% identical to Piro94, at the nucleotide level and is a top match, for most genes, at the protein level. Drake55 gene 34 is an orpham, with no known function. 
     Belladonna is a cluster K1 mycobacteriophage isolated from Bowling Green, KY. The Belladonna genome is 59,708 bp long and encodes 94 proteins and 2 tRNAs. There are 44 genes with assigned functions.  Belladonna is 99% identical to CREW at the nucleotide level. An added gene, Gene 68, is not found in other K1 phages except DrHayes, Emerson, SamuelLPlaqson, Urkel and Validus, all of which belong to pham 2971.
     Morpher26 is a cluster A4 mycobacteriophage isolated from soil samples taken in Bowling Green, KY. The Morpher26 genome is 51,294 bp in length and encodes 85 proteins and no tRNAs. There are 49 genes that have been assigned functions. Morpher26 is most closely related to the A4 phage Wile both at the nucleotide level and at the protein level. All genes also match at the pham level between Morpher26 and Wile.  
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