[bookmark: _GoBack]Mycobacteriophages are viruses that infect bacterium in the genus Mycobacterium and are readily found in environmental samples. The Science Education Alliance-Phage Hunters Advancing Genomics and Evolutionary Science (SEA-PHAGES) is a mycobacteriophage research project that has two distinct portions: phage isolation and phage genome annotation.  In the spring of 2016, two mycobacteriophages were discovered from various soil samples in North Central Kentucky using Mycobacterium smegmatis as host. These two mycobacteriophages, Spock and Inky, were difficult to amplify and titer but were sufficiently amplified for DNA extraction at Western Kentucky University.  Their genomes were sequenced at North Carolina State University and both Spock and Inky were determined to belong to subcluster K1. These genomes are being annotated this fall using the Phage Evidence Collection and Annotation Network (PECAAN). Phages in subcluster K1 typically have a 11 bp 3’ overhang. Preliminary results suggest that the Spock and Inky genomes encodes 96 and 95 gene respectively and no encoded tRNA.  The K1 subcluster is of particular note because most of the mycobacteriophages in this cluster can infect Mycobacterium tuberculosis. This research will add to the growing knowledge of mycobacteriophages, with the ultimate goal of discovering new lab techniques and treatments for the pathogen M. tuberculosis.

