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Annotation of Streptomyces phage GreenWeasel
Manishika Suresh, Mia Rodriquez, Rachel Hughes, Sreemoye Nath, Lee Hughes
Students in the SEA-PHAGES program worked with the genome of the Streptomyces griseus bacteriophage GreenWeasel at the University of North Texas. GreenWeasel had been isolated and DNA extraction performed at the University of North Texas in the fall of 2021. The genome was then sequenced at the University of Pittsburgh in December 2021. During the 2022 spring semester, GreenWeasel was annotated by a group of 6 students. The software that was used to annotate the genes in GreenWeasel included PECAAN, BLASTp, HHPred, NCBIBlast, and the PHAGES database. The bacteriophage that was the most similar to the GreenWeasel genome was the Streptomyces bacteriophage phiHau3 genome which is also classified in the BD4 cluster. The average length for the BD4 cluster is 50,559 base pairs, the average number of included genes is 72, and the average %GC content is 67.8%.  The length of GreenWeasel is 50,778 base pairs with 79 included genes. The %GC content is 67.8%, and there is no evidence found for tRNA with the current software used.
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