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Football or Phages: Isolating FlyingTortilla and ScarletRaider at Texas Tech University
Carson Bellew, Natalie Block, Laurissa Miller, Whitney Dickens, Christian DeLuna, Francesca Makilan, Malli Bhakta, Ashleigh Crawford, Trinity Criner, Chase Drucker, Aqsa Fayyaz, Jasmine Goh, Caitlyn Guetersloh, Claire Jansen, Dana Pham, Andrea Resendez, Katie Starr, Fahareen B Moshareff, Austen Rowell, Allie C Smith, Lisa M Bono
Starting in the fall of 2023, the phages ScarletRaider and FlyingTortilla were successfully isolated on Gordonia rubripertincta from soil samples collected in Lubbock, TX. The samples were processed using a triple plaque purification overlay technique . We then produced a high titer lysate and extracted the genomic DNA using a kit, which was sequenced by the Pittsburgh Bacteriophage Institute.  Both the phage were found to belong to the DQ cluster, with ScarletRaider and FlyingTortilla determined to have a genome size of 92813 and 92983 base pairs, respectively. Additionally, ScarletRaider was measured to have a GC content of 60.4% with 127 genes and FlyingTortilla was measured to have a GC content of 60.3% with 125 genes with both being circularly permuted. Using DNA Master in conjunction with BLASTp, we determined the starts and stops of each ORF. Following this, we used the programs BLASTp, Phamerator, and HHpred to determine the most likely function of the ORFs, which were then uploaded to PECAAN for official documentation.  The phage names were selected based on cultural elements from Texas Tech, with ScarletRaider being one of the mascots to be on the field at the beginning of home football games, and FlyingTortilla referencing a tradition to throw tortillas onto the field during kickoff. The primary motivation of this program is that with enough participation, the collective knowledge of bacteriophage, specifically infecting members of the bacterial family Actinobacteria in the case of SEA-PHAGES, can be advanced enough to create a proper base of information needed to reduce sparseness of current bacteriophage data




