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Analysis of the novel FC Cluster Bacteriophage Ellewin
Chloe Navy Q Dobson, Daniela Figueroa, Daniel J Culley, Shawn E Pinote, Presley K Stevens, Whitney R Keeton, Elvira R Eivazova
Actinobacteriophage Ellewin was isolated in Franklin, TN using Artrobacter globiformis as a host. The phage was found in a rich compost soil sample at an ambient temperature of 28°C. The soil sample was washed in PYCa liquid medium, the wash filtered, and the filtrate inoculated with A. globiformis, and incubated at 30˚C with shaking for 72h. After 72 hours, the culture was filtered and then plated in top agar with the host bacterium. Resulting plaques were noted to be 2-3 mm in diameter and clear, pointing at the phage’ lytic life cycle. High titer lysates were generated according to standard protocol and used for DNA purification and transmission electron microscopy (TEM). Phage Ellewin samples were stained and imaged using TEM, revealing a siphovirus morphology. The purified phage genomic DNA was sequenced at the Pittsburgh Bacteriophage Institute on an Illumina MiSeq instrument. The results showed that Phage Ellewin belongs to the FC cluster which currently has 18 members reported on phagesdb.org with an average genome size of 193,467 bp. Phage Ellewin has a large genome of 194,830 bp encoding 336 predicted genes, including 28 predicted tRNA genes. The genome was annotated using DNA Master, BLAST, tRNAscanSE v.2.0, Aragorn v.1.2.41 and PECAAN using default software settings. The results of this study will contribute to the growing library of bacteriophages and a better understanding of bacteriophage diversity.
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