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Characterization of novel Microbacterium foliorum bacteriophage Bri160
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Microbacterium foliorum is a bacterium that has commonly been used in bacteriophage discovery due to its lack of prophage, CRISPR, or restriction-modification systems. We report the isolation, sequence, and annotation of Bri160, a novel M. foliorum EE cluster bacteriophage that was isolated and sequenced in Provo, UT. DNAMaster was used to annotate the genome, with GLIMMER and GeneMark analyzing coding potential. The protein products of the called genes were analyzed using HHPred, NCBI BLAST, phagesdb.org, GenBank. Phamerator maps were constructed to compare the Bri160 genome to other EE cluster phages. Our results show that Bri160 has a 17442-bp double-stranded DNA genome with 68.6% GC content and 25 predicted protein coding genes. Bri160 is closely related to several other bacteriophages in the EE cluster with an average sequence identity of approximately 95% and common synteny especially at the beginning and end of the genome. Our data show that Bri160 has a novel genome and contributes to the information regarding the diversity of cluster EE phages.




