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Tomlarah, Jemmno, and Sham4: Three Novel Mycobacterium phage
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To date, students at Montclair State University have isolated 177 phage using Mycobacterium smegmatis, and Arthrobacter sp. as hosts.  Of these 177 phage, 19 have been sequenced and 16 have been deposited in GenBank.  During the spring of 2021, MSU students are working to annotate the genomes of three novel M. smegmatis phage: Tomlarah, Sham4, and Jemmno.  Tomlarah is a subcluster B1 phage with approximately 101 coding genes, Sham 4 is a subcluster A11 phage with approximately 95 coding genes, and Jemmno is a subcluster C1 phage with approximately 265 coding genes.  Like other C1 phage, Jemmno’s genome is large (154,848 bp) with an astonishing number of tRNA genes (approximately 28).  Work on these annotations is ongoing and the students at MSU anticipate their annotations to be complete by May 1, 2021.
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