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Complete and Assembled Genome Sequence of Bifidobacterium
kashiwanohense PV20-2, Isolated from the Feces of an Anemic Kenyan
Infant
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The complete genome sequence of Bifidobacterium kashiwanohense strain PV20-2, an infant feces isolate, was determined using
single-molecule real-time sequencing (SMRT). Hierarchical genome assembly resulted in a completely assembled genome of
2,370,978 bp. The B. kashiwanohense PV20-2 genome is the first completely sequenced and assembled genome of the species.
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