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Analyses of genes involving to cell-surface structure and physics of Gram
positive obligate anaerobic bacteria having outer membrane
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Selenomonas ruminantium subsp. Lactilytica is Gram-positive strict anaerobic
bacterium that possess outer membrane. In this study, genes involved in plasmalogen metabolism,
novel outer membrane anchoring system consisting of polyamine-linked peptidoglycan and major outer
membrane protein (Mep45), and anaerobic lactate assimilation were analyzed using genomic
information. Two approaches, in vivo analyses of predicted genes of S. riminantium in the

recombinant E coli and B. subtilis cells, and RNA-seq analysis, provided useful post-genomic
information for the further study.
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