©
2016 2019

The unexplored methanotrophs in the deep-sea hydrothermal field: phylogeny and
ecophysiology inferred from enrichment cultures
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Aerobic methane oxidizing bacteria (methanotrophs) inhabiting the lheya
North deep-sea hydrothermal field in the mid-Okinawa Trough have never been cultivated before. In
this study, we employed a continuous flow-through cultivation system and successfully enriched
various methanotrophs from the samples in the hydrothermal field for the first time. The highly
enriched Methyloprofundus sp. has been subjected to genomic and transcriptomic analysis and has been
shown that it has several systems useful for its survival in a competitive environment. In
addition, new species of the genera Methylomarinovum and Methylomarinum have been isolated from the
enriched cultures.
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ANI : Average Nucleotide Identity

AAl : Average Amino acid Identity

M.sedim  : Methyloprofundus sedimenti \WF1

B.ja_Sm : Methanotrophic symbiont of Bathymodiolus japonicus

B.pl_Sm  : Methanotrophic symbiont of Bathymodiolus platifrons
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