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Abstract M agnetotactic bacteria (MTB) are w dely dstrbuted in aquatc enviomrments To assess the correlaton between their
evolutionary re htedness and geographic d strbution, we analyzed 239 16S MDNA sequences avaibble n the Genbank and constucted
phybgenetic trees based on the sequences A fter elin mation of redundant sequences by gwuping those w ih dentity > 9% ho a
single ong we analyzed in detail btal 139 16S IDNA sequences ncluding 55 from marneMTB and 82 fran freshw ater sequences

and bebnging to Protecbactera and N itrospirae  Phylbgeny analys 5 based on those sequences suggests that the geographical d istrbution
ofMTB has certain regbnal d strbution character marne MTB is distinct fran freshw aterMTB, and off coastM TB are remotely related
w ih ocean MTB. In contrast theMTB fiom sm ikr habitats such as offshore n Brazil and the United States or fireshwater lakes in
Gemany and China are chsely related It is found that s ilar species have a hrge geographic distrbution and tend to adopt the
sim ilar hab itats moiphotypes ofMTB and their Iving enviomment conditions have a s gnificant relevance This obsewation suggests
thatM'TB may have mu ltiple evolutionary origns And alsq it suggests the environmental conditbns as an mportant evolitbnary
pressure play an mportant mwle n the bng-tem evolton of MTB.
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Table 1 M agnetotactic bacteria statistics ( according to the 16S tDNA subm itled o the GenBank)
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