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Fig. 1

A, B: ;C, D:

Images showing the morphology of magnetotactic bacteria using transmission electron microscopy
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Fig. 5 Phylogenetic tree based on 16S rRNA gene sequence analysis of magnetotactic bacteria found in Tianyahaijiao and
Taiping Bay, Qingdao (The sequences determined in this study are shown in bold)
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Abstract: A quantity of magnetotactic bacteria (MTB) were found in the intertidal zone of Tianyahaijiao, Sanya,
China, where the maximum abundance can reach up to 100 ind./cm’. Transmission electron microscopy (TEM) re-
vealed that most of the MTB were magnetotactic cocci, containing magnetosomes, which were prismatic mineral
crystals, mostly organized in chain(s) (one or two chains), while some were in cluster. High-resolution Transmission
Electron Microscopy (HRTEM) and Energy Dispersive X-ray Spectroscopy (EDXA) showed that the magnetosomes
contained magnetite. It was estimated that the percentage of Fe found in the MTB was 0.70%~7.53% (average
2.05%). Phylogenetic analyses, based on 16S rRNA gene sequences, revealed that 16 sequences of MTB belonged
to 9 operational taxonomic units (OTUs) and were affiliated to the class Alphaproteobacteria, except that one OTU
was affiliated to the class Gammaproteobacteria. Eight OTUs shared < 97% 16S rRNA gene sequence similarity
with the nearest known sequences, in which 5 OTUs shared lower than 93% similarity. These results indicate that

the MTB resources in Tianyahaijiao were considerable.
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