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Diversity and ecological functions of novel N,O reducing bacteria
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Abstract: Due to the increase in N,O emissions, research on N,O has been paid more and more at-
tention. This article reviews the advances in genomics, physiology, and ecology of N,O reducing bac-
teria in recent years, and discussed the importance of these novel microorganisms for reducing N,O e-
missions. Recent advances in this field has shown that this novel N, O reducing bacteria belongs to the
evolutionary group of non-denitrifying bacteria, and has significant phylogenetic differences compared
to NosZ- [ type N,O reducing bacteria. Furthermore, NosZ- I type N,O reducing bacteria are widely
distributed in various ecological environments and exhibit high diversity. The N,O reductase has sig-
nificantly different characteristics to the traditional denitrifying bacteria and stronger N, reduction
potential, indicating its important ecological contribution to controlling the release of N,O from ecosys-

tems to the atmosphere.
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Fig. 1 The pathways of N,O source and sink driven by microorganisms
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Fig.2  Phylogenic evolution and community structures of two kinds of N, O reducing bacteria
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