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Supplemental Fig. 1. Sequence alignment of Cu-containing nitrite reductases. Amino acid 1 

sequence of the enzyme from N. oceani (Nco) is aligned with those from A. xylosoxidans (Axy), B. 2 

japonicum (Bja), A. cycloclastes (Acy), A. faecalis (Afa), N. gonorrhoeae (Ngo), B. pseudomallei 3 

(Bps), F. oxysporum (Fox), A. oryzae (Aor), H. marismortui (Hma), H. volcanii (Hvo), N. europaea 4 

(Neu), and N. maritimus (Nma). Amino acids are numbered at the right margin. Putative Cu-binding 5 

residues for type 1 and type 2 Cu are indicated by I and II, respectively. Insertions and deletions of 6 

the sequence that are common in the class 1 or class 2 enzymes are boxed. Accession numbers of 7 

the sequences are indicated in Figure 1.  8 
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