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P. aer MSRILAVHASPRGERSQSRRLAEVFLAAYREAHPQARVARREVGRVPLPAVTEAFVAAAFHPQPEQRSLAMQADLALSDQLVGELFDSDLLVISTPMYNFSVPSGLKAWI
P. flu ..K...I.........H......T..S.WQVR....Q.T......ALI...N........Y.E..A.P.T.................H...L........N........V
P. mar .PHL.HIDS...SD..HT.G.TAD.VQSWQVN..NST.TY.DI..S...H...EWI....T.-.NE..Q...DA.R..NE.ID..LMA.VI.AGI.F...GM...F..Y.
P. men .TH..HLD..A.P--.H..N.SHR.ISQWQAR...DT.TY.DI.QN.PSIINHDWI.SS.T.-EP..EAW.RDT..E..R..D..IAA.V...G..L...GM.AA.....
A. var .AN..HIDS....D..I..K.SYE..TSWKDT..GDT.TY.DL.HN.V.H.D.PWI....SS-.DSHTPELK.AIE...T.ID.FLAA.RF.FGV....LNI..TF..Y.
M. alg .TH..QLD..A.PG..H..S.THR.VSRWQAQR.GDT.TY.DI.GT.PSFIDQQWIQ...T.-..KHEPW.SDT..E....ID..VAA.I.L.GA.L...GM.AA....V
V. par TMNL.HID..A.PG..HT...SAR.VERW...R.DD..DYLD..QH.PAH.DARWIH...TV-.AE.EPW.ADA..E..R..DQ.VAA..I.VGL........AQF....

120 130 140 150 160 170 180 190 200 210
....|....|.... |....|....|....|....|. ...|....|....|....|... .|....|....|....|....| ....|....|....|....|..

P. aer DQIVRLGVTFDFVLDNGVAQYRPLLRGKRALIVTSRGGHGFGPGGENQAMNHADPWLRTALGFIGIDEVTVVAAEGEESGGRSFEDSCDEAEQRLLALARSA
P. flu .......L...HT....I...T...H..K.........F.......LE.L................ND...........AE.T.AV.VA.......D...AF
P. mar .....I.R..L.NP..EESP.T..IH...MIA.I...DS.Y.S..R.EKN..L..H...VFR...VTDLEII...ND.H..AALVN.LES.RRNI.R..AED
P. men ..V..P.R.VEVDES.PLDP.V.K.ADRHLV.L.A...V..DA...MAH...LE.N.I........TR.HQ..I..Q.V..ELLAE.VKK.LGKVD..VAEL
A. var .....V.R..SVDANG----.KG.VDS.KV..I.....S-YP..TPYA.YDYQE.Y..AI...M.LTD..FIH..SLNM.EDAR.K.LAD.KDAIAQAVANW
M. alg .....M.R.VEYDPSTPE.PFTA..ADRH.I.LS....V..E....LAH...LE.G.T.V.E....TS.HSI.V.NQ.E..EVLAE.VA...R.VDE.VVQL
V. par .N...V.R..G.DRAR.AVP.W.M.ADA.MVLLGA..D..YD...RIAHL...ERTV.SVF.Y...T..FEA.V.CD.F..EQLAE.LRQ..RKVDG.VDQL

 

Supplementary Figure 1: sequence alignment of bacterial azoreductases. 

Sequence alignment were carried out using ClustalW (Thompson, et al., 1994) and the figure was generated using Bioedit version 7.0.9 (Hall, 

1999). All Sequences were identified from a BLAST (Altschul, et al., 1997) search based upon the sequence of paAzoR1 (GI:49079048). The 

identifiers for each of the sequences were as follows: Pseudomonas fluorescens (GI:77456797), Plantomyces maris (GI:149178908), 

Pseudomonas mendocina (GI:146308180), Anabaena variabilis (GI:75907285), Marinobacter algicola (GI:149377215) and Variovorax 

paradoxus (GI:239815888). The sequence identities for the azoreductases are as follows: P. flu 77.4%, P. mar 46.0%, P. men 43.1%, A. var 



38.2% M. alg 37.7% and V. par 36.2%. Positions of identity among the six sequences are highlighted in red while Tyr131 is boxed in blue.  

Numbering is based upon numbering in paAzoRI.  
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