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            1                                     40 
WrbA    (1) ----MAKVLVLYYSMYG--HIETMARAVAEGASKVDGAEV 
 Isf    (1) ----MKITGISGSPRKGQNCEKIIGAALEVAKERGFETDT 
SgcG    (1) MSAQLKILAINGSERDG-NTADVLRHAARVAENRGVDFEA 
     
            41                                    80 
WrbA   (35) VVKRVPETMPPQLFEKAGGK----TQ-TAPVATPQELADY 
 Isf   (37) VFISNEEVAPCKACGACRDQ-DFCVIDDDMDEIYEKMRAA 
SgcG   (40) VDLRSIRMERCGPCGDCNDRPVACTLADGVPEVVAKMVAA 
           
            81                                   120 
WrbA   (70) DAIIFGTPTRFGNMSGQMRTFLDQT--GGLWASGALYGKL 
 Isf   (76) DGIIVAAPVYMGNYPAQLKALFDRS-VLLRRKNFALKNKV 
SgcG   (80) DGIIFAAPVHGFGTASLMQTFIERAGVGYLRFDRPLSNKV 
        
            121                                  160 
WrbA  (108) ASVFSSTGTG-GGQEQTITSTWTTLAHHGMVIVPIGYAAQ 
 Isf  (115) GAALSVGGSRNGGQEKTIQSIHDWMHIHGMIVVGDNSHFG 
SgcG  (120) AGIISVARRYSAGEVWAQLTVNALLNRMILVGSGFPATVH 
     
            161                                  200 
WrbA  (147) ELFDVSQVRGGTPYGATTIAGGDGSRQPSQEELSIARYQG 
 Isf  (155) GITWNPAEED--TVGMQTVSETAKKLCDVLELIQKNRDK- 
SgcG  (160) ALHRGDALKD--EEGLTNVSRLVERMTDMIELLDEHRRLT 
     
            201                    226 
WrbA  (187) EYVAGLAVKLNG-------------- 
 Isf  (192) -------------------------- 
SgcG  (198) GRSDVLASNEVNERVGLALNELQAQP 
 
Fig. 3.  Alignment of SgcG (accession no. AAL06666) with Methanosarcina thermophila 

(AAC45465) and E. coli WrbA (NP_415524).  ▲ indicates the four Cys residues 

involved in iron coordination. 




