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                      361                                  400 
S. typhimirium  (354) TDHKELSEHLMLVDLARNDLARICTPGSRYVADLTKVDRY 
 S. marcescens  (353) TDHKELAEHLMLVDLARNDLARICQAGSRYVADLTKVDRY 
          SgcD  (331) SDPKEIAEHTMLVDLCRNDIGRIARPNTLDVPDQLDVEGY 
 
                      401                                  440 
S. typhimirium  (394) SYVMHLVSRVVGELRHDLDALHAYRACMNMGTLSGAPKVR 
 S. marcescens  (393) SFVMHLVSRVVGTLRADLDVLHAYQACMNMGTLSGAPKVR 
          SgcD  (371) SHVLHLVSTVVGRARVDTDAFDTIAALFPAGTMTGAPKIR 
 
                      441                                  480 
S. typhimirium  (434) AMQLIADAEGQRRGSYGGAVGYFTAHGDLDTCIVIRSALV 
 S. marcescens  (433) AMQLIAALRSTRRGSYGGRVGYFTAHRHLDTCIVIRSAYV 
          SgcD  (411) AMEIIESVERSRRGLYAGALGLLDVGGYTNLALCIRTLFH 
 
                      481                                  520 
S. typhimirium  (474) ENGIATVQAGAGIVLDSVPQSEADETRNKARAVLRAIATA 
 S. marcescens  (473) EDGHRTVQAGAGVVQDSIRRREADETRNKARAVLRAIATA 
          SgcD  (451) HEGVYRTRASAGIVADSEPGAEWTETLAKMSATHWAVTGE 
 
                      521 
S. typhimirium  (514) HHAQETF 
 S. marcescens  (513) HHAKEVF 
          SgcD  (491) ELL---- 
 
Fig. 1.  Alignment of SgcD (accession no. AAL06664) with ASI from S. typhimirium 

(NP_460682) and S. marcescens (AAA57308).  ▲ indicates amino acids involved in 

substrate, product, and Mg2+ binding or amino acids implicated in catalysis, and boxed 

residues indicate amino acids involved in Trp inhibition.  The results, including the 

appropriate references, are summarized in Table 1. 




