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Figure S1. Electrophoretic detection of the amplified product of KgManA. Lane M: DNA marker; 
Lane 1: PCR products of KgManA. 



 

 

 

 
 

Figure S2. SDS-PAGE of the purified KgManA. Lane 1: uninduced culture; Lane M: protein marker; 
Lane 2: cure enzyme; Lane 3: protein flow through Ni–NTA resin; Lane 4: washing by binding buffer 
containing 20 mM of imidazole; Lane 5: washing by wash buffer contained 80 mM of imidazole; lane 
6: washing by elution buffer contained 250 mM of imidazole. 

Protein sequence of KgManA in fasta-format  
>KgManA (716 aa) 
MAEQSHFEHFITRDGATLKDGDKVFRFAGIHAPELHRIEDDARGTCKADTRGWGQYFRWP-
TAEEQENWIKAMVQTGARAQRVYVLSVQQTFDEACGRETHILAPETTDGMPRLNEKAMRVYDNMIAEADKQGLRLILPFIDHW
WWWGGREQLAAFYHEKPEDFYRTDSKTFKVYLDVIRQVITRTNSVTGRPYFDEKA-
IMAWETGNELEDTNAAFLQQTAAWIKKWAPHQLVVDGTYKKINGFALNDPNVDIVSNHYYTNADNNHPDQVKKDLTAAAG
KKVYMVGEFGLLDAQQLNAIMQSIVHSEVNGAQAAGGLIWGFRGHRHDGGFY-
WHKESTGHYSYHLPGFPMEGKANQEMEVVDLVRTAAAQMNGQENAPPLPKPDAPTLRATDSPFAINWLGAAVGRAYDVERA
DSASGPWKVVGRDISDGVNEWNPQTMDLFRDDYRSLQLGNTYYYRVIAKNESGSSAPSNVIS-
VKHTQANQAPVVALAETLTTSQDQGVQLSASWRDDGLPDRDVKVNWSNGGSAQAHFCATDKAETRAWFSAPGEYALTFSAD
DGLLKSSKTVKVTVTEAVGKVPADYCRFGGGVLHVTEGKIEAAKSEKDAL-
TIDEDGFLGPFANDGDKVSWQVSAPWAGKYLLRVTFSGKWGGKKNSFIVNGGAPIAVEFPQTDEQGQQQLVPVELKAGDNRIDF
GKFAGDWGYMFIKSIEEGAELEHHHHHH 


