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The location of Primers on Clostridium perfringens o- toxin gene
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Fig.2 SDS-PAGE analysis of
expressed protein (pET100/MI106-04, Lysis
precipitate sample)
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Fig.3 SDS-PAGE analysis of each
purification stage
M : Protein MW Marker 1-2 (Cosmo Bio), 1 :
Lysis precipitate sample, 2 : Urea supernatant
sample, 3 : Urea precipitate, 4 : Purified sample
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Fig. 4 Chrom&ggram of digested
polypeptide obtained HPLC system
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The results of 1dent1ﬁed peptlde
obtained LC/MS/MS



