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niphonius as experimental material. Methods The proteinase-producing microorganisms from the by-products of
Scomberomorus niphonius were selected by using the skim milk medium. The ability of producing proteinase for
each strain was measured by Folinol-Ciocalteu method, and wild strains with high-yield of alkaline proteinase and
neutral proteinase were screened. The species of high-yield abilities of producing proteinase strain was identified
by molecular biological method (16S rDNA sequencing analysis). Further, the growth and production of
proteinases for each strain were analyzed by measuring the concentration of bacteria and the activity of proteinase
during the fermentation process. Results Eight microbial strains with potential activity of proteinase were
obtained by preliminary screening using selective medium from the by-products of Scomberomorus niphonius.
Further, it was found that the 2 strains of Z3 and Z8 performed more excellent abilities of producing proteinase.
The activity of alkaline proteinase from strain Z3 and Z8 was (393.87+19.69) and (358.87£17.94) U/mL
respectively; and the activity of neutral proteinase was (344.87+17.24) and (291.20+14.56) U/mL for strain Z3 and
Z8. Using molecular biology identification methods, it was determined that the strains of Z3 and Z8 were
identified as Bacillus subtilis and Bacillus cereus, respectively. The production situation and enzyme production
capacity of the 2 strains were studied. It was found that the enzyme production mode of the 2 strains was partial
growth-related type. Bacillus subtilis Z3 had a better ability to synthesize alkaline proteinase and neutral
proteinase than Bacillus cereus Z8. Conclusion In this study, 2 wild strains producing proteinase are obtained by
directional isolation from by-products of Scomberomorus niphonius and shows good abilities of producing
proteinase on basic fermentation medium.

KEY WORDS: by-products of Scomberomorus niphonius; proteinase activity; production capacity of proteinase;

Bacillus subtilis; Bacillus cereus
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Fig.1 Colony morphology in solid medium and microscopic
morphology of some protease producing microorganisms (10x100)
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