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In order to select nattokinase high activity strains, 26 strains were isolated from four different samples. Two nattokinase high-yield

strains were screened through primary screening and rescreening, and identified as two Bacillus subtilis strains by molecular biology technolo-
gy. A high-yield strain SD3-3-6 with nattokinase activity of 2 338. 01 U/mL was obtained by lithium chloride UV and NTG compound mutagen-
esis. The final activity of nattokinase of SD3-3-6 was 1. 93 times higher than that of the original strain SD3.
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Table 1 Screening results of starting strains for mutation breed
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Table 2 Results of LiCl-UV compound mutagenesis U/mL
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