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Abstract: Inthis paper, four pairs of primerswere designed for the arginine biosynthetic argCJBDFR gene clusters amplification
from C. crenatumA. S 1. 542 and C. crenatumA. S. M2, respectively. The mutation genes arg], argB and ardt from C. crenatum
A. S. M2 were compared with those from C. crenatumA. S 1. 542 on bioinformatics, and were analyzed for the possible contribution
to enhance the arginine production. These results will offer useful information and instruction to improve strains by gene
engineering.
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Table 1 Primers used for PCR
ElE/E4S ElkZ ]l
Sense-1 TCAAGGTTGCAATCGCAGGAGCC
Antisense-1 GCAACTCACCAATAAGACCAGTGG
Sense—2 CCGCAGCGGCCGTGTTTACACGTAACC
Antisense—2 GACAAGATTGTTGTCGTGAAATATG
Sense—3 ATCTTTGGAATCATGCCGGAATC
Antisense—3 TCTTCGTCGGTGATCACCAGCGG
Sense—4 CATGCCAGATTCTGGCTGATCTGCAG
Antisense—4 GCAAGAACGATGCGGTTAGTCATG
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Fig.1  Results of tandem arginine biosynthetic genes amplified
by PCR
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Fig.2 Comparisons of amino acids coded by argJ gene from C. crenatum A.S 1.542 and C. crenatum A.S.M2
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Fig.3 Mutation of amino acids of AGKase
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Fig.4 Mutations of amino acids of OCATase
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