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Abstract The argB sequence was obtained by the designing and synthesizing a pair of primer based on
the report of GenBank about the sequence of Corynebacterium glutamicum ATCC 13032. The argB gene
was cloned into plasmid pGEM-T-Easy. The recombinant strain harboring the pGEM-argB plasmid was
verified by PCR reaction plasmid extraction with alkaline method digestion with restriction
endonuclease BamHI and EcoRI and DNA sequencing. The result of Southern blot indicated that the
homology of argB between C. crenatum A. S1.542 and C. glutamcium ATCC13032 was more than 90%
by the DIG-argB probe to screen the genomic libraries. The nucleotide sequence and the predicted amino
acid sequence of argB from C. crenatum were 99% and 100% identical with those of the argB from C.
glutamicum.
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GTTGGCTGCAGTCGGCATGGCTGATGCTGATATGGAACCAGAGAAG 46
ATTTCTGTGTTCTTCAATGATAAAGCTGTATGCCTTGATTCCACTGGTGCCCCTGGTGCT 106
CGTGAGGTGGATCTTTCCGGCGCTGACATTIGATGTCCGAATTGATTTGGGCACCAGTGGG 166
GAAGGCCAGGCAACAGTTCGAACCACTGACCTGAGCTTCTCCTACGTGGAGATCAACTCC 226

RBS
GCGTACAGCACTTAAAAAGAAACAACACTCCAACTAACGAGCAGGGAAAAGGGCACAGCC 286
=~  argB

ATGAATGACTTGATCAAAGATTTAGGCTCTGAGGTGCGCGCAAATGTCCTCGCTGAGGCG 346

M N D L I K D L G 5 E v R A N V L A E A
TTGCCATGGTTGCAGCACTTCCGTGACAAGATTGTTGTCGTGAAATATGGCGGAAACGCC 406

L P W L Q H F R D K I v v Vv K Y G G N A
ATGGTGGATGATGATCTCAAGGCTGCTTTTGCTGCCGACATGGTCTTCTTGCGCACCGTG 466

M vV DD DL KA AF A A DMV F L R T V
GGCGCAAAACCAGTGGTGGTGCACGGTGGTGGACCTCAGATTTCTGAGATGCTAAACCGT 526
G A X P V V VH G GG G P Q I 8 EM L N R
GTGGGTCTCCAGGGCGAGTTCAAGGGTGGTTTCCGTGTGACCACTCCTGAGGTCATGGAC 536
v G L Q G EF K G G F R VYV T T P E V¥V M D

ATTGTGCGCATGGTGCTCTTTGGTCAGGTCGGTCGCGATTTAGTTGGTTTGATCAACTCT 646
[ vV R M VL F 6 Q VvV 6 R DL V G L 1 N 3§
CATGGCCCTTACGCTGTGGGAACCTCCGGTGAGGATGCCGGCCTGTTTACCGCGCAGAAG 706
H G P Y AV G T 8 G E D A G L F T A Q K
CGCATGGTCAACATCGATGGCGTACCCACTGATATTGGTTTGGTCGGAGACATCATTAAT 766
R M vV N1 DG Vv P T D1 G L V 6 B 1 I N
GTCOATGCCTCTTCCTTGATGGATATCATCGAGGCCGGTCGCATTCCTGTGGTCTCTACG 826
vV D A S S L M D1 I E A G R I P V V 5T
ATTGCTCCAGGCGAAGACGGCCAGATTTACAACATTAACGCCGATACCGCAGCAGGTGCT 886
1 A P G E D G Q 1 ¥ N1 N A DT A A G A
TTGGCTGCAGCGATTGGTGCAGAACGCCTGCTGGTTCTCACCAATGTGGAAGGTCTGTAC 946
L A A A I G A E RL LV L T NV E G L Y

ACCGATTGGCCTGATAAGAGCTCACTGGTGTCCAAGATCAAGGCCACCGAGCTGGAGGCC 1006
T D w P D K 5 S L V ] K 1 K A T E L E A

ATTCTTCCGGGACTTGATTCCGGCATGATTCCAAAGATGGAGTCTTGCTTGAACGCGGTG 1066
I L P G L D § G M 1 P K M E § ¢ L N A v

CGTGGGGGAGTAAGTGCTGCTCATGTCATTGACGGCCGCATCGCGCACTCGGTGTTGCTG 1126
R G G v 5 A A H V 1 D G R I A H s Vv L L

GAGCTTTTGACCATGGGTGGAATTGGCACGATGGTGCTGCCGGATGTTTTTGATCGGGAG 1186
E L L T M G G I G T M v L P D vV F D R E

AATTATCCTGAAGGCACCGTTTTTAGAAAAGACGACAAGGATGGGGAACTGTAAATGAGC 1246
N Y P E G T V F R K D D K D G E L.

ACGCTGGAAACTTGGCCACAGGTCATTATTAATACGTACGGCACCCCACCAGTTGAGCTG 1306
GTGTCCGGCAAGGGCGCAACCGTCAC 1332

6 C.crenatum argB
Fig.6 Nucleotide sequence of the 1.38 kb DNA region of C. crenatum A. S1.542 with the predicated amino acid se-

quence encoded by the argB gene. The potential ribosome-binding site RBS is showed by underline



