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Table 1  Primers used in this study
Primers Sequence(5°—3") Remark
P40 GAAGCTTACCGCACTGATTCG Hindlll
P41 CCCAAGCTTCAGTGGTGAGCTGGAAG HindIII
P42 CCCAAGCTTTGCAGGGCGATATTCAG HindIIT
P43 CCCAAGCTTGTGGTGCAAAACTTCG Hindlll
P44 CCCAAGCTTCGTTGCGCTGGCAGATC Hindlll
V3 GATTCCTCCATGGGCGATATCACCG Neol
Pro-35 ATCTGCCAGCGCAACGAAGTTTTGCACC
Pro401 TTGCGCTGGCAGATCTGGTATAATTCGACCCTGCGGAA mutational site
Pro402 TTGCGCTGGCAGATCTGGCAGAGCTCGACCCTGCGGAA mutational site
LLV3 TAATTACCATGGGCGATATCACCGGTATAAGGGGCCAGCAGTTCCGCAGGGTCGA Neol
P436 AACCCCAAGCTTGTGGTGCAAAAC HindIIl
Pro-351 AGATCTGCCAGCGCTGTCAAGTTTTGCACCACAA mutational site
Pro-352 AGATCTGCCAGCGCAACGCCGTTTTGCACCACAA mutational site
Pro40 GCGCTGGCAGATCTGGCAGAGTTCGACCCTGCGGAA
Pro-TG1 TTGCGCTGGCAGATCACGCAGAGTTCGACCCTGCGGAA mutational site
P42MO1 GTACGTAAGCTTAGCAGGGCGATATTCAG Hindlll
P42M02 GTACGTAAGCTTTCCAGGGCGATATTCAG HindIII
P42MO03 GTACGTAAGCTTTGGAGGGCGATATTCAG HindIIl
P42M04 GTACGTAAGCTTTGCTGGGCGATATTCAG Hindlll
P42MO05 GTACGTAAGCTTTGCACGGCGATATTCAG Hindlll
P42MO06 GTACGTAAGCTTTGCAGCGCGATATTCAG HindIIT
P42M07 GTACGTAAGCTTTGCAGGCCGATATTCAG HindIIl
P42M08 GTACGTAAGCTTTGCAGGGGGATATTCAGG Hindlll
P42M09 GTACGTAAGCTTTGCAGGGCCATATTCAGGT Hindlll
P42M10 GTACGTAAGCTTTGCAGGGCGTTATTCAGGTG HindIIl
P42M11 GTACGTAAGCTTTGCAGGGCGAAATTCAGGTGG HindIIl
P42M12 GTACGTAAGCTTTGCAGGGCGATTTTCAGGTGGT HindIII
P42M13 GTACGTAAGCTTTGCAGGGCGATAATCAGGTGGTG Hindlll
P42M14 GTACGTAAGCTTTGCAGGGCGATATACAGGTGGTGC Hindlll
P42M15 GTACGTAAGCTTTGCAGGGCGATATTGAGGTGGTGCA HindIIT
P42M16 GTACGTAAGCTTTGCAGGGCGATATTCTGGTGGTGCAA HindIIT
P42M17 GTACGTAAGCTTTGCAGGGCGATATTCACGTGGTGCAAA HindIll
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Fig.1 Primers used for 5° truncated promoter fragments.
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Promoter activity effected by mutation in 40 or 35 region.
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Identification of transcriptional regulatory sequences of
yigP gene in Escherichia coli

Yi Wang Jiang Ye Huizhan Zhang

State Key Laboratory of Bioreactor Engineering East China University of Science and Technology Shanghai 200237
China

Abstract: Objective We investigated the promoter activity of yigP gene and analyzed its transcriptional regulatory
sequence. Methods We cloned promoter fragment into promoter probe plasmid which has a reporter gene lacZ thus the
promoter activity could be measured by detecting B-galactosidase activity. Then the promoter region was minimized by
cloning different truncated promoter fragments into promoter probe plasmid. Using site-directed mutagenesis technology
we introduced site mutations in some key sequences and investigated their effects on promoter activity. Results The
promoter region of yigP gene was determined and also the 40 region and 35 region were identified. Meanwhile a
negative regulatory sequence just upstream of yigP promoter was discovered and our results show that these sequences
have important influence on the transcriptional regulation. Conclusion We identified the transcriptional regulatory
sequences of yigP gene and this facilitated our understanding of gene transcription.
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