Promoter gsiB + gsiB RBS

Sequence between primers in the reference determined using the NCBI sequence viewer on the B.subtilis genome:
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493681..433760
4337617433840
433841433920
4339217434000
4340017434080 A
424051 494150 GAGCAGAGAAGAAGCAGGTAGAAAAGGCGGAGARACAACAAGCAAGAACC




 

Synthesis: (Rbs in italics)

CTATCGAGACACGTTTGGCTGGAAAAAACTTTTCCAGATAGTGCCGGTTGCCGGAATGGTTTTTGGCGCCGCTGCCAATCGCTCAACATTAAACGACATTACCGAGACAGGCATGATGCTGTACAAAAAGAGGCGCATTCTTGAACGACTGAAAGAAACAGAACGAGAGATGGAATAGCAGAAAGCAGACGGACACCGCGATCCGCCTGCTTTTTTTAGTGGAAACATACCCAATGTGTTTTGTTTGTTTAAAAGAATTGTGAGCGGGAATACAACAACCAACACCAATTAAAGGAGGATTC AAAA – (306bp)
Cloning from pHCMC-3 (if we can get hold of it):

Forward Primer:  Prefix- CTA TCG AGA CAC GTT TGG CTG
Reverse Primer:  Suffix- TTC CTC CTT TAA TTG GTG TTG GT

Promoter gsiB – Alone

CTATCGAGACACGTTTGGCTGGAAAAAACTTTTCCAGATAGTGCCGGTTGCCGGAATGGTTTTTGGCGCCGCTGCCAATCGCTCAACATTAAACGACATTACCGAGACAGGCATGATGCTGTACAAAAAGAGGCGCATTCTTGAACGACTGAAAGAAACAGAACGAGAGATGGAATAGCAGAAAGCAGACGGACACCGCGATCCGCCTGCTTTTTTTAGTGGAAACATACCCAATGTGTTTTGTTTGTTTAAAAGAATTGTGAGCGGGAATACAACAAC – (279bp)

According to DBTBS however, the critical sequence is:

TGTTTGTTTAAAAGAATTGTGAGCGGGAATACAACAAC - (38bp)
