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Identification and collection of actinomycete promoter sequences by TSS-seq
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Recently, discovery and development of novel antibiotics from actinomycetes
is performed by genomic approaches. However there are still not enough technology for engineering
antibiotic-producing actinomycetes, especially promoter for gene expression. In this work, by using
NGS, we identified many transcriptional start sites (TSSs) in a Streptomyces genome and estimated

utative consensus sequences of streptomyces promoter. From 18-hr culture, E. coli®s Pribnow-like
examers were found at surrounding -14 position. These findings may contribute to genomic

engineering in actinomycetes, including the development of novel antibiotics.
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TSS-seq Transcriptional Start Site sequencing

Sreptomyces griseus
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TAGGCT 37 -12.3 151
TACGCT 28 -12.8 3.30
TACCCT 26 -135 342
TAGGGT 22 -12.6 3.08
TAAGGT 19 -12.6 170
AGACTG 18 -12.6 3.87
TACGAT 17 -13.6 3.84
TAGAGT 15 -125 1.45
GTTAGG 15 -134 444
TCTGAT 14 -18.0 442
GTATGG 13 -13.3 3.09
CCGTTA 13 -16.2 3.38
TGACTT 13 -34.9 470
AGAATG 12 -116 0.64
TAGACT 12 -12.7 0.96
TATGCT 12 -13.3 2.80
GTTAGC 12 -14.6 3.14
TAGCAT 11 -12.0 0.77
TACCAT 11 -10.7 2.86
CAGACT 11 -134 3.80
GTTGCA 11 -16.5 4.25
TAACCT 10 -12.1 0.57
TAACGT 10 -121 191
TAGGAT 10 -14.3 494
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Sreptomyces griseus

http://streptomyces.nih.go.jp/
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