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Identifier+ Sequence+
Estimated+strength+

(au)+
Degenerate+Sequence+ TCACACANRARRGtactag+ +

K1725301+ TCACACAGGAGGGtactag+ 15730.86+
K1725302+ TCACACAGGAGAGtactag+ 12493.41+
K1725303+ TCACACAGGAAGGtactag+ 8716.05+
K1725304+ TCACACAAGAGGGtactag+ 7247.43+
K1725305+ TCACACAAGAAGGtactag+ 5532.39+
K1725306+ TCACACACGAGGGtactag+ 3880.58+
K1725307+ TCACACATGAGGGtactag+ 3880.58+
K1725308+ TCACACAAAAAGGtactag+ 2574.21+
K1725309+ TCACACAAAAGGGtactag+ 2574.21+
K1725310+ TCACACACAAAGGtactag+ 2574.21+
K1725311+ TCACACACAAGGGtactag+ 2574.21+
K1725312+ TCACACAGAAAGGtactag+ 2574.21+
K1725313+ TCACACATAAAGGtactag+ 2574.21+
K1725314+ TCACACATAAGGGtactag+ 2574.21+
K1725315+ TCACACATGAAGGtactag+ 2574.21+
K1725316+ TCACACACGAAGGtactag+ 2352.63+
K1725317++ TCACACAGGAAAGtactag+ 2161.77+
K1725318+ TCACACAAGAGAGtactag+ 1969.19+
K1725319+ TCACACATGAGAGtactag+ 1506.8+
K1725320+ TCACACACGAGAGtactag+ 1500.04+
K1725321+ TCACACAGAAGGGtactag+ 1203.18+
K1725322+ TCACACAAAAGAGtactag+ 875.94+
K1725323+ TCACACACAAGAGtactag+ 875.94+
K1725324+ TCACACAGAAGAGtactag+ 875.94+
K1725325+ TCACACATAAGAGtactag+ 875.94+
K1725326+ TCACACAAGAAAGtactag+ 355.35+
K1725327+ TCACACAAAAAAGtactag+ 271.26+
K1725328+ TCACACACAAAAGtactag+ 271.26+
K1725329+ TCACACAGAAAAGtactag+ 271.26+
K1725330+ TCACACATAAAAGtactag+ 271.26+
K1725331+ TCACACATGAAAGtactag+ 271.26+
K1725332+ TCACACACGAAAGtactag+ 158.07+

Randomised+sequence+locations+are+shown+in+red.+Estimated+strength+corresponds+to+the+Translation+Initiation+Rate+values+

predicted+by+RBS+library+calculatorfor+luxA+gene.+ +

Figure+(Maybe+put+it+next+to+the+table):+http://parts.igem.org/wiki/images/a/a9/RBS_for_luxA.png+(Caption:+Estimated+

strengths+of+RBS+library+members+for+luxA+gene;+from+left+to+right:+K1725332+%+K1725301)+

Obtaining+parts+

RBS+library+parts+are+not+submitted+to+the+registry.+For+obtaining+physical+DNA+of+a+particular+RBS+sequence+or+of+the+

whole+RBS+library+we+offer+de+novo+synthesis+by+PCR.+

Primer+sequence+for+obtaining+RBS+library+for+a+specific+gene:++

aaataaGAATTCGCGGCCGCTTCTAGAGTCACACANRARRGTACTAGATG++

random+sequence%%biobrick+prefix%%RBS+degenerate+sequence%%RBS+scar%%start+codon+


