Table S1: Probability distributions used to score ribosome binding sites.
(a)

A
0.389
0.4165
0.744
0.0675
0
0.7735
0.3585

T
0.3395
0
0.1095
0
0
0.1225
0.1685

G
0.132
0.2675
0.106
0.9325
1
0.104
0.4285

C
0.1395
0.316
0.0405
0
0
0
0.0445

(b)

0
 0.019

1
 0.0205

2
 0.0305

3
 0.0455

4
 0.067

5
 0.1905

6
 0.2135

7
 0.145

8
 0.0945

9
 0.0685

10
 0.037

11
 0.032

12
 0.0215

13
 0.015

(c)

A
0.877
0
0

T
0.02
1
0

G
0.103
0
1

C
0
0
0

Part (a) shows the final profile P for the Shine-Dalgarno sequence.  Part (b) shows the probability distribution for the number of base pairs separating the Shine-Dalgarno sequence from the start codon.  Part (c) shows the probability distribution for the start codon

