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(each bar normalized by total number of positions in that category)

CAMP: LoFreq

0.002% 0.001%
1 2

0.003% 0.000%
3 Non-Coding

CAMP: naive, p = 2%

0.001% 0.001%
1 2

0.002% 0.001%
3 Non-Coding

CAMP: naive, p = 1%

0.003% 0.002% 0.004% 0.014%

2 3 Non-Coding

CAMP: naive, p = 0.5%

0.064%

0.013% 0.013%
1 2

0.021%
3 Non-Coding

CAMP: naive, p = 0.25%

0.370%
0.102% 0.100% 0.121%
— — | 1
1 2 3 Non-Coding

CAMP: naive, p = 0.15%

1.237%

0.471% 0.439% 0.537% -
BN e [ |

2 3 Non-Cloding

1.00% -

0.50% -

0.00% -

1.00% -

0.50% -

0.00% -

1.00% -

0.00% -

1.00% -

0.00% -

2.00% -

1.00% -

0.00% -

2.00% -

0.00% -

BACT1: LoFreq

0.954%
0.486%
0.229% (1489 -
1 2 3 Non-Coding
BACT1: naive, p = 2%
0.970%
0.727%
DA o gk .
1 2 3 Non-Coding
BACT1: naive, p = 1%
1.398%
0.989%
03725 2499 .
1 2 3 Non-Coding
BACT1: naive, p = 0.5%
1.548%
1.163%
1 2 3 Non-Coding
BACT1: naive, p = 0.25%
1.858% 1.815%
0.636% ) 4969 l
1 2 3 Non-Coding
BACT1: naive, p = 0.15%
3.294%
2.706%
1.390% 1.285%

1 2 3 Non-Coding
Codon Position

1.00% -

0.50% -

0.00% -

1.00% -

0.50% -

0.00% -

1.00% -

0.00% -

1.00% -

0.00% -

2.00% -

1.00% -

0.00% -

2.00% -

0.00% -

BACT2: LoFreq

0.001% 0.001%
1 2

0.002%  0.009%
3 Non-Coding

BACT2: naive, p = 2%

0.002% 0.002%
1 2

0.002%  0.010%
3 Non-Coding

BACT2: naive, p = 1%

0.009% 0.007% 0.010% 0.031%

2 3 Non-éoding

BACT2: naive, p = 0.5%

0.04|18% 0.04}0% '0.056%' 0-0?7%
1 2 3 Non-Coding

BACT2: naive, p = 0.25%

0.410%

0.216%  0.185% 0.246%

1 2 3 Non-Cloding

BACT2: naive, p = 0.15%

1.383%

0.729% 0.657% 0.767%

i 3 Non-Cloding



