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Supplementary Figure: 

 

A) Example of double peak showing the presence of a WT and mutated 23S rRNA 

sequences (strain 57.20Chl-40) 

    

 

                                          

 

 

 

 

 

 

 

 

 

 

 

G2372 (wild type sequence) 

A2372 (mutated sequence) 



 

B) Deletion of 4 amino acids between position 62-65 of L4 (strain 57.18Azm-35) 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Deletion of 4 amino acids between position 62-65 of L4 (strain 57.18Azm-35).  In the 

upper side the DNA sequences belonging to the 57.18 parental isolate, with arrows 

marking first and the last deleted base in the mutant. In the lower side the sequence of 

the 57.18Azm-35. 

In both cases the derived protein sequence is annotated. In addition, the secondary 

sequence observed under the main sequence is also marked. 

Thr-59     Gly-60      Ala-61     Asn-66    Lys-67       Gly-68     Thr-69      Gly-70      Arg-71 

 

Ala-61    Lys-62    Met-63     Tyr-64     Lys-65      Asn-66      Lys-67    

Main sequence 

Secondary peaks 

Gly-60      Ala-61       Lys-62      Met-63     Tyr-64       Lys-65     Asn-66      Lys-67  WT sequence 



C) Duplication of 9 amino acid at position 83 of L22 (strain 57.20Azm). 

 

 

 

Start of duplication 

Duplicated sequence 

End of duplication 

Duplication 



 


