
25 

 

S2 Fig:  MSA of partial RIPs genes found in Culex ssp. Gaps are indicated in green color 

boxes.   
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S3 Fig: Electropherograms of the region including the deletion of ten nucleotides in C. 

quinquefasciatus JHB MR4 colony. In all cases the region was clearly resolved. Top: sequence 

of C. quinquefasciatus JHB MR4 colony displaying the ten nucleotides deletion. Bottom: 

Chromatogram of C. molestus RIP sequence where no deletion is observed.  
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S2 Table: Orthologs genes between C. quinquefasciatus, A. aegypti and An. gambiae. The GenBank and Vector Base codes are indicated for all protein 1 

sequences. The code of each protein used in Fig 3 is shown in the last column.   2 

     3 
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S3 Table: Integrative analyses of substitution rates by SLAC, FEL and REL tests. Those codons 5 

under non-neutral selection for each test are presented in violet color. In the consensus column, those 6 

codons indicated with blue and dash white inside the box display dN > dS have significant difference. 7 

These results were estimated using a p-value < 0.01 for SLAC and FEL tests, and a Bayes factor 8 

cutoff= 50 for REL test. Active site codons are indicated in yellow.  9 
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