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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. quinguefasciatus JHB MR4 colony displaying the ten nucleotides deletion. Bottom:

Chromatogram of C. molestus RIP sequence where no deletion is observed.
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RIPcu GGCGTTTTCC GAGGCGATCC GCTTCACGGT
C.quinquefasciatus GGCGTTTTCC B BICTTCACGGT
Culex molestus GGCGTTCTCC GAGGCGATCC GCTTCACGGT
C. quinquefasciatus JHB INDEL

380 590
G GC GT TT TCC GCTT CACGGT

1
C. molestus INDEL

390 600 610
G GC GTTCTOCCGJA G G C G AT CCGIKTTUCACGGT
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1  S2 Table: Orthologs genes between C. quinquefasciatus, A. aegypti and An. gambiae. The GenBank and Vector Base codes are indicated for all protein

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

3
GenBank Vector Base code Gen Bank Vector Base code ¢ Value GenBank Vector Base code ¢ Value Code
XP_001850870 CP1J009208 1
XP_001850871 CP1J009209 2
XP_001850872 CP1J009210 3
XP_001850873 CPIJO09211 XP_001650164 AAELO05004 1e-93 A
XP_001850874 CP1JO09212 4
XP_001850875 CP1J0O0S213 XP_001650165 AAELO04999 5 e-65 B
XP_001850876 CPIJ009214 5
XP_001850877 CPIJ009215 6
XP_001850878 CP1J009216 7
XP_001850879 CP1J009217 XP_001650161 AAELO05011 0 XP_309724 AGAP010970 0 C
XP_001850880 CP1J009218 8
XP_001850881 CP1J009219 9
XP_001850882 CP1J009220 10
XP_001850884 CP1J009222 XP_001650166 AAELO05012 0 XP_310862 AGAP000256 0 D
XP_001850885 CP1J009223 XP_001650167 AAELO05003 0 XP_318236 AGAP010327 0 E
XP_001850886 CP1JO0S224 XP_001650168 AAELO05001 6e-138 XP_554502 AGAP010326 6 e-87 F
XP_001850887 CP1J009225 XP_001650169/70/71 AAELOO5008 1le-153 XP_318238 AGAP010325 8e-138 G
XP_001850888 CP1J009226 XP_001650173 AAELO05009 0 XP_318239 AGAP010324 0 H
4 XP_001850889 CP1J009227 11
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S3 Table: Integrative analyses of substitution rates by SLAC, FEL and REL tests. Those codons

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

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

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

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

Codon SLAC dN-dS SLAC p-value FEL dN-dS FEL p-value REL dN-dS
1 0.000 0.000 0.000 1.000 -0.930
9 -2.072 0.043 -2.006 0.001

23 -1.815 0.000

30 -1.216 0.039 -483.270 0.000

33 -0.605 0172

34 -0.405 -0.120

37 -1.335 0.000

46 -1.557 0.007

48 1517 0.052 1237 0.007

49 -1.485 0.012 -1.696 0.000
53 -1.199 0.012 -0.408 002 [IEFEEE
55 -0.902 0.112 -0.546

59 -0.900 0.037 -0.439 0.003

61 -0.300

62 -1.401 0.003

66 -0.502

68 -1.549 0.001

79 1153 0.001

82 -1.787 0.000
8 | -060s
85 1134 0.002
87 -0.900 0.009

91 -1.258 0.004

97 -1.688 0.000

120 1170 0.007

131 -0.984 0.000

135 -1.207 0.008

137 -1.707 0.001

140 -1.628 0.000

151 -1.782 0.006
153 1377 0.033 -2.082 0.001
155 -1.354 0.033 -1.182 0.002 98
157 -1.451 0.001

158 -1.065 0.001
161 -0.816 0.007
165 -1.676 0.000
166 -0.585 -0.198

169 -0.502 -0.204

175 -1.604 0070 | -1.654.870

178 -0.786 0.117 -0.678

180 1199 -0.602

181 -0.557 -0.149

185 -1.757 0.000

187 -1.075 0.009

188 -1.199 0.000

190 -1.419 0.000

191 1178 0.029 -0.417 0.005

192 -1.049 0.045 -0.702 0.003

193 -1.349 0018 -0.798

REL Bayes Factor | Consensus

3.542.440
7.982.030
477.019
703.730
219.770
2.974.950
1.589.890
473.736
162.204
906.730
105.687
393.040
500.612
652.738
775.776
4.806.020
147.173
945.605
224.194
255.985
951.017
84.017
528.198
268.034
976.519
2.990.570
727.823
214.374
575.293
555.446
219.591
2.108.320
400.256
429.773
191.650
4.823.560
388.112
6.544.390
LYENPE]
2.766.090
8.231.280
1.466.510
546.106
349.318

FEL dN-dS I FEL p-value | REL dN-dS | REL Bayes Factor

0.009
0.000

Codon SLAC dN-dS SLAC p-value
194 -1.022 0.100
207 -1.499
213 -1.081
215 -1.585
221 -2.495
222 -1.783
225 -1.199
228 -1.825
233 -2.131
239 -1.237
243 0.000
244 -1.468
246 -1.476
247 -1.199
269 -1.420
274 -1.324
288 -0.508
295 -0.903
299 -1.091
313 -1.449
315 -1.072
316 -1.519
322 -1.291
345 -1.846
365 -0.564
368 -1.199
370 -0.581
372 -1.538
374 -1.234
378 -0.915
380 -1.012
401 -0.900
403 -0.974
412 -1.138
415 -1.011
419 -2.660
429 -2.170
430 -1.078
431 -1.105
435 -0.839
436 -1.637
443 -0.871
458 -1.344
473 -1.271
499 -0.602
500 -2.521
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[ 1224 |

224
897

146.140
11.951.900
82.171
341.278
251.986
216.213
1.765.240
433.485
829.644
672.254
228.045
1.222.570
769.780
2.253.410
966.777
616.562
380.593
183.184
2.645.140
777.034
8.088.370
24.264
213.515
1.708.740
99.841
1.403.450
214.831
146.391
113.302
588.744
1.059.120
120.470
770.996
950.750
536.350
1.717.340
464.844
129.196
250.543
10.402.000
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