Figure S1: Alignment of genomic regions coding for APL1A, APL1B and APL1C alleles in Ngousso mosquitoes

Ng_APL1A_1 TTT TGTG ACGTTGGA CGAATTTACTCAATCATAACATTTGTTT AT TCARA -ACGCCGTTATC TGGGAATTCCCGT TCTTTCA 108
Ng_APL1A_2 GTGCTGTTGGANACA[ITA TGT CGCGTTGGA CEIAATCTCAATCATAACATTTGTTT AT TCARA - CGCEFTTATC TGGGAATTTCCGT TCTTTCA 108
Ng_APL1A_3 TTT TGTG ACGTTGGA CGAATTTACTCAATCATAACATTTGTTT AT TCAA -ACGCCGTTATC TGGGAATTCCCGTp - - ------- TCTTTCA 108
Ng_APL1B_1 ---AAACACCGA G Ap----- - - - AATTTACTCAATCATAACATTTGTTTTCATTTTCAC|GCCACGCC TATCACTGGG TTTCCGTAACGAATTCT[TCT CA 108
Ng_APL1B_2 ---AAACACCGA G| Ab - ---- .- - AATTTACTCAATCATAACATTTGTTTTCATTTTCALC|GCCACGCC TATCACTGGG TTTCCGTAACGAATTCT[TCT CA 108
Ng_APL1B_3 - IWAACACCGA G Ap - ---- - - - AATTTACTCAATCATAACATTTGTTTTCATTTTCALCIGICCACGCC TATCACTGGG TTTCCGTAACGAATTCITITCT CA 108
Ng_APL1C_1 - CCGCGTTGG[T -CGAATTTACTCAATCATAACATTTGTTTTCATTTTCA[GIGA- -[ICGCCGTTATCACTGGGAATTCCCGTAACGAATTCAITCTTTCA 108
Ng_APLIC 2 - ------- CCGCGTTGG|T -CGAATTTACTCAATCAT CATTTGTTTTCATTTTCAGIGA- -[ICGCCGTTATCACTGGGAATTCCCGTAACGAATTCAITCTTTCA 108
Ng_APL1IC 3 - ------- CGTTGG|T -CGAATTTACTCAATCAT CATTTGTTTTCATTTTCA|GGA- -[CGCCGTTATCACTGGGAATTCCCGTAACGAATTCIATCTTTCA 108
~
Ng_APL1A_1 A TGTTC CCGT ATCATTGCTCAGTTTCAATCCATCAGTCG GAAGAAACACAGTTTTCCTGTTTE}SAGTGC F E TGCTGGTTACGCGCCGTATCACTAA 228
Ng_APL1A_2 A TGTTC CCGT GAATCATTGCTCAGTTTCAATCCATCAGTCG GAAGAAACACAGTTE'TCGAGCTTTGAGTACCACA TGC@}GTTACGCGCCGTATCACTAA 228
Ng_APL1A_3 A TIGTTC CCGT ATCATTGCTCAGTTTCAATCCATCAGTCG GAAGAAACACAGTTTTCCTGTTTEFBAGTGCEIAEIA TGCTGGTTACGCGCCGTATCACTAA 228
Ng_APL1B_1 AGTTCTACCGTAGG[TGTCATTGC AGTTTCAATCCATCAGTCGA AAGAAACACAGTTTT TGTTTTGAGTGCCACA TGCTGGTTACGCGCCGTATCEkTAA 228
Ng_APL1B_2 AGTTCTACCGTAGG[TGTCATTGC AGTTTCAATCCATCAGTCGA AAGAAACACAGTTTT TGTTTTGAGTGCCACA TGCTGGTTACG CCGTATCACTAA 228
Ng_APL1B_3 AGTTCTACCGTAGG[TG[TCATTGC AGTTTCAATCCATCAGTCGA AAGAAACACAGTTTT TGTTTTGAGTGCCACA TGCTGGTTACG CCGTATCACTAA 228
Ng_APL1C_1 T WGTTCTACCG GGAAT TTGCTCAGTTTCAATCCATCA CGAGGAAGAAACACAGTTTTCGAGC TGAGTACCACA TGCTGGE'TACGCGCCGTATCACTAA 228
Ng_APL1C_2 T WGTTCTACCG GGAAT TTGCTCAGTTTCAATCCATCIGT[TCGAGGAAGAAACACAGTTTTCGAGC TGAGTACCACA TGCTGGTTAC GCCGTATCACTAA 228
Ng_APL1C_3 T WGTTCTACCG GGAAT TTGCTCAGTTTCAATCCATCA CGAGGAAGAAACACAGTTTTCGAGC TGAGTACCACA TGCTGGTTAC GCCGTATCACTAA 228

Ng_APL1A_1 acaTarpfcToacoapfifraiaTTAl - - - fracThbakhTcacTT} foacacTetpfpff T TjefreTRetihcTecTTTTecAGTe TR T T T T I I T S 323

Ng_APL1A_2 TCAGGTAATTGTCAGCAGTGTACAGTTACGTATTACTTCATATCGCT ACAGAGTBTTTCTTTTT TGTCGGTTGCTGCTTTGGCAGTGTGATTTTCTTCACATGTGGTAGTGTTGCAG 347
Ng_APL1A_3 TEIAGGTAA E'TCAGCA AEIAGTTA TACTEkAEIATCGCTT CAGAGTGTE'TE'TTTTTGTGT GTEIACTGCTTTTGCAGTGTBATTTTTTT ------------------- 323

Ng_APL1B_1 TCAGGTAACIGCTCAGCA[TCAAACAATTA TTACTTCATATCGCTTF ACAGAGTGTTTCTTT TGTTGGTTACTG TGCAGT GATEC[TTTTIC- - - -« - - - e e e e e o e oo 325
Ng_APL1B_2 TCAAA CTCAGCA[TCAAACA TA TTACTTCATATCGCTT CAGAGTGTTTCTTT TGT GTTACTG TGCAGT GAT TTTIC- - - - = s s e e e e e e e e e e e 325
Ng_APL1B_3 TCAGGTAA CTCAGCA[TCAAACA TA TTACTTCATATCGCTT CAGAGTGTTTCTTT TGT GTTACTG TGCAGT GAT TTTIC- === == s s e e m e e e e e e e 325
Ng_APL1C_1 TCAGGTAATTGTCAGCAGTGTACA[T[TTACGTATTACTTCATATCACTTAACAG[TIGTGTTTCTTTTT}I[TGTCGA[TTGCTGCTTTGGCAGTGTGATTTTCTTCACATGTGGTAGTGTTGCAG 347
Ng_APL1C_2 TCAGGTAATTGTCAGCAGTGTACAGTTACGTATTACTTCATATCACTTAACAG[TGTGTTTCTTTTTH[TGTCGATTGCTGCTTTGGCAGTGTGATTTTCTTCACATGTGGTAGTGTTGCAG 347
Ng_APL1C_3 TCAGGTAATTGTCAGCAGTGTACAGTTACGTATTACTTCATATCACTTAACAG[TGTGTTTCTTTTTI[TGTCGATTGCTGCTTTGGCAGTGTGATTTTCTTCACATGTGGTAGTGTTGCAG 347

NGLAPLIA_ 1 = e e e o e e e e e e e e R R R T 330

Ng_APL1A_2 EretreceeacaaTaaTTATTGGTATEEGhRAGAGCAGCCTGTTGCGACCACCAAACCTTCTTTCCk T aleiaAcaGATACIhcATCTACGGAAGT CAGCCAGCCAACGGlTRaTCraccAG 467
Ng_APL1A 3 haccTaT 330
Ng_APL1B_1 haccplat 332
Ng_APL1B_2 haccpaT 332
Ng_APL1B_3 IWGCCRQlGT 332
Ng_APL1C_1 ctatTcacaacaaTaaTTATTGGTATRE Gl AGAGCAGCCTGTTGCGACCACCAAACCTTCTTTCCprGlieAAcaGaTAChcATCTACGGAAGTCAGCCAGCCAACGATGTClraccas 467
Ng_APL1C_2 CTGTTGGGGGCAATAATTATTGGTATACGIGAAGAGCAGCCTGTTGCGACCACCAAACCTTCTTTCOA[T GITIGAACGGATACHACATCTACGGAAGT CAGCCAGCCAACGGTGGT C[TGCCAG 467
Ng_APL1C_3 CTGTTGGGGGCAATAATTATTGGTATICGIGAAGAGCAGCCTGTTGCGACCACCAAACCTTCTTTCCMATGITGAACGGATACANCATCTACGGAAGT CAGCCAGCCAACGGAGGTC) - - - - - 461




Y N T - 334
Ng_APL1A_2 CCACAACCTACACACAAAGTCACALAACCTACARRAGRKEARRCAAACTTCGGAGGTCAGTCAGCCAACGGAGGTTTGecllaecaacaaaGaTCTlrcchaccaacaahRaplT]r 567
- I N 334
T Y 336
NGLAPLIBL2 = = = - = == s s s s ot e et ot e oL e el 336
T Y H T 336
Ng_APLIC_1 CCACAACCTACACACAAGGTCACA[AACCTACAR AkfacaaacTtTcaaacaTcacTcAaGCccAAcGGAGGTRFaechlaccaacaaaaaTeTlocThaccaacaapfalrfeT 587
Ng_APLIC_2 CCACAAGCTACACACAAGGTCACACAACCTACAL ACJACAAACTTCGGAGGT CAGTCAGCCAACGGAGGT[T[T GCCIGGCCAACGGAGGTCT[TCCAGCCAACGGARGALT 587
NGAPLIC.S - mssomeeeaaaaaa CAacCTACA AIGACAAACTTCGGAGGT CAGTCAGCCAACGGAGGTCT GCCA[GCCAACGGAGGTCTITACAGCCAACGETBGTCT 557
Ng_APL1A_1 hceaacaacTaccaTcoTACAGhGTCAGCAAATTACGGAARTE - - - - - - AP apRRcThlcfracapfraaTcacoaalrAbTaACAACGT Ak AR CCAG 424
Ng_APL1A 2 hCGGAGGTCTGCCAGCCAACAGAGGGCAGCTGCCGTA[JGGAACTCCAAGCCCATATAGGT CARRCAATCTACAGAAGT CAGCCAAANT[TACGGAGGT CAGCAACGCTACAACGLRAGACCAC 707
Ng_APL1A_3 hCGGAGGACTGCCATCCTACAGRGTCAGCCAAATITACGGAARIf - - - - - . - AkakklecThlcfracacalpalrcaccaafrakracflacatanlccac 424
Ng_APL1B_1 hcaaacaachlecfarocTacahraaThTlrche- - - <o LT 368
Ng_APL1B_2 A CGGAGGACHECITIATCCTACARNAGTATIECI G- - - - - - - ool 368
Ng_APL1B_3 hcaaacGAABCaToeTACA M AGT R TIRCI G - - - e eieieiiio...- 368
Ng_APLIC_1 ACGGAGGTCTGCCAGCCAACAGAGGGCAGCT GCCGTACGGAACT CCAACCCATATAGGTCAIBRCAATCTACAGAAGTCAGCCAAANTTACGGAGGTCAGCAACGCTACAACGEhAGACCAC 707
Ng_APLIC_2 A CGGAGGTCTGCCAGCCAACAGAGGGCAGCT GCCGTACGGAACTCCAAGCCATATAGGT CABCAATCTACAGAAGT CAGCCAAARTACGGAGGT CAGCAACGCTATRACGT AAGACCAC 707
Ng_APLIC_3 hcaaacaTcTfcAaccAAclelsAGGGCAGCTGCCGTACGGAACTCCAACCCATATAGGT GAJGRCAATCTACAGAAGT CAGIGIAAA[TTACGGAGGT CAGCAACGGTACAACGTAAGAGCAG 677
Ng_APL1A_1 hERATCTGCAGTACGACTGTGTGTTCTACGATGTGCACATTGACATGCAAACGCAAGACGTATACTTTGGCTTTGAGGATATAACACTAAACA 544
Ng_APL1A_2 GCTAATCTGCAGTACGACTGTGTGTTCTACEtTGTGCACATTGACATGCAAACGCAAGACGE%TACTTTGGCTTTGAGE%TEhAAcEkTAAACA 827
Ng_APL1A 3 hElATCTGCAGTACGACTETGTGTTCTACKATGTGCACATTGACATGCAAACGCAAGACGTATACTTTGGCTTTGAGGATATAACACTAAACA 544
T TTclk Ak TTTGAG 388
YT T TTlcirceTTTEARTTTGAG 388
T X S T TS TTcriceTTTEARTTTGAGE S - i 388
Ng_APL1C_1 GacacclrafgaaTacaaaTacATTGAGKRITRATCTGCAGTACGACTGTGTGTTCTACGATGT GCACATTGACATGCAAACGCAAGACGTATAGTTTGGCTTTGAGGATATAACACTAAACA 827
Ng_APLIC_2 GACAGOICCGAATACAAATGCATTGAGIBEITAATCTGCAGTACGACTGTGTGTTOTACGATGTGCACATTGACATGCAAACGCAAGACGTATACTTTGGCTTTGAGGATAT[RACACTAAACA 827
Ng_APL1C_3 GACAGC|ACGAATACAAATGCATT GAGAIGIARATCTGCAGTACGACTGTGTGTTCTACGATGTGCACATTGAATGCAAfTlcGCAAGACGTATACTTTGGCTTTGAGGATATAACACTAAACA 797
Ng_APL1A_1 ACCAGAAGATTGTTACCTTCAAAAACTCTACCATGCGE%AACTGCCCGCTGCTTTACTCGCCTCCTTCCGCCAGGTTGAGEFGCTCAATCTGAACGACCTGCAGATAGAGE%GATCGATA 664
Ng_APL1A_2 ACCAGAAGAATGTTACCTTCAAAAACTCTACCATGCGCAAACTGCCCGCTGCTTTACTCGCCTCCTTCCGCCAGGTTGAGETGCTCAATCTGAABGCCTGCAGATAGAGGAGATCGATA 947
Ng_APL1A_3 ACCAGAAGA[TTGTTACCTTCAAAAACTCTACCATGCGTAAACTGCCCGCTGETTTACTCGCCTCCTTCCGCCAGGTTGAGCTGOTCATcTaAACGACCTGCAGATAGAGEhGATCGATA 664
Ng_APL1B_1 racTTTACTCGCCTCCTTCC GGTTGAG[JTGCTCAATCTGAACGGCCTGCAGATAGAGGAGATCGATA 459
Ng_APL1B_2 TGCTTTACTCGCCTCCTTCC caTTaApfTacTeAATeTeAACGBCCTaCAGATAGRGAGATCGATA 459
Ng_APL1B_3 TGCTTTACTCGCCTCCTTCC GGTTGAACTGCTGAATCTGAACGGCCTGCAGATAGAGGAGAT CGATA 459
Ng_APLIC_1 [ACCAGAAGA[TfGTTACCTTCAAAAACTCTACCATGCGCAAACTGCCCGCTGCTTTACTCGCCTCCTTCCGCCAGGTTGAGCTGCTCAATCTGAAfJGACCTGCAGATAGAGGAGATCGATA 947
Ng_APLIC_2 ACCAGAAGAJIGTTACCTTCAAAAACTCTACCATGCGCAAACTGCCCGCTGCTTTACTCGCCTCCTTCCGCCAGGTTGAGCTGCTCAATCTGAAJSACCTGCAGATAGAGGAGATCGATA 947
Ng_APL1C_3 ACCAGAAGA|ATGTTACCTTCAAAAACTCTACCATGCGCAAACTGCCCGCTGCTTTACTCGocTocTkcaccaaaTTaAGeTaeTofghTcTaAACGACCTGCAGATAGAGERGATCGATA 917
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784
986
784
579
579
579
1067
1067
1037

904
1043
904
699
699
699
1187
1187
1157

1024
1163
1024
819
819
819
1307
1307
1277

1144
1283
1144
939
939
939
1427
1427
1397



Ng_APL1A 1
Ng_APL1A_2
Ng_APL1A 3
Ng_APL1B_1
Ng_APL1B_2
Ng_APL1B_3
Ng_APL1C_1
Ng_APL1C 2
Ng_APL1C_3

Ng_APL1A_1
Ng_APL1A_2
Ng_APL1A_3
Ng_APL1B_1
Ng_APL1B_2
Ng_APL1B_3
Ng_APL1C_1
Ng_APL1C_2
Ng_APL1C_3

Ng_APL1A_1
Ng_APL1A_2
Ng_APL1A_3
Ng_APL1B_1
Ng_APL1B_2
Ng_APL1B_3
Ng_APL1C_1
Ng_APL1C_2
Ng_APL1C_3

Ng_APL1A_1
Ng_APL1A_2
Ng_APL1A_3
Ng_APL1B_1
Ng_APL1B_2
Ng_APL1B_3
Ng_APL1C 1
Ng_APL1C_2
Ng_APL1C_3

AT TATCCCGGACTGGTTGAGGTGGATCTTTCCTACAACGAGT TGGAGAAGATAANTGT A
hcTATccCpleacTGATCGAGGTGGATCTTTCfrACAACGAGTTGRAGAAAATAACGTACCA
ATTATCCCGGACTGGTTGAGGTGGATCTTTCCTACAACGAGTTGGAGAAGATAAfGTACC
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CGCTCGACCTTTACGGCCGACCCATCCCAACGCTCAAAGTGCTCGATCTGTCGCACAACCATTTGCTGCACGTGGAACGTAACCAGCC AGTTTGATAGG[T[TGGAG CCTTTATCTCG
CGCTCGACCTTTACGGCCGACCCATCCCAACGCTCAAAGTGCTCGATCTGTCGCACAACCATTTGCTGCACGTGGAACGTAACCAGCCEtAGTTTGATAGG TGGAGEhCCTTTATCTCG
CGEhCGACCTTTACGGCCGACCCATCCCAACGCTCAAAGTGCTCGATCTGTCGCACAACCATTTG GTGGIGTGGAAC AA AG GCAGTTTGATANAGCTITCAGTACCTTTATCTCG
AA AG|
AA AG|

CGCTCGACEhTTACGGCCGACCCATCCCAACGCTCAAAGTGCTCGATCTEhCGCACAACCATTTG GTGGIGT GGAAC GCAGTTTGATARA TTCAGTACCTTTATCTCG
CGCTCGATCTTTACGGCCGACCCATCCCAACGCTCAAAGTGCTCGATCTGTCGCACAACCATTTG GTGGIGT GGAAC GCAGTTTGATAAIGCTTCAGTACCTTTATCTCG
CGCTCAATCTTTACGGTCAACCCATCCCAACGCTCAAAGTGCTCGATCTGTCGCACAACCAT GCTGCACGTGGAACGTAACCAGCCGCAGTTTGATAGGGITGGAGTACCTTTACCT
CGCTCAATCTTTACGGTCAACCCATCCCAACGCTCAAAGTGCTCGATCTGTCGCACAAEkAT GCTGCACGTGGAACGTAACCAGCCGCAGTTTGATAGGGITGGAGTACCTTTACCT
CGCTCAATCTTTACGGTCAACCCATCCCAACGCTCAAAGTGCTCGATCTGTCGCACAACCATTTGCTGCACGTGGAACGTAACCAGCCGCAGTTTGATAGGCTGGAGF%CCTTTACCTCG
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TGCAGTACACGATGCTGACCAGE%CTGCAAGATCGACTACCAEkTCGAGCAEhGTCTCTGCTGCAAAGAAAGTGACAA CGTAEkTGGACCGEkTATTACAEhEkATEhCCCTGACGA
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TGCAGTACACGATGCTGACCAGCACTGCAAGATCGACTATCA T AGCATGGTCTCTGCTGCAAAGAAAGTGACAAGCCGTATCTGGACCGGCTATTACAGTACATCGCCCTGACGA
TGCAGTACACGATGCTGACCAGCACTGCAAGATCGACTATCA T AGCATGGTCTCTGCTGCAAAGAAAGTGACAAGCCGTATCTGGACCGGCTATTACAGTACATCGCCCTGACGA
TGCAGTACACGATGCTGACCAGCACTGCAAGATCGACTACCAACTCGAGCAEFGTCTCTGCTGCAAAGAAAGTGACAAGCCGTATCTGGACCGGCTATTACAGTACATEkCCCTGACGA
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GcaTGGCGGARRAGTTGCAGCGTGCACAAGGACGCT GCAGT GCCACAGAT GCCATCAACAGCGT GCAAAGTCTGT CCCACTACAT CACACAGCAGGGT GATGTGCCACT GCAGGGTAACG
GCGTGGTGGAGAAGT TGJBICGT GCACAGGGACGCT GCAGT GAAACAGAT GCCATCAACAGCGTGCAAGTCTGTCCCACTACATCACACAGCARGGTGATGTGCCACTGCAGGGTAACE
GCGTGGCGGAGAAGT TGCAGCGTACACAGGGACGCTGCAGTCClEbAGATGooATCAACAGCETacAGAGTETaTACCACTEATCACACAGCAGEETGTTaT AR cTacAcaclhACE
Geataatfoacaal —- akacoaTaphphfleplcEdracaaTaccacacataccatcancaccaklicacaaTeTaTaccacTACATCACACAGCAGEE] GTTaTacACTGcAGGGT AACE
GecaTaacaaaphacTTGoAGCaTACACAGEpCGCTGoAGTRkClbAGATaccATCARCAGCEracAGAGTCTGTACCACT AT CARACAGCAGGGT GsfTaTaCCACTGCAGGGT AACE
GCGTGGCGGAGAAGTTGCAGCGTACACAGG CGCTGCAGT@ZCEIZAGATGCCATCAACAGC GCAGAGTCTGTACCACTEtATCAEI::CAGCAGGGTG GTGCCACTGCAGGGTAACG
GCGTGGTGGAGAAGT TGCAGCGT GCACAAGGACGCT GCAGT GOCACAGATACATCAACAGCGTGCAAAGTCTGTCCCACTACATCACACAGCAGGGTGATGTGCCACTGCAGGGTAACG
GCGTGGCGGAPAAGTTGCAGCGTGCACAAGGACGCT GCAGT GCCACAGAT GCCATCAACAGCGT GCAAAGTCTGT CCCACTACAT CACACAGCAGGGT GATGTGCCACT GCAGGGTAACG
GCGTGGTGGAGAAGTTGCAGCGT GCACAAGGACGCT GCAGT GCCACAGATIACCATCAACAGCGT GCAAAGTCTGTGCCACTACATCACACAGCAGGGT GATGTGCCACTGCAGGGTAACG

ACAGCTCGAGGCCGAAGTCAACGAGCTGAGGGCTGEGGTGCAGCAGCTAACCACGAGCAGATEEAACAGEhGCAGETCCTAGCAA CCGAGATCGATACCAATCT c
ACAGCTCGAGGCCGAAGTRACGAGCTGAGGGCTGAGGTGCAGCAGCTRCCAACGAGCAATACBhCAGEAGCAGETCOTlRGAA CCGAGATCGATACCAATCT c
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ACAGCTCGAGGCCGAAGTCAACGAGCTGAGGGCTGAGGTGCAGCAGCTAACCAACGAGCAGATACAACAGGAGCAGCTCCTGCAGGGGCTACACGCCGAGATCGATACCAATCTGCGAC
ACAGCTCGAGGCCGAAGTCAACGAGCTGAGGGCTGAGGTGCAGCAGCTAACCAACGAGCAGATACAACAGGAGCAGCTGCTGCAGGGGCTACACGCCGAGATCGATACCAATCTGCGAC
ACAGCTCGAGGCCGAAGTCAACGAGCTGAGGGCTGAGGTGCAGCAGCTAACCAACGAGCAGATACAACAGGAGCAGCTGCTGCAGGGGCTACAEhCCGAGATCGATACCAATCTGCGAC
ACAGCTCGAGGCCGAAGTCAACGAGCTGAGGGCTGAGGTGCAGCAGCTAACCAACGAGCAGATACAACAGGAGCAGCTGCTGCAGGGGCTACACGCCGAGATCGATACCAATCTGCGAC
ACAGCTCGAGGCCGAAGTCAACGAGCTGAGGGCTGAGGTGCAGCAGCTEhCCAACGAGCAGATACAACAGGAGCAGCTGCTGCAGGGGCTACACGEkGAGATEFATACCAATCTGCGAC
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