
CYP6N1          -----MWIN----LLVLVLLVAVFWVWQRFSYWKRRNIPYITPSFPQGNLTGVGK-KRHM 50 

CYP6N2          -----MLIY----LLLIAVSAAVWYVHRKYSFWVDRGVPYVQPRFPFGNIQGIGR-RMHS 50 

CYP6M1a         MWFLTIEAL---VAVLALLGGLVYLVKRKQSYWKDRNVPHPSTTFFLGSFKDAGT-KMHF 56 

CYP6M1c         MWFLFVEIL---VALVALLGGLVYLVKRKQSYWKDRNVPHPSPAFFFGSFKDTGT-KIHF 56 

CYP6M1b         MWFLSLEAF---VALLVLLGALVYFIVRKQSYWKDRKVPHPSPTFLIGSFKDAFS-KVHF 56 

CYP6M7          --MEPLDIL---ISVLMVCFGVYLLIDRRFQYWTNRNVPQSKPELVFGNVREVSQ-TIHL 54 

CYP6M4          --MEFTDVA---ITLGMLCIILYLILVRRFQYWTERNVPQLKPELLFGDAREVGK-VCHI 54 

CYP6M8          -MLSLFDFT---FLVAALVAGLYYYLDRKRSYWKDRDVPGPKGELLLGNFGKVGT-KEHI 55 

CYP6Y1          MYLQVVG------ILVAVVVTCLAWIKRRYQYWKARSVAFIAPEFPYGNFGTLGK-LEHI 53 

CYP6Y2          MELVVASLVSLGAILATFCLGVYLFVTRKYSFWRAHNVPYVEPELPYGNFKEMGK-SIHP 59 

CYP6S1          --MFVHLLL----VASLALLWIYLHFKQRYRFWADQNVPYMEPAFPAGNVADTLKPTIHF 54 

CYP6S2          --MLIPAVL----VACFGLVWLYIHFKRRYLFWLKRDVPYLEPTFPVGNVVDIFSPTIHF 54 

CYP6R1          --MLPVLWLLLTVSSFLTFLMCVIHIRKKYSFWRELGVPYIPASFPLGNIQHTSH----- 53 

CYP6Z1          -----MILY----AIAVLPVIVFLALKYVYSYWDRHGIPNLKPEIPYGNLRILAEKKESL 51 

CYP6Z3          -----MFVY----TLALFPIVIFLLLRYIYSHWERYGLPHVKPEIPYGNLRTVVEKKESF 51 

 

CYP6N1          SAILQNCYKQLKSSGQS-YGGIYFFINPVALLIDPELIKVVLVKDFPYFHNRNLYYNDRD 109 

CYP6N2          SQLMTKFYNELKPSGRS-FGGIYFFTNPVALALELDFVKNVLVRDFAHFHDRGVYYNEKD 109 

CYP6M1a         SDYLEQYYTTYK-GKHP-FTGAYMLISPIVLPTDLELVKSILVKDFQYFHDRGTYYNEKH 114 

CYP6M1c         TEYLEQYYTTYK-GKHP-FMGLYMLVSPIVLPTDLELVKSIFVRDFQYFHDRGTYYNEKD 114 

CYP6M1b         SEYLEQYYTTYK-GKLP-FMGVYMLVSPVVIVTDLELVKSILVRDFQYFHDRGTYHNEKH 114 

CYP6M7          ADKFREIYNELK-GKHP-LVGVYLFFKPVALITDLELLKCVFVKDFQYFHDRGTYYNEKH 112 

CYP6M4          GEKIHQLYNELK-GKHP-FGGIYLFTKPVALITDLELLKCVFVKDFQYFHDRGTYYNEKH 112 

CYP6M8          TVPMKKIYDENK-GKHP-FAGIYQFVKPVALITDLELLKCVFVKDFQYFHDRGTFYNERD 113 

CYP6Y1          APITQRHYNYFQQLKVP-YGGVFMLTTPLLYIFDTKLIKTLLVKDFHYFPNRGVYFNERD 112 

CYP6Y2          AHLSQRFYEQYKSDEGPGFVGLYIFVNPVLLVTNLRLAKRILIEDFHHFPDRGVYYNEKD 119 

CYP6S1          AHIIEKLYKKLK-SRGD-YVGIYFFRDPVLLVLSPDFARTILVKDFNYFVDRGVYSNEEV 112 

CYP6S2          AHLIEKLYRRLK-GRGD-YAGIYFFRDPVLLVLSPDFARTILVKDFNYFVDRGVYSNEEV 112 

CYP6R1          --LMVELYQELK-GKHP-FGGLFQFTEPVALITDPEMVKNVLVRDCRFFYDRGGYTDGKH 109 

CYP6Z1          NIAVNNLYTRST----DRLVGVYLFFRPAILIRDAHLAKRIMVNDFQHFHDRGVYCNEHG 107 

CYP6Z3          GIAINNLYHRSS----DRLLGVYLFFRPAILIRDPQLAKRIMVNDFQHFHDRGVYCNEKG 107 

 

CYP6N1          DPLSHHLVAMEGTKWRNLRAKLTPTFTSGKMKLMFSTVTAVAEQFHKCMAEEIRHS-SVV 168 

CYP6N2          DPISGHLFNIEGTKWTNLRKKLIPTFSSGKMKMMCPTIVSVGGRFRECLERCIAND-GEV 168 

CYP6M1a         DPLTTHLFNLEGQKWKNLRNKLTPTFTSGKMKMMFPTVVAAGKQLKEFMDENVQKN-SEL 173 

CYP6M1c         DPLTAHLFNLEGQKWKNLRNKLTPTFTSGKMKMMFPTVVAAGKQLKEFMDENVQKN-SEL 173 

CYP6M1b         DPLTAHLSNLEGQRWKHLRNKLSPTFTSGKMKMMFPTVVAAGKQLKEFMDENVQKN-SEL 173 

CYP6M7          DPLTAHLFNIEGQKWKNLRNKLSPTFTSGKMKMMFPTIIAAGKQFKDFMEETVHEQ-VDF 171 

CYP6M4          DPMSAHLFNLEGQKWKRLRNKISPTFTSGKMKMMFPTIVAAGKQFKNYMEDTIQQQ-GEQ 171 

CYP6M8          DPLSAHLFNLEGQKWRSLRNKLSPTFTSGKMKMMFPTIVTAGKQFKDFMEETVKRE-NVF 172 

CYP6Y1          DPLSAHMFAIEGQKWRTLRAKLSPTFTTGRIKMTLPLVKEVCQRFCDHLHQSLQTS-AEV 171 

CYP6Y2          DPLSAHLFAIEGQRWKDLRAKITPTFTSGRMKAAFPLVLDIAEQFCDFLRERYTSS-DMV 178 

CYP6S1          DPLSANLFFMEGNRWRKLRSKLAPTFTSGKLKAMFHTIVDVGNRLDQYLAERCNQE-QRL 171 

CYP6S2          DPLSANLFFMDGNRWRKLRSKLAPTFTSGKLKAMFHTIVDVGNRLDQYLADRCIRL-QRI 171 

CYP6R1          DPLTGHMLNSESERWCALRHAASPIFSTGRIRAFLPVMLEKLNHFREYLNGKVNTEGTKV 169 

CYP6Z1          DPMSANLFALPGQRWKNLRGKLTPTFTSGQLRNMLPTFLDVGKKLQQFLDNLAMDH-QIV 166 

CYP6Z3          DPFSANLFALSGDRWKNLRAKLTPTFTSGQLRNMLPTLIDVGSKLNDRMNTLADEK-TVV 166 

 

CYP6N1          EMKDLLARFTTDVIGSVAFGLECNSLQDPDAEFRVMGRKVFQSSPYRA-LKLFLAAQFPH 227 

CYP6N2          EMKELLARFTTDVIGTCAFGIDCNSLNDPNAEFLRMGRKVFEVPRGRI-LKFFFMATFKD 227 

CYP6M1a         EMKDIMARFTTDVIGTCAFGIECNSMRDPNAEFRAMGKLFVERQPSQ--FVNIMVQFSHK 231 

CYP6M1c         EMKDIMGRFTTDVIGTCAFGIECNSMRDPNAEFRAMGKQFIDRQPSQ--FVNLMVQFSTK 231 

CYP6M1b         EMKDIMARFTTDVIGTCAFGIECNSMRDPNAEFRAMGKQFVDRPPSQ--FVNLMIQVSPK 231 

CYP6M7          ELKDVMARFTTDVIGMCAFGIECNSMSNPDAEFRVMGRKIFARPRGK--VKSLVINSMPR 229 

CYP6M4          ELKDVLARFTTDIIGTCAFGIECNSMRDPDAKFRVMGRKIFTRTRGT--LQQLLMNAFPS 229 

CYP6M8          ELKDLLARFTTDVIGMCAFGIECNSMRNPDAEFRAMGRKIFEISPGT--FKTMLMNGMPS 230 

CYP6Y1          EMHDLLSRYTIDVIGACAFGIECNSFRDPDNEFRRYGKIAFDKLRHSP-LVVYLMKAFRK 230 

CYP6Y2          EVRDLMARFTTDVIGSYAFGLECNSFRDPQNEFRRIGRKHFDTPRNHP-LKVFIMKTFRG 237 

CYP6S1          DIKELLARFLTDVIGSCAFGIDCNSIDNPNSQFRVMGKRMINLPKLKA-LKVFFAMMFRK 230 

CYP6S2          DIKELLARFMTDVIGSCAFGIECNSLDNPNSQFRLMGKRMINLPKLKA-LKVFFAMMFRK 230 

CYP6R1          ELKEMIGKLNTDIAMSFVLGIEGNNLIAPDGDLHEALMREAFLLPNV--AKLFLMTCYRS 227 

CYP6Z1          NMRDIVSRYVLDVVASVFFGFEANCLHDPDDPFRVALRDLTNPESFLNNIRSAGVFLCPG 226 

CYP6Z3          DMRDIASRFVLDTIASVFFGFEANCIHNSDDPFLKTLLQVNKRRSFVDNIRTSGVFICPG 226 

 



CYP6N1          IARAFHVTLTLPEVANFFTGVVNDTIDFRKTNNVQ--RNDFMTLLMKILKEQEESGSIDD 285 

CYP6N2          FSRRIHIKGTSEDVSQFFFKVVRETIEYREQHNIQ--RNDFMNLLMQLKN----SGQLDD 281 

CYP6M1a         LSRMLGIRLIDKEVSTFFLKVVKDTIDYRVKNSIQ--RNDFMDLMIRMLQN------TEN 283 

CYP6M1c         LSRMMGIRLIDKEVSTFFLKVVKDTIDYRVKNGIQ--RNDFMDLMIRMLQN------TEN 283 

CYP6M1b         LSRMMGIRLIDKEVSTFFLKVVKDTIDYRVKNSIQ--PNDFMDLMIRMLQN------TEN 283 

CYP6M7          LAKLIGLRTLDPEVSDFFMKAVRDTIKYRVENNVQ--RNDFMDILIRMRSDK----ETKS 283 

CYP6M4          VAKMVGIKLIVPEVSDFFMKVVRDTIKYRVENNVQ--RNDFMDILIRMRSDK----ETKS 283 

CYP6M8          LAKMLRMKQTDQDVSDFFMNAVRDTINYRVANKVK--RNDFVDLLITMMSKD----ETKS 284 

CYP6Y1          HANALGMKQLHDDVSSFFMRVVKDTIEYREREQIV--RNDFMDLLLKLKNTG----RLES 284 

CYP6Y2          LANRLGLKLLHDDVATFFQSVIRQTIEHRERHGIG--RSDFLDLLIRLKNTG----SLEG 291 

CYP6S1          QARALGIRFNDKDVSDFFLTVVRDTIRYREENNVR--RDDFMQLLIDMMKQD----GVGA 284 

CYP6S2          QAQLLGIRYNDKDVSEFFMNVVRDTIRYREEKGVR--RDDFMQLLIDMMKQD----GTGA 284 

CYP6R1          MAKKMRLKMFSNYITELFQQVVRETIEHRKDISYLNRRTDLIDQLLAMPGFD------GK 281 

CYP6Z1          LLKFTGISALAPAMKKFTMEVISSHLHQRETGQVT--RRDFIQMLTDLRRNAG-----NN 279 

CYP6Z3          LLKLTGLTSLPTELINFVMEIITHQIDHREKNQIS--RKDFVQLLIDLRRDAS-----SQ 279 

 

CYP6N1          G--QKDHLTLDDIAAQAFVFFLAGFETSSTAMSFCLYELALHQDLQDKARQNITEVLKKY 343 

CYP6N2          SGETVGKLSLNEIVAQAFVFFLGGFETSSTTMSYCLHELALNEQIQQRARQCVLDAVKKH 341 

CYP6M1a         PEE---SLTFNEVAAQAFVFFFAGFETSSTLLTWTLYELALNPEIQEKGRQCVKEILEKH 340 

CYP6M1c         PEE---SLTFNEVAAQAFVFFFAGFETSSTLLTWTLYELALNPEIQEKGRQCVKEILEKH 340 

CYP6M1b         PEE---SLTFNEVAAQAFVFFFAGFETSSTLLTWTLYELALNPEIQEKGRKCVKEILEKH 340 

CYP6M7          DDG---TLTTNEIAAQAFVFFLAGFETSSTLLTFTLYELALNQDAQDKGRRCVKEVLERH 340 

CYP6M4          DDG---TLTTNEIAAQSFVFFLAGFETSSSLMTFTLYELALNPEIQEQARNCVKEVLDRY 340 

CYP6M8          DDE---SLTFNEIAAQAFVFFLAGFETSSTLLTWTLYELALNPEVQEQGRKCVREVLKKH 341 

CYP6Y1          GGEDLGRLTFEEIAAQAFIFFTAGYDTSSTAMTYTLYELALKQDVQDKARQCVKETLQKY 344 

CYP6Y2          SNEIVGRLSGDEIAAQAFIFFTAGFETSSSAMTYTLYELALNQELQQRARDCVMDALEKH 351 

CYP6S1          GEC----LTFEEIAAQAFVFFFAGFETSTTTITCALHLLAKHPEVQNEARKCIRETLIKH 340 

CYP6S2          GEA----LTFEEIAAQAFVFFFGGFETSTTTITCALHLLAKHPKAQRKARKCVRSVLAKH 340 

CYP6R1          S-----TLTLSQMAAQVFLFLGA-YDATGITTFFCLYELAQRPAVQERARACVLEALEKH 335 

CYP6Z1          AED---SLSEAQCAANVFLFYAAGADTSTAAISFTLHELTHNPEVMGKVQREIDEMMNRY 336 

CYP6Z3          GEQ---ALSIEQCAANVFLFYIAGSETSTAAISFTLHELSHNPDALAKLQQEIDEMMERH 336 

 

CYP6N1          D-SISYEALHEMKYIDMCINESLRKYPPATTLTRRVEKDYRVPGT-DQVLQKGIMVAIPV 401 

CYP6N2          G-GLSYEALMDMPYIDQCINESLRKYPPGANLIRQVSQDYRVPGT-DVTFPKGMNVMIPV 399 

CYP6M1a         NGEMTYEAILDMKYLDQILKEALRKYPPLPIHIRVAKQDYRVPNT-DSVIEAGTLVLVPI 399 

CYP6M1c         NGEMTYEAILDMKYLDQILKEALRKYPPVPMHFRTAAQDYHVPNT-DSIIEAGTMILTPT 398 

CYP6M1b         NGEMTYEAILDMKYLDQILNEALRKYPPVPMHFRMTTQDYHVPNT-DSIIEAGTRVLIPT 399 

CYP6M7          NGELTYDAVMEMHYLDQILKESLRKYPPVPVHFRTTSKEYQVPGT-KTVLEAGTSVMVPV 399 

CYP6M4          GGELTYEAALEMDYLDRVLKECLRKYPPVSVHFRITAKDYLVPGT-NSILERGTSVMIPV 399 

CYP6M8          NGEMSYDAVVDMKYLDQILNESLRKYPPVPVHFRVASKDYQVPGT-KSVLEAGTAVMVPV 400 

CYP6Y1          DGKLSYEAVSDMSYLDQCINETLRKHPPVAILERNADKDYRLPDS-GLLLRRGQKIMIPI 403 

CYP6Y2          AGVLSYESSKNMLYLDQCIYETLRKYPPVAILERTVAKPYRLSDT-NIVLHRGMKIMIPA 410 

CYP6S1          NNLLSYDAVMEMEYIGWIINETLRMYPPVATLHRITTQPYQLPN--GAVLPEGIGVILPN 398 

CYP6S2          GNQLTYEAITEMDYIECIINETLRLYPPVATIHRMTSQPYQLPN--GKILPVGVGVIISN 398 

CYP6R1          D-GITYDALADMPYIDQCLNETLRMHPLAINLVRVVTKNYPVPDASGVVLPKGLNIVVPV 394 

CYP6Z1          NGEITYDNITELKYLDMCIKETLRMYPALAVLNRECTIDYPVPDS-DIIIRKGTQVIIPL 395 

CYP6Z3          NGEITYENINELKYLDLCVKETLRKYPGLPILNRECTIEYAVPDS-DVVIRKGTQVIIPL 395 

 

CYP6N1          YALQHDPDHFPNPERFDPERFTPEQSEKRHPFTFLPFGEGPRVCIGLRFGMVQARIGLVY 461 

CYP6N2          YAIHHDPEHYPDPERYDPDRFAADASEARKPYSFIPFGEGPRICIAARFGMLEARVGLSV 459 

CYP6M1a         YAIQRDPDIFPEPEKFDPERFSPEEEAKRHPFAWIPFGEGPRVCIGLRFGMMQARIGLAY 459 

CYP6M1c         FAIQRDPDIFPEPEKFDPERFSPEEEAKRHPFAWIPFGEGPRVCIGLRFGMMQARIGLAY 458 

CYP6M1b         FAIQRDPDIFPEPEKFDPERFSPEEEAKRHPFAWIPFGEGPRVCIGLRFGMMQARIGLAY 459 

CYP6M7          YAIHRDPEHFPNPDLFDPDRFTPEEEAKRHPYAWTPFGEGPRICVGLRFGMMQARIGLAY 459 

CYP6M4          LGIHRDAEHFPNPERFDPDRFTPEQEAKRHPYAWTPFGEGPRICVGLRFGMMQARIGLIH 459 

CYP6M8          HAIHHDPAVFPDPERYDPERFSPEQEAKRHPYAWTPFGEGPRICVGLRFGMMQARIGLAY 460 

CYP6Y1          YAMHHDSTHFPDPEQYRPERFSPAEVAKRDPYCYLPFGEGPRICIGMRFGSLQAKMGLAS 463 

CYP6Y2          YAIHHDPDIYPNPATYDPDRFTPERMARRDPCAYLPFGEGPRICIGLRFGMMQARIGLAL 470 

CYP6S1          LAFQNDPDYFPNPRDFKPERFSIKNDFKNN-FSYLPFGEGPRICIGMRFGLLQTRLGLAM 457 

CYP6S2          LAFHHDPTYFPDPHLFKPERFEDKAFGKNN-PSYLPFGDGPRMCIAMRFGQLQTRLGLAM 457 

CYP6R1          YAIHYDPQYYPEPERFDPDRFLPEACRQRTPYTFLPFGVGPKSCIGYRQGKIQLRAMMAV 454 

CYP6Z1          LGISMNEKYFPNPELYSPERFD-EATKNYDADAYYPFGVGPRNCIGLRQGLLLSKIALVL 454 

CYP6Z3          LSLSMNEKYFPNPELYSPERFD-EATKNYDPDAYYPFGVGPRNCIGLRQGVLVSKIGLVL 454 

 



CYP6N1          LLKHFRFTLATDKTSVPLKITPSSTILTIDGGLWLNVEKL------ 501 

CYP6N2          LLMHFSFTRCS-KTNVPLVISSRHAVLTPEGGLWLKVEKLQA---- 500 

CYP6M1a         LLQGFSFAPYE-KTSVPMKFVTNNILLSPKDGLWLKVNKL------ 498 

CYP6M1c         LLQGFSFAPYE-KTSVPMKFVTNSFMLAPRDGLWLKVNKL------ 497 

CYP6M1b         LLQGFSFTPYE-KTSVPKKFIKNNIFLSPKDGLWLKVNKL------ 498 

CYP6M7          LLTGFRFVPGA-KTMVPMKLDVKSFILSPQGGLWLKVEKLST---- 500 

CYP6M4          LLTSFRFACCS-KTPIPMKFDITNTILSPKGGMWLRMEKLTKDCE- 503 

CYP6M8          LLDGFQFAPSS-KTVIPMELSTESFIMAPKGGLWLKVDKI------ 499 

CYP6Y1          MLDRFQFSTCE-RTQIPVQYSRTNFILGPANGVWLRAEEL------ 502 

CYP6Y2          LLKHFQVLPCK-ETDEPLTYSTQAFVLTPVNGVRLRLAKYELNEP- 514 

CYP6S1          LVRNYNFTIDPSDAERPLRIDPINLLHGPAGEVWLNVKRIVDM--- 500 

CYP6S2          LLRNYNFAIDDCDADRPLLIDPINLMHGPAGAVWLNVERTVEKNS- 502 

CYP6R1          LLSSYEFTKCP--NITQGSRSKAHTVLKLDGDLWLNVKPINRTNDD 498 

CYP6Z1          MLTKFVFSATI---PRKLCFEPVAVTLAPKGGFPMRIERRV----- 492 

CYP6Z3          LLSKYNFHATI---PAKVKFAAINVGLTPEVGLPMRIEHRK----- 492 

 

 

 

 

Figure S1. Alignment of the amino acid sequences of fifteen An. funestus CYP6 P450 proteins from the 

rp2 BAC clone. The sequences were aligned using ClustalW. The membrane targeting/anchor 

hydrophobic N-terminal region is in bold and underlined. The conserved C-helix WxxxR motif is in green 

while the other conserved ExLR and PERF motifs are highlighted in yellow and grey. The haem-binding 

loop (P450 signature sequence) is highlighted in dark grey with the cysteine residue involved in haem 

coordination is in bold and underlined. 



              

 

Figure S2: Neighbour joining tree showing the phylogeny of P450 genes from the sequenced BAC clone 

of An. funestus and orthologs in An. gambiae. The g letter beside a P450 indicates that it belongs to An. 

gambiae. Genes with a, b and c designation are copies of a triplication event from CYP6M1 and have not 

yet been assigned individual gene names.  

  



CYP6M1a MWFLTIEALVAVLALLGGLVYLVKRKQSYWKDRNVPHPSTTFFLGSFKDAGTKMHFSDYL 60  

CYP6M1c MWFLFVEILVALVALLGGLVYLVKRKQSYWKDRNVPHPSPAFFFGSFKDTGTKIHFTEYL 60  

CYP6M1b MWFLSLEAFVALLVLLGALVYFIVRKQSYWKDRKVPHPSPTFLIGSFKDAFSKVHFSEYL 60  

        **** :* :**::.***.***:: *********:*****.:*::*****: :*:**::**  

 

CYP6M1a EQYYTTYKGKHPFTGAYMLISPIVLPTDLELVKSILVKDFQYFHDRGTYYNEKHDPLTTH 120 

CYP6M1c EQYYTTYKGKHPFMGLYMLVSPIVLPTDLELVKSIFVRDFQYFHDRGTYYNEKDDPLTAH 120  

CYP6M1b EQYYTTYKGKLPFMGVYMLVSPVVIVTDLELVKSILVRDFQYFHDRGTYHNEKHDPLTAH 120  

        ********** ** * ***:**:*: *********:*:***********:***.****:*  

 

CYP6M1a LFNLEGQKWKNLRNKLTPTFTSGKMKMMFPTVVAAGKQLKEFMDENVQKNSELEMKDIMA 180  

CYP6M1c LFNLEGQKWKNLRNKLTPTFTSGKMKMMFPTVVAAGKQLKEFMDENVQKNSELEMKDIMG 180  

CYP6M1b LSNLEGQRWKHLRNKLSPTFTSGKMKMMFPTVVAAGKQLKEFMDENVQKNSELEMKDIMA 180  

        * *****:**:*****:******************************************.  

 

CYP6M1a RFTTDVIGTCAFGIECNSMRDPNAEFRAMGKLFVERQPSQFVNIMVQFSHKLSRMLGIRL 240  

CYP6M1c RFTTDVIGTCAFGIECNSMRDPNAEFRAMGKQFIDRQPSQFVNLMVQFSTKLSRMMGIRL 240  

CYP6M1b RFTTDVIGTCAFGIECNSMRDPNAEFRAMGKQFVDRPPSQFVNLMIQVSPKLSRMMGIRL 240      

        ******************************* *::* ******:*:*.* *****:****  

 

CYP6M1a IDKEVSTFFLKVVKDTIDYRVKNSIQRNDFMDLMIRMLQNTENPEESLTFNEVAAQAFVF 300  

CYP6M1c IDKEVSTFFLKVVKDTIDYRVKNGIQRNDFMDLMIRMLQNTENPEESLTFNEVAAQAFVF 300  

CYP6M1b IDKEVSTFFLKVVKDTIDYRVKNSIQPNDFMDLMIRMLQNTENPEESLTFNEVAAQAFVF 300     

        ***********************.** *********************************  

 

CYP6M1a FFAGFETSSTLLTWTLYELALNPEIQEKGRQCVKEILEKHNGEMTYEAILDMKYLDQILK 360  

CYP6M1c FFAGFETSSTLLTWTLYELALNPEIQEKGRQCVKEILEKHNGEMTYEAILDMKYLDQILK 360  

CYP6M1b FFAGFETSSTLLTWTLYELALNPEIQEKGRKCVKEILEKHNGEMTYEAILDMKYLDQILN 360   

        ******************************:****************************:  

 

CYP6M1a EALRKYPPLPIHIRVAKQDYRVPNTDSVIEAGTLVLVPIYAIQRDPDIFPEPEKFDPERF 420  

CYP6M1c SALRKYPPVPMHFRTAAQDYHVPNTDSIIEAGTMILTPTFAIQRDPDIFPEPEKFDPERF 419  

CYP6M1b EALRKYPPVPMHFRMTTQDYHVPNTDSIIEAGTRVLIPTFAIQRDPDIFPEPEKFDPERF 420  

        . ******:*:*:* : ***:******:***** :* * :********************  

 

CYP6M1a SPEEEAKRHPFAWIPFGEGPRVCIGLRFGMMQARIGLAYLLQGFSFAPYEKTSVPMKFVT 480  

CYP6M1c SPEEEAKRHPFAWIPFGEGPRVCIGLRFGMMQARIGLAYLLQGFSFAPYEKTSVPMKFVT 479  

CYP6M1b SPEEEAKRHPFAWIPFGEGPRVCIGLRFGMMQARIGLAYLLQGFSFTPYEKTSVPKKFIK 480  

        **********************************************:******** **:.  

 

CYP6M1a NNILLSPKDGLWLKVNKL 498  

CYP6M1c NSFMLAPRDGLWLKVNKL 497  

CYP6M1b NNIFLSPKDGLWLKVNKL 498  

        *.::*:*:**********  

 

Figure S3: Amino acid sequence comparison of the three genes orthologs of AgCYP6M1 obtained from 

the sequencing of the rp2 BAC clone in An. funestus. An * (asterisk) indicates positions which have a 

single, fully conserved residue; A : (colon) indicates conservation between groups of strongly similar 

properties; A . (period) indicates conservation between groups of weakly similar properties.  

  



          

Figure S4: Combined Linkage map of Family 1 (♀susceptible x ♂resistant) and Family 10 (♀resistant x 

♂susceptible).   
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     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG1  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRILAEKKES LNIAVNNLYA RSTDRLVGVY   

FG2  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRLLAEKKES LNIAVNNLYT RSTDRLVGVY   

FG3  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRILAEKKES LNIAVNNLYS RSTDRLVGVY   

FG4  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRILAEKKES LNIAVNNLYS RSTERLVGVY   

FZ1  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRILAEKKES LNIAVNNLYS RSTERLVGVY   

FZ2  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRILAEKKES LNIAVNNLYT RSTDRLVGVY   

FZ4  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRILAEKKES LNIAVNNLYT RSTDRLVGVY   

FZ5  MILYAIAVLP VIVFLALKYV YSYWDRHGIP NLKPEIPYGN LRILAEKKES LNIAVNNLYT RSTDRLVGVY   
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FG1  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

FG2  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

FG3  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

FG4  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

FZ1  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

FZ2  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

FZ4  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

FZ5  LFFRPAILIR DAHLAKRIMV NDFQHFHDRG VYCNEHGDPM SANLFALPGQ RWKNLRGKLT PTFTSGQLRN   

 

             150        160        170        180        190        200        210             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG1  MLPTFLDVGK KLQQFLDNLA MDHQIVNMRD IVSRYVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

FG2  MLPTFLDVGK KLQQFLDNLA MDHQVVNMRD IVSRYVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

FG3  MLPTFLDVGK KLQQFLDNLA MDHQIVNMRD IVSRYVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

FG4  MLPTFLDVGK KLQQFLDNLA MDHQIVNMRD IVSRYVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

FZ1  MLPTFLDVGK KLQQFLDNLA MDHQIVNMRD IVSRYVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

FZ2  MLPTFLDVGK KLQQFLDNLA MDHQIVNMRD IVSRYVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

FZ4  MLPTFLDVGK KLQQFLDNLA MDHQIVNMRD IVSRCVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

FZ5  MLPTFLDVGK KLQQFLDNLA MDHQIVNMRD IVSRYVLDVV ASVFFGFEAN CLHDPDDPFR VALRDLTNPE   

 

     SRS2     220        230 SRS3   240        250        260        270        280             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG1  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDFIQMLT DLRRRAGNNA   

FG2  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDFIQMLT DLRRKAGNNA   

FG3  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDFIQMLT DLRRKAGNNA   

FG4  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDFIQMLT DLRRKAGNNA   

FZ1  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDIIQMLT DLRRKAGNNA   

FZ2  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDFIQMLT DLRRNAGNNA   

FZ4  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDFIQMLT DLRRNAGNNA   

FZ5  SFLNNIRSAG VFLCPGLLKF TGISALAPAM KKFTMEVISS HLHQRETGQV TRRDFIQMLT DLRRNAGNNA   

 

             290  SRS4   300        310        320        330        340        350             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG1  EDSLSEAQCA ANVFLFYAAG ADTSTAAISF TLHGLTHNPE VMGKVQREID EMMNRYNGEI TYDNITELKY   

FG2  EDSLSEAQCA ANVFLFYAAG ADTSTAAISF TLHELTHNPE VMGKVQREID EMMNRYNGEI TYDNINELKY   

FG3  EDSLSDAQCA ANVFLFYAAG ADTSTAAISF TLHELSHNPE VMGKVQREID EMMNRYNGEI TYDNITELKY   

FG4  EDSLSEAQCA ANVFLFYAAG ADTSTAAISF TLHELTHNPE VMGKVQREID EMMNRYNGEI TYDNITELKY   

FZ1  EDSLSEAQCA ANVFLFYAAG ADTSTAAISF TLHELTHNPE VMGKVQREID EMMNRYNGEI TYDNINALKY   

FZ2  EDSLSEAQCA ANVFLFYAAG ADTSTAAISF TLHELTHNPE VMGKVQREID EMMNRYNGEI TYDNITELKY   

FZ4  EDSLSEAQCA ANVFLFYAAG ADTSTAAISF TLHELTHNPE VMGKVQREID EMMNRYNGEI TYDNITELKY   

FZ5  EDSLSEAQCA ANVFLFYAAG ADTSTAAISF TLHELTHNPE VMGKVQREID EMMNRYNGEI TYDNITELKY   

 

             360  SRS5   370        380        390        400        410        420             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG1  LDMCIKETLR MYPALAVLNR ECTIDYRVPD SDIIIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERFDEAT   

FG2  LDMCIKETLR MYPALAVLNR ECTIDYPVPD SDIVIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERFDEAT   

FG3  LDMCIKETLR MYPALAVLNR ECTIDYPVPD SDIIIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERFDEAT   

FG4  LDTCIKETLR MYPALAVLNR ECTIDYRVPD SDIVIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERFDEAT   



FZ1  LDMCIKETLR MYPALAVLNR ECTIDYRVPD SDIIIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERLDEAT   

FZ2  LDMCIKETLR MYPALAVLNR ECTIDYPVPD SDIIIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERFDEAT   

FZ4  LDMCIKETLR MYPALAVLNR ECTIDYPVPD SDIIIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERFDEAT   

FZ5  LDMCIKETLR MYPALAVLNR ECTIDYPVPD SDIIIRKGTQ VIIPLLGISM NEKYFPNPEL YSPERFDEAT   

 

             430        440        450        460        470  SRS6   480        490             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG1  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FSATIPRKLC FEPVAVTLAP KGGFPMRIER   

FG2  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FSATIPRKLC FEPVAVTLAP KGGFPMRIER   

FG3  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FSATIPRKLC FEPVAVTLAP KGGFPMRIER   

FG4  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FSATIPRKLC FEPVAVTLAP KGGFPMRIER   

FZ1  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FTATIPRKLC FEPVAVTLAP KGGFPMRIER   

FZ2  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FSATIPRKLC FEPVAVTLAP KGGFPMRIER   

FZ4  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FSATIPRKLC FEPVAVTLAP KGGFPMRIER   

FZ5  KNYDADAYYP FGVGPRNCIG LRQGLLLSKI ALVLMLTKFV FSATIPRKLC FEPVAVTLAP KGGFPMRIER   

 

      

     ... 

FG1  RV*  

FG2  RV*  

FG3  RV*  

FG4  RV*  

FZ1  RV*  

FZ2  RV*  

FZ4  RV*  

FZ5  RV*  

 

Figure S5: Alignment of the amino acid sequences of CYP6Z1 between FANG and FUMOZ-R strains 

Conserved regions are highlighted as in Figure S1. Substrate recognition sites (SRS) are deduced from the 

An. gambiae model (Chiu et al 2008). 

  



              10         20         30         40         50         60         70                    

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG3  MFVYTLALFP IAIFLLLRYI YSHWERHGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FG4  MFVYTLALFP IAIFLLLRYI YSHWERHGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FG5  MFVYTLALFP IAIFLLLRYI YSHWERHGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FG1  MFVYTLALFP IAIFLLLRYS YSHWERHGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FG2  MFVYTLALFP IAIFLLLRYI YSHWERYGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FZ1  MFVYTLALFP IVIFLLLRYI YSHWERYGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FZ2  MFVYTLALFP IAIFLLLRYI YSHWERYGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FZ3  MFVYTLALFP IAIFLLLRYI YSHWERYGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FZ4  MFVYTLALFP IVIFLLLRYI YSHWERYGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FZ5  MFVYTLALFP IVIFLLLRYI YSHWERYGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

FZ6  MFVYTLALFP IVIFLLLRYI YSHWERYGLP HVKPEIPYGN LRTVVEKKES FGIAINNLYH RSSDRLLGVY   

 

              80         90        100 SRS1    110        120        130        140               

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG3  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FG4  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FG5  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FG1  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWENLRAKLT PTFTSGQLRN   

FG2  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FZ1  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FZ2  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FZ3  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FZ4  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FZ5  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

FZ6  LFFRPAILIR DPQLAKRIMV NDFQHFHDRG VYCNEKGDPF SANLFALSGD RWKNLRAKLT PTFTSGQLRN   

 

             150        160        170        180        190        200    SRS2 210             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG3  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FG4  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FG5  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FG1  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FG2  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FZ1  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FZ2  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FZ3  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FZ4  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FZ5  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

FZ6  MLPTLIDVGS KLNDRMNTLA DEKTVVDMRD IASRFVLDTI ASVFFGFEAN CIHNSDDPFL KTLLQVNKRR   

 

             220        230 SRS3    240        250        260        270        280             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG3  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FG4  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FG5  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FG1  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FG2  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FZ1  SFVDNIRTSG VFICPGLLKL TGLTSLPTGL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FZ2  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FZ3  SFVDNIRTPG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FZ4  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FZ5  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

FZ6  SFVDNIRTSG VFICPGLLKL TGLTSLPTEL INFVMEIITH QIDHREKNQI SRKDFVQLLI DLRRDASSQG   

 

             290  SRS4   300        310        320        330        340        350             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG3  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FG4  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FG5  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FG1  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FG2  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FZ1  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   



FZ2  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FZ3  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FZ4  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FZ5  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

FZ6  EQALSIEQCA ANVFLFYIAG SETSTAAISF TLHELSHNPD ALAKLQQEID EMMERHNGEI TYENINELKY   

 

             360  SRS5   370        380        390        400        410        420             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG3  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FG4  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FG5  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIPKGTQ VIIPLFSLSM NEKYFPNPEL YSPERFDEAT   

FG1  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FG2  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FZ1  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIPKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FZ2  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FZ3  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FZ4  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FZ5  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIPKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

FZ6  LDLCVKETLR KYPGLPILNR ECTIEYAVPD SDVVIRKGTQ VIIPLLSLSM NEKYFPNPEL YSPERFDEAT   

 

             430        440        450        460        470  SRS6   480        490             

     ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  

FG3  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK LAAINVGLTP EVGLPMRIEH   

FG4  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK LAAINVGLTP EVGLPMRIEH   

FG5  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK LAAINVGLTP EVGLPMRIEH   

FG1  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK FAAINVGLTP EVGLPMRIEH   

FG2  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK FAAINVGLTP EVGLPMRIEH   

FZ1  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK FAAINVGLTP EVGLPMRIEH   

FZ2  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK LAAINVGLTP EVGLPMRIEH   

FZ3  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK FAAINVGLTP EVGLPMRIEH   

FZ4  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK FAAINVGLTP EVGLPMRIEH   

FZ5  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK FAAINVGLTP EVGLPMRIEH   

FZ6  KNYDPDAYYP FGVGPRNCIG LRQGVLVSKI GLVLLLSKYN FHATIPAKVK FAAINVGLTP EVGLPMRIEH   

 

      

     ... 

FG3  RK*  

FG4  RK*  

FG5  RK*  

FG1  RK*  

FG2  RK*  

FZ1  RK*  

FZ2  RK*  

FZ3  RK*  

FZ4  RK*  

FZ5  RK*  

FZ6  RK*  

 

Figure S6: Alignment of the amino acid sequences of CYP6Z3 between FANG and FUMOZ-R strains. 

Substrate recognition sites (SRS) are deduced from the An. gambiae model (Chiu et al 2008). 

 


