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Supplementary figure 1a. Analysis of OBP genes distribution on X chromosome (yellow bar) of Anopheles gambiae and their corresponding
orthologues & paralogues on Aedes aegypti (purple bars) and Culex quinquefasciatus (green) supercontigs. See additional legend for more details.
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Supplementary figure 1b. Analysis of OBP genes distribution on 2L chromosome (yellow bar) of Anopheles gambiae and their corresponding
orthologues & paralogues on Aedes aegypti (purple bars) and Culex quinquefasciatus (green bars) supercontigs. See additional legend for more details.
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Supplementary figure 1c. Analysis of OBP genes distribution on 2R chromosome (yellow bar) of Anopheles gambiae and their corresponding
orthologues & paralogues on Aedes aegypti (purple bars) and Culex quinquefasciatus (green bars) supercontigs. See additional legend for more details.



Culex quinquefasciatus Anopheles gambiae Aedes aegypti Culex quinquefasciatus
A

736929

supercont3.273 AAELO11416-
CPUIO010367,
Mclassic4
AGAPO12331

3227361 017
supercont1.579 AAELO15554
525933
AAEL002605
A AAEL002591
MGAPO12331
41963435
supercont3 424 [CPu012712.
o FRGA01237
CPU012716: Elm,m)nu 324
CPUO12717. FtAcAPo12323 40000000 supercontl 61 supercont! 3221
CPU012718. AGAP012322 4
\cPu012719: (AGAP012321 AGAPO12319:
AGAP012320) [AGAP012315:
TPU012720: {—AGAP012319
CPUI01272 Lfacapo12318 supercont1.61
400716
Matyp4
739061 MatypA A
4314454 2074912 2856899 CPLI008IT
AAEL0008ST 850938 571739 CPLI00R160
2258389) AALLOU 3] AAELO03315 2355619 CPUI008150
s AGAPO1164 AGAPO11647 AAEL004856 " Cooosios
CPLI000653 AAEL000833 U —— CPlI008 158
Celoo8161 30000000 - A CPLI08157
CPLI008160 AAEL010875. AAEL003538 CPlooaTS6
CPII008159 AAEL010874 AAEL003513 AAELO10714 | ~cruosiss
CPLIOO8158 AAEL000821 AARL0O352S AAELO10718 CPLI00815Y
CPLI008157
CPLI00B156 supercont3.183
CPLI008155
PLI00S154 AAEL003311
supercont3.7 supercont3.183 supercont3 70
supercont.132
supercont1.17 supercont1.514
o004 N supercont1 .83 supercont1.89 supercont1.500 supercont3.70
!
PLI004635 AGAPO11368) PO11368.
AGAPO1 1362/ \“@pow 1367. ANELO0G105 2189733
AAEL006106 AREL PLI00463S
AAEL006103
20000000
supercont1.203
Y AAEL006108)
MAtyp2 AAEL006109 1076427
161210 supercont3.216 AAEL006094
supercont1.189 [AAEL0063E5] AREL006385
AAEL006398 AAEL006398:
AAEL006396 AAEL006396
AEL006387 AAEL006387
AGAP010630] AAEL006393) 1006393
AGAP010649) supercont3 216
AGAP010648)
PLIO17342 AGAPO10650
AGAP010649
supercont3908  636209) £11009038 | supercont3.206 10000000H AGAP010648 Lush
supercont1 206
54
A(,A;vnmwr< CP1I009038 636209
PI008793———AGAP
666662
\GAP010409,
supercont1. 1002 1835550
16611 83307
AAELO11730
0
Chromosome 3L
CP1J009937

supercont3.265
supercont1.606

Supplementary figure 1d. Analysis of OBP genes distribution on 3L chromosome (yellow bar) of Anopheles gambiae and their corresponding
orthologues & paralogues on Aedes aegypti (purple bars) and Culex quinquefasciatus (green bars) supercontigs. See additional legend for more details.
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Supplementary figure 1e. Analysis of OBP genes distribution on 3R chromosome (yellow bar) of Anopheles gambiae and their corresponding
orthologues & paralogues on Aedes aegypti (purple bars) and Culex quinquefasciatus (green bars) supercontigs. See additional legend for more details.



Additional legend to supplementary Figures la-e. Analysis of OBP genes distributions in Anopheles gambiae, Aedes aegypti and Culex
quinquefasciatus genomes. Genes from the subfamilies of the OBP group are colored differently: Classic OBPs genes are printed in blue, Atypical
OBPs in green and PlusC in red. The An. gambiae chromosomes are in yellow and are centrally located in the diagrams. The Ae. aegypti and C.
quinquefasciatus super contigs are featured in purple and green respectively. Orthology between OBP genes was mainly established using the reverse
blast hit (rbh) methodology (see materials and method for details). Paralogous relationships were confirmed through examination of the corresponding
entries in the inParanoid database. Two-way orthologous relationships i.e only between genes in two genomes are connected with black lines while
three-way orthologous relationships are featured using green lines. Red lines indicate inparalogous links between the connected sets of genes. The
contigs from C. quinquefasciatus or A. aegypti are grouped in a square when all the enclosed OBP genes are from the same phylogenetic subcluster and
are inparalogues, except for genes or contigs that are colored in semi-transparency : in these cases, the genes or contigs are displayed to recall their
existence in the given cluster but do not share inparalogy relationship with the other enclosed OBP genes ; they might be orthologous to other genes in
other chromosomal location. Underlined genes are newly identified genes in this work.
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Supplementary Figure 2a. Rooted phylogenetic tree of the odorant binding proteins in the
Anopheles gambiae genome. The Classic OBPs subfamily are colored blue, Atypical OBPs are
colored green and PlusC OBPs are colored red. The bootstrap values of the branches are indicated
on the nodes in percentage values. The names of identified clusters are indicated on the branches

(see Figures 4-6).
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Supplementary Figure 2b. Rooted phylogenetic tree of the odorant binding proteins in the
Aedes aegypti genome. The Classic OBPs subfamily are colored blue, Atypical OBPs are colored
green and PlusC OBPs are colored red. The bootstrap values of the branches are indicated on the

nodes in percentage values. The names of identified clusters are indicated on the branches (see
Figures 4-6).
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Supplementary Figure 2c. Rooted phylogenetic tree of the odorant binding proteins in the
Culex quinquefasciatus genome. The Classic OBPs subfamily are colored blue, Atypical OBPs are
colored green and PlusC OBPs are colored red. The bootstrap values of the branches are indicated
on the nodes in percentage values. The names of identified clusters are indicated on the branches

(see Figures 4-6).



Supplementary Figure 3a
Classic OBP : mclassicl (average seq. 1dent1ty 39. 8%)
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Supplementary Figure 3a. Protein sequence alignments of OBPs that belongs to the different clusters of the Classic subfamily. See additional legend for details.



Supplementary Figure 3a
Classic OBP : mclassic4 (average seq. identity : 77 3%)
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AAEL002591/AaegOBP13/1... METFAARVSFANT GCHANT--E QEEAARQEAGHCHOQTGTSE SHQRERNGTSGAD NTKCEMQCEEQGAGVMIDG GNMQE' FUTERNEASENGOANAEENM RICENNSG NACERSHSHEEQ CElANREASEN-
AAEL002605/AaegOBP14/1... METIAAN SFANIVGCHANT--E QEEAARQEAGHCHOQTGTSE SHQORERNGTSGAD NTKCEMQCEEQGAGVMIDG GNMQE' FUTENEASENGOANAEENM RICENNSG NACERSHSHEEQ CElANREASHEM-
AAEL015554/AaegOBP61/1... METIAARNVSFANIVGCHANT--E QREAARQEAGHCHOQTGTSE SHQORERNGTSGA D NTK CEMQCEEQGAGVMIDG  GNMQE" FUTERNEASENGOANAEENM RICENNSG NACERSHSHEEQ CElANREA SEN-
CPIJ012716/CquiOBP17 HRSFVANTSLARY  SSHANT--E - MEAAROBAGEICNOOTG SE  SWORBRNGTS ADSNIRCENOCEEOGAGFMD  'GNVQE HWIERYS  EF RANAEENMSRICENN  GPNACERSE" HEQ CNANEA Y -

Classic OBP : mclassicS (average seq. identity : 49 4%)

Consensus .XX.XJXXXX.XXXXXAXXTX ZQxzxzxm-xxxcxxaXGxxxBxxxxxlxcl'rlxxxxxlcxxxcmx-xlxxxxxcxmxxxlxx.x.sxxxxlz\Exlexcxxxmxxxcxmxxlx zclxx|xxxx|x
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AAEL001826/AaegOBP8/11... IK BVLI -SLE VGSOAFFEP QHEVARRETM C/TEIG G VG RFH GHETHT KSHECFMKCVECENMGCEI GTVNK VIV EESEG T HAEMBA KC /MFEG GC BAHGHEF CHv B K IB
CPIJ001876/CquiOBP23 K CBVLIV: W VGTHAFFEPOQVEFARKES" 'Cr7EV@ GV IG RFEMGHETHET 'KSECYMRCIEGEM BL P TG INK TH LEN HGST  'MAERBAVRCGSFEG C'BAHGHY CHFTEK - YH
AGAP008398/AgamOBP21/... M SHE IVFVVEL AVSTM QHEIARSE CR"ELGG FATKMBLGETE S T HCTICCME BMCETL SG NR VHI HESHG PT HAE BA VC EG T C /EAFSHY CHH B XSIB

Classic OBP : mclassic6 (average seq. identity : 41.4%)
Consensus BXXXXXX- xxxlxxxxxxxxxxxxxxnxxxxxxxxxlxxlcXExsxxxxssax-xsclxspnxxmc-oc-o-aal;-xloxxxx.mxxm-:nm.xx.xxcnx-mpcDmlp.xxxclxxnla-x

it ot sentele e oraes e T s CT o A RE Dt oetmmnRl D apc ) M oo

AAEL007603/AaegOBP10/1... MTSFRL  LTVELVLLF FMRGVHS D- VLSK IKGE LICTIE SGIT SSAKEER GE SPD SIHCENQCEESHEREM ENCYM BDKVLSLEGHLY EDEARKL ' KCDLERITNPCDTANAMY CHR NEAREL
CPIJ014525/CquiOBP24 MTSYKL -LCIE IF GIUFVSISHOODVTKLP 'V CGEKLECIE SCIT SSAKEE SGE SPDM  THCENOCEEOREREN ENC ¥ HOTLTKENETEYVVDEDEAR M@ KCDTRRTNPCDTANM MFICH XKNEARNES
AGAP001189/AgamOBP10/... MVRVLI -~ V@V LL--TF/.GVKPTDKG 'RTVHTLTIESHMTVSLH SLSLSESSPSFSBIW CFEQCEEONEREN ENGVM EDKL VENTHELVD DEAN Y¥W ~ CDLERTNPCDTANAVY CHLGKEARNF
AAEL007604/AaegOBP76/1... M IFHVG-- PMH I GUPGPIS SONSIVAKOID ERKOCVELS VSV SATEVESGE PDWSTHRENMOCEECR! rM E GWILED VvV EFSRICDESRAR M@l ' CDIOK NPLDTAEAVLVCE GNE ---

Classic OBP : Obp59a (average seq. identity : 56.0%)
Consensus xXXXXXXXXXXXXXJXXXXXX'(XXXXXXXXXEXXXXXXXXXX.XC‘(X'EXXXXXXXXXXXXXXXXXX)‘XCX‘C.ZE-(TNXXG.P_X"DJ'(XE'(X‘(DS‘EC-IXXDNX.D.CD'S.X.I‘C‘(X'( ZXNCBD.EXXX
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b b | ‘ ‘ T
: TRl B OCTRGR Mo TP A O e a0 TORCER N ORCD oo e
1 B Rﬁmﬁki\,\. éé ??LL@E ngfEDLRCgMRv e RRg Mo l WIS iy ) i 2 I
CPIJ010367/CquiOBPSS MGURRRVVLLEV -~ LV LL: FE GT' LK RTE GPS VRKVIRICHK EET KOS GSHR YGHGPGRETCLEDCHE EHEMINS GEP EEEVEEY. TEOLE -EEK BN/ DSEQECHENGYDNXENDECDNSHKEMTCE §: NC' DEE
AAELO11416/AaegOBP83/1... ||HWPSSHSTLITVSTVFLFLLE ~TW" LKCRTE/GPS" IRKV TfvVCHKREES G TRROT/GT! T R CMMOCEE EMEMTN - GEP [EEVEEN  THC ¥ vEER E¥TDSEQE CEEMT SV DNXERDECDESHK BMTCE '8 NC DEE

AGAP012331/AgamOBP29 ~ TPUKR(OVSR VTVGI G IVLELLVGTSP" PVEGLR  (VKRIVETCH XKEP GG FSSSSSST I R CLMQCHE EHME TN GEP KEEVEEY THEO'E HEER  ENDSEQE CEEM!CLDNRENDECDESH: BMTCHS B TNC DEESVT
Classic OBP : Pbprpl1 (average seq. identity : 53.6%)

Consensus XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXEJPXXX XPX.X-X.CXAEQGA XEXXBXXCXDEXXX XXXXX.C-Z-II).X XMIX XE XTCX IEEDREEX XJ XPXBX X.XX)I(X.TXEC)(-X XX DXCXTA-EX XEICEEXA BD XWX REC B X

e el BOURTAD L) g (TR Y AL vl o L AT L

AAELO06176/AaegOBP2/1158 M OLMLAVLLAVFLGLVA OVTM~ -0 IK 0V LELE YYKE  HIEE BCLAESGAMESKEK CMDEVLH R VECHNECEECEY W E TG IEEOCRE rL B/ VE VF EETKECGHEEK L DSC TANEV HCEE AND  WvEECHEER
AGAP001556/AgamOBP7/1154 YS! TRIKMS' LVVVLVLLTMY IVLS" PFEIP RYKE" MEE BCIAESGASE (ERTCLDETVPT: P’  FCEEECHEECHE! WV E  TCGREEEDRE.YIIP » VE "V EETRECSHEEYTPDKC TANETVECES AHND ¥ EECHEEE’
CPIO01365/CQUIOBP7 == mmmmmmmmm e MK G IGKGSIEIP ( FREIEMEEKECVAESGASE  SEKKCIDETIH  RGVECHEECHEEDEY W ECTCREEEDRE rL BS 1§ L EETRECCHEESH DSC TANMEV HCHE AND Wi KECHER

ol

Supplementary Figure 3a. Protein sequence alignments of OBPs that belongs to the different clusters of the Classic subfamily. See additional legend for details.



Supplementary Figure 3a

Classic OBP : Pbprp2/5a (average seq. 1dent1ty 35. 8%) ‘
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"ol mcsmanmrmeR oo S LR i?‘.’:mra"a’f“uﬁEﬁéCé”Eng é%DXEm Kb E;R QBCEYACLEEE Envh 'D” BFQKE FER?A?EQAg RLh 8%&1 },é Rﬁ,
CPIJO08285/CquiOBP3]1 —-=—======—=——————— MKFSLVLCLLPAVIL KLISR TCR EG@.8 EDVEMLOSFTER f.-TT.CY.SCVH KIGYSD--G - KEGLSTAVIFSSKDR TMORIA C GTTN DHC BAADE CIIPSRR -
CPJ010724/CquiOBP26 —-——-—==—==——————————] MKIILAFCLFTAV LELSPEEKKC v SCEDVEMFRSLOB .T'I‘CY. CMLOKI YSD——QK- REG.LHTMT VAK R-KAIOHLG CIGT NI.DPC me CLFR=====—
CPlJ010723/CquiOBP25 =—====——m—mmm e m MKFPVALGLFVAVVTADMELTPDERNCOMRORASIDKDV EM FHTMREBV .T'I'CY. CMMOVMEYS --QK-IR R. FYLSAAKNDDOR-RTIRHLADKCO@TEHDDAC mD'/ CIRR=====
CPJ016479/CqUIOBP32 —=——————————mmmmm e MNLISAFGVFLAAAMVSADLSIECKCMKEE@R TVDODV EA FRAAMBFIVORCYEGCLFO A LEYLDA GK Il ' SEGELK TTLPM KHTOGVHRLAK(OCF-@V~N:DRCIG-DLMACLK DRG - -~
CPIJ019607/CquiOBP33 =====———mmm MRYSFVFIALTILASSCSGSMEQVK CcM EDVEBDADADLF KMKHV“P .CF. CMF RFG}TBD——GH. TEVEL SEKL DOKML RIMA 'RC @GV N/ DRC/ [BAADEL CLRG ====
CPIJ007937/CquiOBP54 MILKTPETFTOKRVHTCMFERLGTS DG EWFHK FVASMKOVK CcM EGVS D LF KHKHVmp l:F‘. CMF RFGTFSD——GH- TEV"I SEKV DORMISLARI'MA“RC GV NI DRC '\A m CLRG ===
CPIJ019608/CQquiOBP34 —-======——— e m e m— MPNLPTKTLIKS F CI EG@"'SKVDADVVRKLVBOEBYT .CL. CMF SGTSD--G B K TELT  GKM I VDK VORMA 'RCIGV NI DRC BAADE CLSGRKRS-
CPUJ007934/CquiOBP40 —==—=—m—mmccccc e e e e e e e e c———] MYS FKACI E@"SKVDADVVRKLVEBOEYT .CT_. CMF S@TSD--G OE KETELV I GKM GVD SAVOKMA RCIGV NI DRC/BAADEV CLSGRKRS-
CPlJ007933/CquiOBP39 —====————mm MNILS ITSLIFTSAYSMSDH FHACV EGPSKKDI VITKF ETMT .Cl". CLF TGTS ——ﬁH- KERYMKRAKELAGNDORKLSGFOAVAERCLDGVENVDRC mD.L CLEGSSS=--
CPlJ019609/CquiOBP35 =—=====—m—mmmm e m MNILS ITFTIFVSAYSMS FHACI EGPSK DVKVITKFTHKE_T Cl"'. CLF TGTS --GH- KER"IKR KEVAGHDORKLSGFOAVALKCUGVINVDRC leL CIRGSLG=--
CPUJ007935/CQUIOBP4] === === m = e m e e e e e e e e e ] ME0OE@" TKLDIHG VK SLWEMlTRRCLI" CVF " HS@II LD - -GK VK EVELOKG ' PHT V-LKAVRAVAKRCD@VAN! DO CHEAADIN “CIKGKKPD -
CPY007936/CquiOBP42 —=—=———mmccccccccc e e e ca— -] MVHFTSREEMROKCM EG T VLKHLSE S. .CFL CIF HGRTBD——GK-VTEV.L KGIKMSGI'DORLHSVRIAATRC GV N DRC/'HAA WV CLK S====
CPIJ010728/CQquiOBP27 =======———m—————— MNIYCTVGLLATLALVVSVS RCMR-E@"SIOVDAOVLR SPHVE-T .CFF CMYR SRFBD——GK-TK GI» YVMRVVGHDGLKFOVLSAMADKCVHL:SDODRCOBAADE KCLFGOHRK
CP1J010729/CquiOBP56 YVRK R RLFERGDR L IHSCI YLTPPTTP ICRI'REG "SI DVRLV SPP,RW CFLOCLY RLG[YSD--GR-LSEG.LR MLG HDF RRRVFMVALARRCIUGLVSIDRC .AAG.? CIF KS===

Classic OBP : Pbprp2/5b (average seq. 1dent1ty 39.5%)

Consensus -——XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX.XI(XAXXC'(XEGAXDXD‘(XXXXXXPEXXXQm'(XCXQXQ“XBDGXX.X.mXXXXXXX@(XDZXXXXXAXEXAXEC XXXXNXD'CQ‘(XD.XXC XXXXX)'(XXXXXX——

,_IKg,r-.'na?\?gggg%??@g?"ﬁxéﬁ Agu Ig Nq QECK% E‘: iﬁoé CLE ’ SQE &55 ELEfﬁgbfzku @E gg MA@EEK AQDIQQ%&EE Bﬁlgf

AGAP002905/AgamOBP13/1149 MEKLSS VLYF LL T MV RV GS L K MRGIA C.I‘KEGA’I‘D D@l GFV MP;ESRTQ.C. GaMQ Q“/S GX . Gl I KMLMKG-D:ETK IFLAKEIAX DCKAVAN m: B VDR1CLKESA FHGI-LKH--

Sequence Logo

CPIJ016965/CquiOBP28 -=-MRLOVALFLTVFVLAHV SUKEOAK MUESMTOKCH  EGASD D@ M1 MPES VQECFHSCVQ QEGVSDE XEL —GHL MM VG -D GHAKEVA "EC GV N DfICO VDEMTCVK GM  BRGIKV R--
CPJ016967/CquiOBP30  —————-= MIRWOLAVAVVFFLA A HAFAOT R VLY IRV IAO SCI REGASDGDI GLIT  BVTRVQECHE SCVQ QHGVSDERREM GYL IMRVVVET -DOLR(RIVIE'AECIGV N DECOE" IDEMICVK "L BRGLRSK! --
CPJ019610/CquiOBP36 ~ —————- MKSFYLIGLLLVLAL: YSKTHPOA IIT @Il 1 »AC . Cl* SEGASD Dij VL~ GQPET  TQNCHEFSCVQVOEGLSDEKKH |l GELKHS " IVESGI ' RRK-AIETAZEC K ITN " DiICOMG" Dl "C IKOGM [l 'VSKD/ ===
CPIJ007932/CquiOBP38  —=—————mmm MEKSLYLIGLLLVL L YSK " K @1l "A_ " Cl SEGASD Dij "L PET T HCHEFsSCvQVQEGLSDEGXKE M GELKHS " IVEPGI  'RRK-A'EIA"EC KITN DCONG DE 'CIK GM W "SKil---
CPI)007931/CquiOBP37 =  ===——mmmm e e e o] MTYKOLFGRPT! KRELKL AG CISSEGATD Dl " L" GLPET VQECHEY" CLQKQEGISDGKKESHE GELKRS VLVESGD" 'KRK-AUEIATEC GT N DCOMNG" Dl KC IR 'GL IR 'RHSK'SK
AAEL000035/AaegOBP57/1151 —-KFSS"LSFUSLOLWREVT L SR KK MMEGMA T I CIKKEGATD ' Diij~ LL" ' TRET ' VQECFLSCFQHQE ISDEXRE W GE' LS MMFE DO KM TATEIATECSSVI N" DICOESYVDEK CV K M JRGIKM! K--
CPI)016966/CquiOBP29 =  =====——————m——mee MV IIINTGPFKE ILLAVRGMLO DClf SLGATD Dl H 111~ - BEVRVQIICE HC M KQGYV LHGR K I} Gl SV KLV IFL-DKRKSRYVD (VA DECI K IDNIDLCHG: "LYMCAVTGLRJRGIOL----
Classic OBP : Pbprp4 (average seq. identity : 60.2%)
Ill /II alr ’1"' 60 ‘.r'l) P’* ‘)D !Oll 1 \ /0 1 al 1 1 l"{l
Consensus xxxxxxxxxxxxxxx-(xxxxxxxxxxxxxxxxxxxxxxxxxZDxxxxcnxxxxxxxxxlxrzllXE?XE!DDKPXCI(I:XD(XXXD(IXDDI(NEXAxp.xxl(xxxr:!xnxclznxxxxxcsxz\-xxl:l(m-(c;xﬂ)xm
miRan A m u . [N,
(] - / - ' [ = " "
Sequence Logo o AL ,' | y\,{ ) ,\, BILE ] ,,| KN I Ic ’ NS
: g I : - ,‘l v Y LN
0 RCALM K% En 6“0 D ﬁ . LI Lol e DN+ ! 1A\ N VKAWN
AAEL015313/AaegOBP59/1... ----- M KPGVKLSL-IGLM LLO--STSGUSMT! GV SVEDIY, ICNKTF ISMUFl EEN TP ETDETEMCHIECFE KG EVISDDEINEE AVALGEVKSGEEID CH ELTG PCERANELMECHSTR EM GRSEDSEK
AAEL005778/AaegOBP20/1... ----- M-KPGVKLSLEEMIGLM"LLD - -STSGCSMT! DGV SVEDIYA LCNKTF: ISMUF EENO TR ETDETRMCHINCFE KG WVESDDEINEE AVALGEVK 'GERID CH ELT- - - CERANELMECHSTE:EN GRSEDSEK
CPIJ009586/CquiOBP14 ----- GVKTV IFLLGV CSSSGCSLMIAG G SSUGHUSVEDINVECNKTFIITM Y EEN TP ETDETPMCEVECFE KGGELT DDIWNEE AFAVGEVK ' ERID CH EMTGT CERANEL ECHSTH BN GRSEDSE:

AGAPOOZSSG/AgamOBP62/ RCALAGCEKLLPA VLI~ LOA TVPEGTVA GCSMLNVPEV-TMODA IA OCNR SP Yl EEN TP ETDETPLCHIECYEK LGELT DDENEEVAIAR B TSGETVD CH EM GS' CEANE TECWTE BW G<SED B-

Supplementary Figure 3a. Protein sequence alignments of OBPs that belongs to the different clusters of the Classic subfamily. See additional legend for details.



Supplementary Figure 3a
Classic OBP : LUSH (average seq. 1dent1ty 44.7%)

Consensus ———xxxxxxxxxlxxxxxxxxxxxxxxxmxl)xxxsxxx-xacar-xlxxxxlxxxxlx xxxxxx-cmxchlAGwa'l-ialsxﬂlT'XAQlXA-PXExlxxalsaxxxcloxoxx-DxcolxlxsxicXAxxxm)mxlr
Rel Tt onogBCTCTAONY T BT RN kU s 10 (O ol

| coamanpial o A OB ReACA A L o ad LN AR s he AL A Qe DA DRel o0 )
AGAP009629/AgamOBP5/1... SCWWWRWWW FIMGLV FFFIPFPSV’ CAMTREQLT SY MMRISACAPEE<WST M@ LRGGIF R EECHETVMCEAQMAGTY EEGEN VPETLAQM AMEBEP MR KANEAIHSCRDVQGREEDSCDETFYSTHEICLA Y RDVELER
AAEL006454/AaegOBP1/11... —=————— MYVVIEVLVLLSL ILSTS AMTMER LK SL MEE<ACAPHEE WL B GRE - K EECHMCEAQMACGT L TRNCELS.SETTAQN AMBP EIN ANEAL ' CHDIQSGFEDPC HVEIFS BC A Y PDVEFEP
AAEL014082/AaegOBP34/1... ==--=MIKIRIVTHELV VLLL TLRPS  AMTVED IK SM THREKACAPEE WrL B G ER-PO sk HCE KCEHAQMAGT.THENGENSrSHTTAQN ALBPTELE PAREALK CH VHT EEDSCDEVEYSVEIC A F RDVEIEE
CPIJO08793/CQUIOBPE === e e e e e e e e e e e e e - MIRFTHEV- IBVLFLKLLGPS @ LOMNEGENS.SHTTAQN AMEP EME FANEAMT CHD Q GEE TCDHIMYSVEICVA F KD EHLEP
AGAP010489/AgamOBP4/1... —--MSVSVLVSSEVVLF VO LI HI CAMTMERLT SV MHE ACAPEE<W LHGERKSIEP- ' P K [HECE MCEHAQMAGTVTREGENSFSETVAQN AMEPrEMETMANEALTHCHEDTQ TSEEDPCDR MFS BIC A FTPDTEMER

Classic OBP : Obp19a (average seq. 1dent1ty 45 9%)

60 100 26 130 149
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Sequence Logo £ M vR{\E L EiLAL QKA AE@(RE EQL AL Q&A vlﬂ BB% EEQCRNA ;K AYAL E E EbN

o, ?.fxv'-v' A S ﬁ'\M "k"\ 4 "lu“Xp J.'i "‘ \A 35 \Y) " (Zivasi N YL HKEAD
AAEL000051/AaegOBP56/1115 M —==-- EIGKLFR MC P.HKLS ILEAGK GVFP TH FKC.ISCLL rvmVTKRIsy KSLEQED LLEUMKPUFRKGLI*CK VA SGI ' CUSAFVLL!CFY NNB HILP
AGAP004433/AgamOBP19/1137 M " YL ———-— ISVVIYSNYGMY Il EQLET RTFI MCOPEHKISDEVA DAVIRGVFAD T FKCHV SCLLD IOV~ REGHV! 'Y~ K SLEQEDTMLE HMKP~AFR~: GLIA CKS*A(GVll'HCE“AT ILL(OCFYKNNPEEVEP
AGAP003530/AgamOBP6/1155 SSITVIWVV VIGVY LVFRP LVH SLEBO~ DMDETIAKGMEKEICM SRHKISEEMANYP S-0 IFP EFKCHV"CLMDOLTQT SKGHL /YD " VIiQED  ILPI ' YROBFRLGLD SCT"ADD . TORCEVAMILLKCFFK" SPHEFEP
AAEL000071/AaegOBP2/1141  MKTLSV----- IILGAWLVHLGGVMSSMEBFEDMOETAKMMEG ICOPYGIPD DV SSGVFPD SREFKCE* SCLMDOLTHT” KRGIL Y=~ 2 VIOl - TMLBODFREBFRVGLD SCJ) »AD@ID D YCEVANTLLKCFFK~. SPIEF WP
AAEL000073/AaegOBP4/1146  MIGLHKV---KLLFHVLL"VMLSLHT S’ SKSEMEQL" " S"MMEGMICVGETK" PLOLINGLG-RGFV: 0 LKC@" 'CVL" MMO" MREGHV' " DS" INOVDLL IPP" IGIBPTKK" FOMCH 'SADGIE '/CE"AW" LVKCLHOKNPHYFE
CPI)009568/CquiOBP8 MIWRRF === =~ IVVVGMALLSSHLVES: A BMEQL: S SEMMETHCHMGTKPPMD OVEGLG-OGFA - GJjE TMCHIS!'CVL " MG MRJGI T/ DG" IQVDML IP" " IGIBTKK"FO ICJ} " ADGVl ' SCE Al LVKCLHKNNBPRYFE
CPIJ013976/CquiOBP10 - VLLLV! SVESY . SMEQLTRSG O MMESHICM || KP SLIHV GLP-SGFP" SjE IMC" 'CVL" LjJOGMRRG TV DS MQ" DLL IBP" Y/ " BTKR" FOTCJH" GDGVl '!'CEVAl" LLKCLHKNNPEEFBP
CPI)016948/CquiOBP9 MSVR Fmmm—— LPLAMLAL LOKTEMEQL FTGH IMETMCLGHESR SLUOV " LSRROLP GE IMCH 'CVL' MMQ" MREGHEVIVDS" IFOEDMMLE I nPTVK F MCH 'SADGTH ''CE'AM FLKC RUNNPEEFB
CP1J016949/CquiOBP12 MSVR Fmmm—— LPLAMLAL LOKTEMEQL TG IMETMCLGESR " SLOOV A LSRROLP: GJE IMCE" 'CVL " MHQ" MREGHEVIVDS" IFOEDMMLE I " BIVK . F MCH 'SADGIE ''CE' AN FLKC' R NNPHEFB
CPI)016952/CquiOBP13 MSVR F=—mmm LPLAMLAL LOKTEMEQLONTGH IMETHCLGESR" SLUOVH A LSRROLP GJE IMCl" 'CVL " MEQ" MREGHVIVDS" INQEDMMLE: ) I/ nBI'VK . F MCJl| 'SADG T} '/ /CE"Al" FLKC 'RUNNPEEFB
CPI)016951/CquiOBP57 MSVR F=mmmm LPLAMLAL LOKTEMEQLONTGH IMETHCLGESR" SLOOVIALSRROLP GJE IMCH" 'CVL " MEQ" MREGHVIVDS" IEQEDMMLE: ) I nBIVK . FMCl| 'SADG Tl '/ /CE"Al" FLKC RUNNPEEFB
AGAP005208/AgamOBP20/1142 MLEVEF —==== TLLSCTKKKK IFPLRK SEBVEQMMESG ' M IlSHCLGTKV LVIGLR- SFADVEELKCEV ! 'CVM: MEQTMKEGHEL YD" SVIQEDT IMP © L GBMR" " L) ICIIVADG I ''C " AVLLOCLSKNNPEEIEP
AAEL012377/AaegOBP55/1151 KRM! LVLFGLF/VVTLFOTGLGGVGV GK" BVEQMTEIG M I MCIGHELKV LVIMLG-DKFPDEELKCEV!C IF " MEQVVKEGHEL! YD  "MEQEDT IMB © L~ "BMR I* LI/ CJT" SDGI|§ 1'Ch~ S I OCV: KNNPIEVEP
CPIJ006551/CquiOBP11 M TRV ———-- LALLVWIAVWSTGKVEGKA BVEQMMETG M IISHC IGIR: K SEELVINOLK-1 SFPDAMEVKCHEV!ICA L MEQ” MKIIGHL!' YD~ MLIIQEPT IMB LA EBMRIAVNVCI'SADG T/ 1/CE~ Si" V2 KC ISKNNEEEVEP

Classic OBP : OS-E/OS-F(a) (average seq. identity : 55.2%)
Consensus xxxxxxxxxXxxxxxxxxxi(xxxp-.mx.p‘pPExlxxx'-*xxxxcxxxmxxxxlexx'lsvxxxxxnxx-c-xc-mxlxal)xekxlxxllXDxxp'xxxxxmxkxxx.cmpquxxcm;x.kxmxnpk.x.x———-
Sequence Logo <
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AGAP003309/AgamOBP1/1288 —MKLVTFVFAALL SMTLG TT!-JA .P‘.PPEI. LEPLHD ICLGKIGY T ABKKESD " IH D' KENCEM CHEH AK§V D '@ VHEL ELEDSLBSSMHDE MHMGK.C.YP G TLC KA-LH".'- SDPK.F.V————

AAEL009449/AaegOBP1/1143 —-M!GSVVFVLS  LVSLSVG VTPRIIDA EPPPEFE ~MEPLR  ICIKKIGVT AN ESDGKVH D | EECEM CHE:H AKWY DTGHVEL ELHD LB sMH O LEHMGKECHYP G ' LCEXKABNL{ECHE SDPXEN-EI----

AAEL013018/AaegOBP3/1143 ~—-MIRFIVFVSSCLV VSI  VTPRRIDA EPPPELE ~LEPLR IC KKIGVS AL BESDGKVH D KEECEM CHEH AKXV DTGHVEL ELED LP SMROE MHMGKECHYP G ' LCEXKABNLHECHE SDPXEN-EI----

CPIJ007604/CquiOBP1 KTIVLFS VIGI VVVL" VTPREDA EPPPETHE " LEPLH IC KKMGVT AN ESDCKTH D KEECEM CHE: AKYV D'G VHEL BLHDSLP SMH B MEMGKRCHYP G 'LCEXKABNLHECHE ~DPXKEMFEV----
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Supplementary Figure 3a. Protein sequence alignments of OBPs that belongs to the different clusters of the Classic subfamily. See additional legend for details.



Supplementary Figure 3a
Classic OBP : OS-E/OS-F(b) (average seq. 1dent1ty 36 7%)

5 100 120 140 15

Consensus xxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxcxxxxxxxxxx.xx|xxxxxxxxxx|xC|xxcx-xxxxxxxxxxxxxxxxxxxxxg-xxxxxxxlxxxxxcxxxxxxxxxxcnxxxmc-xxx;xxxxxxxxxx
siibegon sl L ooug e et Mool ot pes
| Rl LAR e AR oRRANRE Ror FER Kaeep R B 3 ol PALVGRVRAE iR . e BT
CPIJ007609/CquiOBP58 MRG LIRGLTVCHINETYVS 'I‘/Rm FDGTP ISC.LYCI- K FWI SRNELHLTKALEIVB-VDF .(MGLKCLKVK G C l LWY. C-'(SSH HYFLI
CPJ001730/CquiOBP4 KLLVLAIGLVOLIRS GRINLTELR YPPOFLMDLFK SAVCHIN ETYVS 'I'/R.? FDGTP lGC.LFCI- KNFWINSRNELHLTKALEIVEB-VDF .(MGLKCLKVK G C . LWY. C-(SS HYFLI
AAEL008009/AaegOBP37/1... RKTLLAFFFFLFLSCGDAVONLTALRGSDYPPMYLINLVKSALIRCHOLIDI SV.V'R'? YEGT mC.LHCV. KGYWIPEKSEVDIMKILDIVB-KDFEOP '(MGLRCLKVK G CS.SLWYmC-( P KVES
ACAP003307/AgamOBP15/... MLTIVVATSICLMATAS PKSLSPELLOOMGOFRSECLRETGTT B OB sPsvOorSHER C.*‘IYCM.LH VTRPNGELDLIDVYHAIB-KOFN SIAKVLAKCIKSTGPI C . YSH.?C- T LRLPVAVCL
AAEL008011/AaegOBP36/1... LYY UILIAIF(WVOSWLVGHAPUKAGUFSRSMGIIMT . SUHG CVTETGVS Sl R. GPIF K'KC.\‘I CM.(FG TKPDGEVIMIEVYHKIB-KDFN SV .IV KCR I0-G C . FSH.(C- MAP VIHVHS
CPIJ0O07608/CquiOBPS MTVATWLSSSVLIR POORAPDFPPASLIELTVASRKVCVDETGVTEDSIE R. VF RlI(C.~1 CM. FUVTKPOTGOVIMIELYHAIB-KEYN SVTIEKVYNKCROVV-EGSTLC l FSH'(C. VHYYLF
Classic OBP : Bombyx mori (mmus ()} (average seq. 1dent1ty 21. 5%)
Consensus =0 mmemem—————— XXXXXKXXXXXXXXXXXXAXXXXXZXXXXXXXXXXCXX)‘XJXXXXXXXXXXXXXXXXXXXXXXJXCXXXXXXXXKXX@XXXXXXXXX'(X—-XXXBXX XXXXXXXXCXKXXXXXXXXXXXXX.XXCX‘(X.X.XX-
4.
Sequence Logo 2 5 F
..mm?l?-‘effag?-‘::«?@'-':‘l&?}sc*“A@.~uB§gﬁgﬂTz§w§‘5. Cﬁ*ﬁL‘i}T R seesn sk BsEDREL, C K PeR T Ea%VEFa. thﬁﬁgﬁmﬁw%sc xs.?Eza«. e@:gEXSCF. 5“@1
AAEL001836/AaegOBP78/1... ========== -MKILEVVVFLTVVALCKADYSDKOKOKLDEFTSKCI l LPSDLGKKFKYGLKEK TKKFISCSMOKLSFMIET@SIL SII -ADKYDRT-MAMNVITKC-SKLK SM K .Y CF"’l IS. I-
CPJO01872/CquiOBP70 ======————— MKVATGVIMVILVLCGLCMAEYSDK LN DVATKCKKKEDISSODIPKAVOYGF GDLKKKYVCCTMRMM!NFI GTIOKEVLY mT-- KFORK=-LSTEVVEKC TVEGESVGEK .FKCF.LS. B -
CPIJO01873/CquiOBP68 —======== MOSFLSFVTVAVALVVVCKADYNDFOKETITM LCKK . IPESKIOOMAMYLSRDDKKSKOYYSCMMLKMGFM @ INGPEIV "I -=POYDRD=AVTTVVDAC-KSPIGKLI KAY .T CF. KIS. I-
CPU001874/CquiOBP6S === —cccccccccccccccenn o) MUFVADYNESOKETINKYSOICMK EllOFPOSKILOMAMYLSL KSKOFYACMLMKMGFV @TING IVEEMA ==POFDRE=AVASAVETC-KNPEGELVN DKIYANG CF.TK.’I' I-
CPIJO01865/CquiOBP66 ~  —=—=————————— MKFLIVLSLASVCLGHYTEKOLEKMAAVSGVCAV lKVTK FVERAKSGLFPOVOMSKNFIACFLTK ILTPE@DFVRAKFV .F --_GH =TV IYNKC-STVEGATR KAY .H CY. LIH----
CPIJO01875/CquiOBP65 W ======—————— MMKVVATLLCLVAVTOANFTVKOMEKIHSSFVNCTT - IPEDTVHY ITLTVK MYKRNLLCLMOGMRIAKPT@D I DVPIMR .LR—— GHDEK=SLGEMLEICAKTAKGATPEEKAY .H CFWT K'/V-
CPIJO01870/CquiOBP71 ~  —=====—————— MKLAFVIVLITIAGSCMALFSKKELKLILDSAKYCMG ISIPS IAERVMYIV -V ITKKYITCVMKKMALIDGE@IVSK IT TFK-- Y -LLKPLMEOC TPOGATL RMFK.Y’I‘C l K.'I‘ I-
CPU001867/CquiOBP72 === —cccccccc e e e e e e e e e e e e e — e ————-—) MONESIPL VFDRIMYNGPTRDDMKYLRCVYIKFGILDASDKFVIDRAVEEM=-=DRY =-OVRPVVTRC- 2K PSVYFRLWOEYOCFSADPSLAG -
CPIJO01869/CquiOBP73 —=====—————— MKLIVALLVTFAV SAEYSKKOI VLKLGKOCM .SIP VIERIMY PTRKOMRYLYCALGKFDML IIVDRVV 'IV—— RY -LVRPLLAKC-~AK PFVY RLWKIY CF.’I‘ lS. L-
CPIJ001868/CquiOBP74 ========= MKLVVTLLISLAAGAFSVKALYSKKRVIEVLKVG CK .SIP v IFRATRNDMRYMLCFYSKFIML IVVDKVV "IV—- Y =VIRPVVTRC-AKOGDPSVY RLWKIY CIST .SW———
CPJ017432/CquiOBP67 —====—————mmmmmmm e — ] MTTAEITDKEKAYVHRYFVEC S. MSVI IENRMEHGV-VG FKKFIFCFMTRTGFVKPD@SFIK FIOVWLK--DGYDPA=ATDSMVDKCY YTIKSV RIY YKCM. HFY ===
CPIJO01871/CquiOBP59 ======———= ~-MKLLVALTILCLGCSCLAOLNP KILANLAKSCYP mLP SODLLLRTVEITYT VKFLLCVARKYDLI KFKTORMK ILLKS VFARQ=DIIDVIDOCFEQOR STLEERMKESVKCE .K.SIV
CPIJ0O12786/CquiOBP60 ======—————— MKFLAVFVTFCVG LAAL LETMNGFTKACFEF IPSOFPIKAMOGMTTFS HIDFIVCVGRKYGVL GRY IVKEIFLKSHTFORO=OVEEVVDLCYGEPKGTTLK NV TKCFB 'KI(LM
CPIJ015943/CquiOBP6l ===——-m e MFSFRMTVLKILHNHIDGCVS ’SIKF KRELL PAPSESFVKILHCLFLS FVSCD@ETVOG F .I -—GH M LP LKSCVDGLKG-TPEERSF LYRCMF HK. M-
CPIJ015944/CquiOBP62 FFAFI GHNINM LPAVTKGCVDVASGTPEERAFOLIILTYF CASUIGIKKYKSSGMS-GOTVS FLKLLNCVFHRVEFF GKFSM FVERIT--DGHINL LPAVVKACVGALKG-TP SFORYRCMES B<1-
CPIJ004145/CquiOBP64 ———=—=——- MSRVOVTIGLLLAVLALCOARHT IOMIOPHYDMCVERNGLOAPKI GLAVTRTDDVSKKVIOCVLLRLNLI GTVKRKRF .Y -=DGHIVD=-TLPGVINGC TORKGTALEKTE .YKCF. I'I'VI-
Classic OBP : Obp99a (mmus C) (average seg. identity : 72 9%)
Consensus xxlxxxAxxAxxAIxxAxlxlxmxxD|xx-xEc.xmxxxxxx|x|xxx-msoDmc-cxm--nnxxmlm-xommx_xaxxmxxxnmpxuxc-q-xclgxnul_mx-n

Sequence Logo

o Birs

| mbacohlgt s ) oe el Lo et e D SCTTCR 0D N e Dl AR T TR

AGAP000278/AgamOBP9/1... MLEIFVVALLAF TARVSA EVE TR DEL R ECEKSEcVS = LE EYXSEEPEDDIT CHEMEC TENEM EEDDT GP I¥DNEWYOBANGREDA EYR EIVEC G SNEDGNV CHEABERCE CEOKNNESHINASY KD
AAEL005772/AaegOBP22/1... -MEVFIAVFALIAM A ETWSTT DE RERTECHWSSE 1P Yvill BFKKEEPEDDTT CEENCVENESM EEDDT GPLYDNEWHOEANGRDA EWRTEV LECV KNEID! N C-\“CIQKNNIS-AEI-D

CPIJ017326/CquiOBP43 -MELF TATFAL A TA ETEKTT DB TEESECWSSES 1S Lfl° BYRKEEPEDDTT CEMEC TENEM EEDD  GP DN EWLOBANGHEDA #EWE’ ETLECY KNTD NS CHE:ERGEX CEOTNNE EENA S TERD
Classic OBP : mclassic7 (average seq. 1dent1ty 46.0%)
Consensus lxxlxxxx-xxxxxlxxox-x-xEclxxmxmmm(xgr.E';'_';-clxac-xxlxxxnx.xlxnlxxxxx-xXXExxxmxaxxxxcxxmxxxlr:xxxxzcxlexxlxclEXXIXAx.{xxxxx

4 hal 2ol

equence Logo : \ T N ' _ ! A
Il i A e 6 i B R G B
AAEL004339/AaegOBP17/1... MKSH S  VEEBEIFSVLEHSQSEN BW ECH Tm ENENSEE- B EEE.!H[.C.L CHGKSEKVMD lSGINE VVTKEE "VEPIGVIGE OVRCATEA-TSHEE CTHAFK LS CHEK BLALMEMKL (G
CPIJ010789/CquiOBP53 M FETRT TEEEY LV BT PO THEEITEN  ECHK SHPES  ENENSEE HrPPEENTTHCHE: CHG ME LFDSHETG NEK' IRVEE HE LTEDHRKCVAEA" -KEEPG CLEA YRVEIKCHE ~ 'HCAVEEK " S"K

l—"'

Supplementary Figure 3a. Protein sequence alignments of OBPs that belongs to the different clusters of the Classic subfamily. See additional legend for details.



Supplementary Figure 3a
Classic OBP : mclassnc8 (average seq. 1dent1ty 30.5%)
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Additional legend to Figure 3a.

Shown are the alignments for the Classic OBPs from the three mosquito genomes Anopheles gambiae, Aedes aegypti and Culex quinquefasciatus. These were
obtained after aligning the sequences with a structure-based profile using ClustalX software. The global Classic OBP alignment was splitted into different parts
corresponding to the phylogenetic clusters that is established in this study (see Figures 4 and 5). The residues that are highly conserved (with 75% or more degree
of conservation) are highlighted in the sequences and in the sequence logos above the alignment. The consensus sequence is also featured on top of each
alignment. The average pairwise sequence identities within each cluster are indicated. These diagrams were generated by the Geneious software.

Supplementary Figure 3a. Protein sequence alignments of OBPs that belongs to the different clusters of the Classic subfamily. See additional legend for details.



Supplementary Figure 3b.
Plus C : mplusl (average seq. identity : 58.6%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.



Supplementary Figure 3b.
Plus C : mplus2 (average seq. identity : 41.3%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.



Supplementary Figure 3b.
Plus C : mplus3 (average seq. identity : 53.8%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.



Supplementary Figure 3b.
Plus C : mplus4 (average seq. identity : 28.0%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.
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Plus C : mplusS (average seq. identity : 56.8%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.



Supplementary Figure 3b.
Plus C : mplus6 (average seq. identity : 33.8%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.
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Plus C : mplus7 (average seq. identity : 24.2%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.



Supplementary Figure 3b.
Plus C : mplus8 (average seq. identity : 29.5%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.



Supplementary Figure 3b.
Plus C : mplus10 (average seq. identity : 48.1%)
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Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.
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Plus C : mplus11 (average seq. identity : 35.0%)
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Additional legend to supplementary Figure 3b.

Shown are the alignments for the PlusC OBPs from the three mosquito genomes Anopheles gambiae, Aedes aegypti and Culex quinquefasciatus. These were
obtained after aligning the sequences with a structure-based profile using ClustalX software. The global PlusC OBP alignment was splitted into different parts
corresponding to the phylogenetic clusters that is established in this study (see Figures 4 and 5). The residues that are highly conserved (with 75% or more degree
of conservation) are highlighted in the sequences and in the sequence logos above the alignment. The consensus sequence is also featured on top of each
alignment. The average pairwise sequence identities within each cluster are indicated. These diagrams were generated by the Geneious software.

Supplementary Figure 3b. Protein sequence alignments of OBPs that belongs to the different clusters of the PlusC subfamily. See additional legend for details.
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Supplementary Figure 2c. Protein sequence alignments of OBPs that belongs to the different clusters of the Atypical subfamily. See additional legend for details.
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Supplementary Figure 3c. Protein sequence alignments of OBPs that belongs to the different clusters of the Atypical subfamily. See additional legend for details.
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Supplementary Figure 3c. Protein sequence alignments of OBPs that belongs to the different clusters of the Atypical subfamily. See additional legend for details.
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Supplementary Figure 2¢

Supplementary Figure 3c. Protein sequence alignments of OBPs that belongs to the different clusters of the Atypical subfamily. See additional legend for details.
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Supplementary Figure 3c. Protein sequence alignments of OBPs that belongs to the different clusters of the Atypical subfamily. See additional legend for details.
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Additional legend to Figure 3c.
Shown are the alignments for the A#ypical OBPs from the three mosquito genomes Anopheles gambiae, Aedes aegypti and Culex quinquefasciatus. These were
obtained after aligning the sequences with a structure-based profile using ClustalX software. The global A#ypical OBP alignment was splitted into different parts
corresponding to the phylogenetic clusters that is established in this study (see Figures 4 and 5). The residues that are highly conserved (with 75% or more degree
of conservation) are highlighted in the sequences and in the sequence logos above the alignment. The consensus sequence is also featured on top of each
alignment. The average pairwise sequence identities within each cluster are indicated. These diagrams were generated by the Geneious software.

Supplementary Figure 3c. Protein sequence alignments of OBPs that belongs to the different clusters of the A#ypical subfamily. See additional legend for details.



