Supplementary materials:

S1

Comparison of male and female gene expression using GO categorization for
biological processes (upper) and molecular function (lower), both level 3. Total
number of gene objects presented in brackets. The total number of categories for
biological processes and molecular function are similar in antennae of both sexes.

S2

Fasta amino acid sequences of annotated S. littoralis OBPs, CSPs, ORs and GRs.
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>SlitPBP1
MANARWRFVFVVYALYLTSAVLGSQDLMAKMTKGFTRVVDDCKTELNVGDHIMQ
DMYNYWREDYQLINRDMGCMLLCMAKKLDLMDDQTMHHGKTEDFAKSHGADDD
VAKKLVSVIHECEQQHTGIADDCMRVLEVAKCFRTKIHELKWAPSMEVIMEEVMTA
\Y

>SlitPBP2
MSLRVALVVAASLLVVVQASQDVMKNLAINFAKPLDDCKKEMDLPDSVTTDFYNF
WKEGYELTNRQTGCAILCLSSKLEILDQELNLHHGRAQEFAMKHGADEAMAKQIVD
MIHTCAQSTPDVAADPCMKTLNVAKCFKLKVHELNWAPSVELIVGEVLAEV
>SlitPBP3
MGSRNVFVALVVLTVAMRETEPSKDPMKYIASGFVKVLEECKHELNMNDHLIADLF
HYWKLEYTLLNRDTGCAIICMGKKLDLLDANGRMHHGNAQEFAKKHGAGDEVASQ
IVQIHECEKKHERDDDECLRVLEVAKCFRTGIHELNWQPNVEVIVSEVLTEI
>SlitGOBP1
MLLLLALPLLAAVLPLRADVNVMKDVTLGFGQALDKCRQESQLTEEKMEEFFHFWR
DDFKFEHRELGCAIQCMSRHFNLLTDSSRMHHENTEQFIQSFPNGEVLARQMVELIHA
CEKQHDHEDDHCWRILHVAECFKQACVQRGIAPSMEMMITEFIMEAEAR
>SlitGOBP2
MATVTSSVMGTAEVMSHVTAHFGKALEECREESGLSAEVLEEFQHFWRDDFEVVHR
ELGCAIICMSNKFSLLQDDSRMHHVNMHDY VKSFPNGHVLSEKLVGLIHNCEKQFDS
MTDDCERVVKVAACFKVDAKAAGIAPEVAMIEAVMEKY

>SlitOBP1
MFKLCVFLALGFVACHGASNSNPGTPNANPGTYCGVTPDNIYRCLNNPRVVTPEVST
KCGSQFTECEKMTCIFRELKWSKRGAIDKAKVRAYFDQYETEHPEWAQAVQHVKAF
CLASELRAQGVFLNCPAYDIMQCVLASFIKHASPSVWSTATDCAYPKAYAADCPVCP
SDCYSPQIPYGSCNACYTQPRTV*

>S1itOBP2
MVRKISGLLCCLCVFGISFSDSAISADSESRCRNPPTAPQKIERVITLCQDEIKLSILREA
LDVIKEEHTMPAQRRRDKREVPFTHDEKRIAGCLLQCVYRKVKAVDGYGFPTLEGL
VGLYSDGVNERGYFMAVLEASRECLMKNHDKFSRTVPMDNGRNCDISFDIFECISDR
IGEYCGTSGL

>SlitOBP3
MKSFVVICIVFVVGVCATEKGNKIASECIKESGVKSDVLAEAKKGNLGDDPAFKEFT
YCFFKKVGIVGEDGKLNRDVAIAKLPSGVDKAEAEKLLDSCKSKTGKDAVETVYEIF
KCYQHGTKSHIMFAS

>SlitOBP4
MKTLLVFAACILVAQALTDEQKEKLKKHRTECLTETKVDEQLVNKLKGGDYKMDN
EALKKYALCMMMKSELMTKDGKFKKDVALAKVPNPADKPTVEKLIDACLANKGNT
PHQTAWNY VKCYHEKDPKHAIFL*

>SlitOBP5
MTKVLFAIVLTMVTFAVVLSASTKEAMTTTMSDQVNSIDVDVLAVMDMCNDSYRID
PTYLQALNESGSFIDETDKTPKCFIRCVFENVGIVSEDGKQFNPARAAVIFAGERNGKP
MEDIADMTALCATDRQETCPCDRSYKFLRCLMSMEIERYEKS*

>SlitOBP6
ESKFGEIVKRTVIATAHTCMDHVNATAKDLEHLRDEPPYPETSACIVKCLLEKVKYM
RKQTN

>SlitOBP7
MFTEALPLFVILVAVTHGGKNKPVFSDEIKEIIQTVHDECVAKTGVAEEDITNCENGIF
KEDAKLKCYMFCLLEEASLVDDDDTVDYDMLVSLIPDEY YERTTKMIFACKHLDTP
DKDRCQRAFEVHKCSYEKDPDLYFLF



>S1itOBP8
MFGSKIVFSLFEMIVSVCYGAVDIKKYFKVCDRNAIDVNDCMAEAVRQGIATMINGID
ELGVPPIDPYLQKDFRLEYKNNQLAAKLTLKNIYVEGLKEAIVHDARLRADDDKFHL
EVDLSGPRVSVRSDYYGEGQFNALKIVAYGQVNTTMTDLVYTWKLAGVPEKNGTET
YIRIKDFYMRPDVGSLVTHFRNDNPESRELTDLGTRFANENWRMLYKEFLPYAQAN
WNRIGVRVANKLFLKVPYDQLFPTSS

>S1itOBP9
MCLVKYHVLVLCVILVGSYALNCRSSGGPKEAELKNIYKKCLKMQEGKNSS
KGNSAQDWKEPRVQIQSNDNDGSGNRGRGNKNNRNDMNGGRDDRFGRDDYFNGR
EDFPQS

DEYGGDMGQYNNNY YSTTQSSRRYKRERRPSNSGQRSQYNPNNHKISGYEDNFRSD
ERNT
TDNNSSKETDNKSCALHCFLENLEMTGEDGMPDRYLVTHAITKDVKNEDLRDFLQE
SIEE

CFQILDNENTEDKCEFSKKLIDLSVRE

>SlitOBP10
MKEGNRYSHERRITNDSGDQLMVINATDDDYSGYGSGNMGEKLLTSVPRPATPSNNI
NKNNINRTKRNEPLLNRPDSDQCLSQCVFANLQVVDSKGIPREAELWNKVQSSVTSQ
QSRSALHDQIQACFQELQSEAEDNGCSYSNKLERCLMLRFSDRKVDGKGNAKKSSTE
QTG

>S1itOBP11
MSKFTCLVLCVVAVSLNGVHATAEEKAAFIEAVKPYVQECSKEHGVTPEDIKSAKAA
GNADGINSCFLSCVYKKAEVINEKGEYDVDKALEKLKKFVSNEDDYAKFANIGKKC
ASVNEKSVSDGEAGCERAALLTSCFLEHKSEISA

>SlitOBP12
MSVVRCSSFLVALFCFVSVNAMSGDEEAGIKEALRPFVQECADEFGITEEQFEEAKKK
ASAADIDPCFMSCFLKKAEFFDSQGKFDVDSTMAFAKEHLTSEPAMKFVEAVGDECV
KINDEDVSDGDKGCDRAKLLFECIAETKKKME

>S1itOBP13
MITSSSLLVLTAVVQVLFAQQPVFESGPPEPWGPPQRPAHRRQFLPRIPKRCW VPPQRI
NVYNCCPIPTLYPDEDMQSCGFEKTSGNTDQPQKPVFRPEGTCKEGYCVMGKFDLLF
ANNSVDFVKFREYLDNWAESYPEFANAIRIAKQECAQDGGPEVPPICEPDKLFLCLTS
TIFWNCKLRDGDGCAALQEHMNECKQYYTRQMEPTMKDIEVR*

>SlitOBP14
MDQKRICLFVIAMFLASGSDAMSRQQLKNSGKMLKKNCMNKIGVTDDQVGSIDKGK
FIEDRKVMCYIACIYELTNVIKNNKLNYEASIKQIDLMYPPDVKESAKAAVEKCKDV
QKKYKDICEASFYAAKCMYEYKPEDFIFA

>SlitOBP15
MENNCFVYSMTREQIKNSGKLIKKTCSAKNDLTEDEVKDVDKGKFIEKKDFMCYIAC
VYKMGQTVKGSTINHDMMLRQVDMMFPNDMKAPVKAAIEHCRPVAKNYKDLCEA
SYWTAKCIYDFDPANFMFP*

>SlitOBP16
MLAEELKDCFDGSGPKDPMKCEIDLCIAKKKGFATDDGKLDIKKFEEVITKDVGSDK
DLLDEIKTNCINGDLNNY GPPEFCDFIKIKHCVTLHMMNHCSEWSDDGNCKVVKELV
GKCAKVT*

>SlitOBP17
MRTFRLLCCILSIFFIFDQSYGMTRQQLKNSGKLMKKSCMPKNDVTEDEVGDIEKGKF
IETRNVMCYIACVYTMSQVVKNNKLSYEAVIKQVDVMFPAEMRDAVKAAATHCKE
TTKKYKDLCESSYWTAKCMYDYDAQNFVFP*

>SlitOBP18



MILXYTQKLTNMLLTKIVKFFILVATCEAMTMKQIKNTGKMMRKTCQPKNNVEDEK
IDPLSDGVFIDEKEVKCYMACIMKMANTIKNGKLNYDAAMKQADLLFPDDIKEPAKE
AITACRKVADAHKDICDASFHVTKCIYNHN

PSIFYFP*

>S1itOBP19

MY SKICILLFISYTCLVTADSVSFIKKCKWDDGKCAKESGQNVIQKFAAGISEYNVGV
SDPLHIEY VDASSPNMKLIVTDVVVTGLRNCEVKKIQRFEDSSKLIVKLLCAAELNGK
YDMKGQLFVIPIEGNGGLYSKVPKIQINAEVDLNTKQGKDGKDHWIVKSWRHTFELK
DKSTVKFENLFPDNEFLRTSTNELIAQNGNDVIIEIGANLIKAIVGKIVENIKKFFIAVPI
EDLSL

>S1itOBP20
MWVQALVLTLATLVTLVAAAVEMDEDMAELARMVRDNCAGETGVDVALVEQVN
AGAELMPDDKLKCYIKCTMETAGMMADGEVDIEAVLALLPPSLAEHNAPALRACGT
QRGADHCDTAFRTQQCWQNANKADYFLI

>S1itOBP21
IHYLCAARAVHKIKNITNCENGIFKEDAKLKCYMFCLLEEASLVDDDDTVDYDMLVS
LIPDEY YERTTKMIFACKHLDTPDKDRCQRAFEVHKCSYEKDPDLYFLILRREQLASR
DDCVAISGIN*

>SlitCSP1
MKFVLVLCLMAAAVLAEDEKYTSKYDNIDLDEILTNKRLLTAYINCIMERGKCSPEGK
ELKEHLVDAIETGCSKCTEAQEKGAYKVIEHLIQNELDTWHELTDKYDSSGKWRKTYE
DRAKANGIIIPE

>SlitCSP2
MKVALLTLCFALGVLAQDMYENANDNFDISEVLGNERLLNSYAKCLLNKGPCTPEVK
QVKDKLPEALETRCAKCTDKQKQMGKTLAQEVKKNHPDIWKQLVAMYDPEGKYQQ
AWKDFLQE

>SlitCSP3

MMLLIYLTIQSNAIPSSRNTTKYDGIDLDEILSNDRLLTGY VNCLFFFFPGGGDGKELK
KNLPDAIKNDCKKCTD

>S1itCSP4
MMKKSFITMMLLIYLTIQSNATETSTYTTKYDGIDLDEILSNDRLLTGYVNCLMDLGPC
TADGKELKKNLPDAIENDCKKCTERQREGADRVCHYLIDNRPEEWTKLEEKYKSDGS
YRAKYLASKEAKDEKASNVTNSSEDTNNVSKE

>S1itCSP5
MKSFIVLCLFGLAAVALAKPNGSTYTDRYDNVNLDEILGNRRLLMPYIKCILEEGKCT
ADGKELKSHIREALEQNCAKCTDTQRSGTRRVLGHIINNEQESWNRLKAKYDPESKY
TVKYELELRKLKQ

>SlitCSP6
MNFLVLSIVVTMAAFVAAETYTDRYDHINIDEIIENRKLLVPYIKCTLDQGRCTPEGREL
KAHIKDAMQTSCSKCTEKQKKGARKVVRHIRAKEQEYWKQILAKYDPEDQYKENYET
FLAAED

>S1itCSP7
MQIKYALVLCCVAAVSVAQTQRPPVSDTALDDALQDKRFIQRQLKCALGEGPCDPIG
KRLKTLAPLVLRGACPQCSPQETKQIQRTLPYVQRNYPQQWAKIVRQYAG*

>SlitCSP8



MKSMIVLCVLSVAALVVARPDDSHYTDRYDNVNLDEILSNRRLLVPYVKCILDQGKC
APDAKELKEHIREALENECGKCTETQKNGTRRVIEYLINNEEEYWNELTVKYDPERKY
TAKYEKELKKIKA

>SlitCSP9
MKVVFLVCVLAAVVYAHPHESHYTDKWDNIDLDEILNNKKILASYVKCCLDQGKCT
PDAKELKSHIKEALENRCGKCTPAQKDGTRKVLTHLINHEPEMWNQLCEKYDAEGK
YRKMYEDEYKSVKH*

>SlitCSP10
MRAVLLLCALVHLVVGQDVNDMVNMPKYDQRYDYLDVDAIFTNKRLVRNYVDCLIN
AVRCTPEGKALKRILPEALRTKCVRCTERQKRTAVKVIKRLKNEYPDEWSKLASRWDP
TGDFTRYFEEFLAKEHYNTIPGSGSALPTSSPLAPPRVPQSPPATNPTPGPTEPTPPRPIVL
NRFGDDGELMMGSPSSAGITPRPMTQATTRPSTTTRPPSTRPVPPRPTMMTWAGAASN
TQATRFPLRPVSEMSPPYSHGYNPHRPKSLPK

>SlitCSP11
MKVLVALSVFVVLAAAAPLTKDELATLEAFDYDSLFADEEKRKVVFDCLLDKGDCGP
YKQIVDLSMKTILSNCAECSPSQKAKYDHVLKLLKDNYASFFNEFMQKTAAKKEKH
>SlitCSP12
MKCIYVLSILLVFVAVQADEKYSSENDDLDIDAVVADVDALKGFVGCFMDAVTCHA
VAADFKKDLPEAVATSCSKCTDAQKHIFHRFLLGLKQKLPADYEAFKKKFDPEGLHF
HTLEANVANS*

>S1itCSP13
MKADCVLIMTLMAVVAADFYNSKYDSFDVQPLLENDRILLSYTKCFLDQGPCTPDAK
DFKKIIPEALETTCGKCSPKQKQLIKKVIKAVIAKHPEAWEQLSDKYDKDKKYKDSFDK
FLAEQE

>SlitCSP14

MKLIVLALCVVAVAWARPASTYTDKWDNINVDEILESQRLLKAY VDCLLDRGRCTPD
GKALKETLPDALEHECSKCTEKQKKSSDKVIRHLVNKRPDLWQELSGKYDPENIYQER
YKTQLDAVKRH

>SlitOR1
EDIRNFENKELAINMDSNVDKTTLNSEKPEHYIHYIEMPLKLVACWDLFPNSATEKRKI
FNDIYLGIVLFVLTHIPMVLTVHLYTEWQDIMSSLGTIADALPLLVSLVIVAYYAIYRR
NLYELLNYLDKNFKYRSARGLTNMTMEQSCMTARRFGRIYTACTMFSVTMYATLPV
IVHLWTKEPIQSWIYMDVTQPPFFEFVFMLSCLAQMY VGLAMGQFGVFFASNSILICE
QLDLLCCSLRNARYTALLQRGVKHAALVASHSDIQRDEDHNYIYNFSEIKDSMYHYD
KRMTHIYVDA

>SlitOR2
MMTKVKAQGLVSDLMPNIKLMQAAGHFLFNYHAENGGMSGLLRKIYASTHAILITIH
FACMGINMAQYSDEVNELTANTITVLFFTHTIIKLGFFALNSKSFYRTLAVWNQSNSH
PLFTESDARYHQIALTKMRRLLYFICGMTVLSVVSWVTLTFFGESVRLITSKETNETLT
EVAPRLPLKAWYPENAMSGTTYIAFAFQVYWLLFSMAIANLMDVMFCSWLIFACEQ
LQHLKAIMKPLMELSASLDTYRPNTAELFRASSTEKSEKIPDTVDMDIRGIYSTQQDF
GMTLRGAGGRLQTFGQQNNNPNGLTPKQEMLARSAIKYWVERHKHVVRLVASIGD
TYGTALLFHMLVSTITLTLLAYQATKINGINVYAFSTIGYLSYTLGQVFHFCIFGNRLIE
ESSSVMEAAYSCQWYDGSEEAKTFVQIVCQQCQKAMSISGAKFFTVSLDLFASVLGA
VVTYFMVLVQLK

>S1itOR3
AFLAFHRVLSFAGISIFAKQNWNSHRWLAHQTFNFIIGVLCFIFTTGFVVTNVSDFLLCI
QGACIWTTGVIMTITLGVCLIFRKEFRNFLEEM VFRDHMLEMPLIDHILLVSPRGEKIQ
ELRNLVTGSQEKLFKYTTLLLKSYVANVFLCATLYLCSPVYGMLVREDKSLRLLAFD



MWFPWSLEDYTVYISFIFHAYAGYLCCIAYPGLQSTIILLLGQLIRQTRILTFILLHMN
ELALEVTGVQDERWQDICTLILSQCVDHY VKIKR

>S1itOR4
MVNTFRGRLLNIRDRLKQNSCVNLVWLINFLPNLAGFPLLSQKFKFFFWIVHTVLLFY
VYLLGTAMYQTYFAEDFVDSINSFFENISVFILIGNDSWWLISKRNDLNDLLKMVKKN
DDLIESGRFQDVHQKLMKSIKIIVIMCYMFHFVNDVMIFIPSRTIGMDDFSTVSCVGM
EPLTSSPNRQACMVVLALQELTAIVAVCSYDVALLFLFSHTTAVFQILYQDMTEFANI
SKSHETYYVVKDRLKNIVFRHVLALHTVRKLEDIYSVAIGIGFGLDAISMCLFFVLPLD
VCLNFAPLIYHSLFIFFLYCFQGQRLTTASEKFEMAVYCCGWENLRVKERRQVLLML
KQAQKPVIVYAARVIPIRIHTFASTMQSIYKFVTIFKV

>S1itORS
MTNQKDLDFENIFKITTTALHISGSHPSVPKDLKWALKFTILHGTFALGFVTVIYSIIYH
DLKEQNFVQICKDCVVFVLFCVTSLQYCVLLIHQDNLVLLIKNINSDYEQMQNLSDK
EKQLMDKYMNLGAKVCRHWFVLVLVTCLIFLIKSVGFMCY Y YLINDIKYIPY YDIKY
PEFIEERKNENFSVFLITYCLMFYFALYSVLIYVAYVPLGPVEFMLHASGLLEVVKNRID
DLFSDSNPEKIREKLKDVVMKLQYIYSIVDDMKTIFRFGYEVSLKGTAVLLPVTFYAV
LEAAKNGEISMEFISFIAGGIVISAVPCYYSDLLMEKGEAVRLSLYMCGWEQHYDRRT
RTTLQLMLLRALRPIAIQTLFRTLCLDALTDLFQQSYGIFNLMNAMWS

>S1itOR6

MGLKKFLFEDESVQGITAPTDYLY VKLLRMTLRIATWPQTELGEKEPVYLNVFLKYF
YLVATIGCQIGSYCYLRTYSDELTMMEAGHNYIMIMMTFIDISRITSLTFSTEYRKLCK
EFFTKMHLFYFKDISEHAMETHKRVHLISHLFTLWLLFQMLFGVPLFNLVPMYYNYA
AGRYKPGGTQNSTFEHSMY YQYPEFDTLTEIKGYIVANIINWILSSLCVIWFCMCDLILL
LMVENIWGHLRMLTLPLNNFPRPGVETTIQ

>SlitOR7
MPKPLLFDGSLDKLGVLFRYSGMNLEKDIITPMDTIKHRWLYTLNYFSVLSAEIAGIY
YIITGIIQGKSFIEVTSVAPCLTFSLLALIKCSYHHIYEKNIKELINLLRHLERKENDRTEC
ADKQEIIDEEAGFLNKVINVLYVLNCCMIVVEDMTPMVLIAVKYYKTKQFEMLLPYL
DVFSFIPYELVYWPFAY VHQIWSKCMVLLSMAAADYLFF

>S1itORS
MIVSYLSSTLLILSPLISHLILGVELLLPICRYAFISDEYRLMFIYPIYLYQIVSIHFHVLY
NVNVDIFFFGLMVLAIAQLDILDRKLRKVTEGNKVEDTDSEASRSPIDKNKEDVMKIN
QCIIHFIKVCRFCELIEDAFSATLFVQYSAASCIICVCLCRFTMPAEMGYIVFLASYMSL
MVSQMMAPCWLGTRLMDKSQLLAFSVYNCDWTSRSRQFKSNMRFFVDRANKPLSI
TGGKMFNLSLGTFTSIMNSAYSF

>S1itOR10
MEAEKNTTLFLGRPKKILTAHGVWPHPNNYIILRKLYMLFVMWTQYSFLLFEITYIVN
VWGEIDEVSEASYLLFTQASLCYKSTTFMINKKSLLELLDIMDSDIFKPKSAEHEKILA
AQALKIKRLCLFFLTSATTTCTLWAMIPLFDDASKRSFPFRICKQETLTLLFRMPVTPL
KSPDYELGYLYQMISIYISAFPLHISGQRRRVYDHV

>SlitOR11
MENLDTYAGDAVVGISGPMDYKYMKVLRFVLRIISGWPGKALGEKTLKIEGMGHAY
YNTILSLIYLALGIAYLKKNAHRFGFLELGQLYIVLLMNMLSTSRAFTLCLSEKYRTV
AKIFIQKVHLFYFKDKSDYAMSIHVTVHRISYFAAIYVSIMLSIAACLENLIPMYNNYA
AGNFASFDNLOQNKTYEQAISCLYPWNFETNFKGYLVATLSGWYGTVLCGS
>S1itOR12
MEEEPLLINKTIKKIEIWLPTTGTNVKSTSKTRMDTIKSRAIYIINFFWLNMDLGGAVV
WFISGIANKKSFTELTY VSPCITLSFLANFKCFFLFLNEDTVDKLLETLRELEMNERSRP



RHKDKDAIMVHEHKFLTNLISFLNVFFCGLIVAFAIGPVTLTIFIY VITNEVDLQLPFLII
YPFDAFQLKNLALGVSSPNLVRSSSYQWSRCSRLSLLHILLKHK

>SlitOR 13

MDIKLSSVKIFSDGSDLEGIEKVEDILYLRILKKIMW VIDGWPKEAHKSQFFRY YICIL
DMVSLIPGTLYLKINTGKIPSFELGHTYITVFMNAIAALRTVLVLTRNYNEIIFYFLKEV
HLFNFRRKSKYAYETHILVHKISHFFTMY VEMLMCCGILLFENLTPIYNSYAAGMFRDE
PPPNATFDHAVYFALPFDTSTSFKGYAIVSLYNWYICITCSTYFCIIDLTIFIMVFHLWG
HMRVLSYNLENFPKPASVLAAANDTHAYTPCENKYNEEELVEVEFNRLRDCIQIHSPVI
TSPS

>SlitOR 14
MTETRPKHYFGFHYRILRFLGLGWWHHPEEGNTSNFPGWYLYYSIATQLVWVAGFV
GLETIDPFVGEKEMDRFMFSLSFVITHNLTLIKLYIFFFKNADIQEIVHTLEIGIYDYYQ
NDDKNRKTVRVSKIITAAFIFFGWVTIGNGNVYGTIQDLKWKSLVATLNDSDVRPVR
TLPQPIYIPWDYQKDASYIPTFVLETVGLLWTGHIVMTIDTFIASVILHMGSQFEILHEX
NNNCV

>SlitOR15
MPSDQSKMFDNSFRIAKIFGIWPGLKPSRYYKFYSFIYLFATFVCYNLLLTLNLLYTPR
KIELLLREVIFYFTEITVATKILTILFMRDKIIQALNFIDCDEFVGDYENKKGILYKTNM
GFRLGWRSYLVLSNIAYSSQVIVPIFLDILRETKSELPICKYYFLSDEDRESHFLFWFIY
QSFGMYGHMMYNVNIDSITAGLLLIATAQLKLLGNNLTNLKLSDEESKLPKDSQDKIQI
KRFHKLLRHYEVILRYCDTVQDTLNVTLFFQFGVASHICVVMCGLLLPSSTETKVFLV
MYLFTMTLQIFVPGFLGTQLTYGSEGLVTAAYNSEWIPRSESFKSSLKLFRERAARPV
VISGLKMFPLSLITFTSIMKTAYSFFTLIRNVQEA

>SlitOR16

MYIKIVRFMLVIVGSWPRREIGEPEPRY QTIMLKLFFFSVVNAALYGSISYVYMHTSEL
SFLEIGHMYIVILMTANDMPRVFTLTLSQKYRDLAKEFLTKIHLFYFKDHSPYAMLTH
KKVHLVCHLVSLCLLSQMLTGLSLENLIPMYTNYSSGRYASGGTQNSTFEHSMYFESY
PENTST

>SlitOR17
MSVCAGSVAPHVRCLRRVGFCRWGAAAPANPLLATAARFYHVFALAATSTYVLQQ
LIYAYQERSDMDKLSQVMFVLLCHVTCVAKQVAFHVDADRIDELIARLDEPLLNQC
AGPRGALLHGTARRAARLLRVYSGCAVATCVLWIVFPVLYRIRGISFEFPFWAGVSY
DHNVVFGAVLLYSFYTTNLVAIGNTTMDAFMATILDQCKTQLRILRLNFETLPERAR
ALQQSGGGVYEASLQRLFVDCLLHYNITETCTVLHDVFAVPLLIQFGVGGWILCMA
AYKIVSLNVESIEFASTTLFIICILIELFIFCY YGNEVTVESSRVSESLYSMEWARAGLSF
RRSLVLVMERAKRPLRPAAGRVIPLSLDTYVTILKSSYSFYAVLRQTK

>S1itOR 18
MEMKSDILTQKKYKTFNDTFKLCAFSLAFAFLYPNRNTALKRCITITLIVTFCGGQLF
WFITYTFKCLYTLDLYNFARNMTLAVVLILFFIKTYYAIYATQKFATLLDKISEDLLEA
NNLGERQQKLYDEHITIAKFGEISWLLVPVLMSALFPIY AGTLMSIESIQTDDYQRRM
VHDMELLY VEDIQSETPFFQCMFAYNCVQCVVLVPNYCAFDGSFCIATTHIQLKLKL
MVLKVHDAFKYSKNKYELRMKMNEAIRDQQEALDFYFPPKMCLGPWLFAVLMPDF
FLISFHLDPKKFAANKSPKHLHLGWSGFFPIYPCPVKSEAP

>SlitOR19
MKNHYILKTYCKRIFLIGSGNFWYKESEIGNDQSLLYRTYNAVLYFIYGFMTILEIMA
ATMGDFPPDEKRDSVSFAVSHTIAMIKIFSVIANKSLIKKLNHKMVTVCERYEENTLM
AEKYKIMKINVLAYFVTVYASAFFFVFEGLRKMLTGSHFVTVVTY YPKFEDDSIGATS
ARVLATVILYILMITMIMSVDSFTMIYLIMYKYKFITLKQYY

>S1itOR20



AEELIFYFTNVGALSKALAFIFLRDKVKKMLYMLESEMFQTDNPEEVKLIEKAKEKSL
FYWKITFGLSVSANTVNVFLPFVLHLIFSIKLEFPVCRYSFIPEQYEAIFLYPAYLYQSIG
ITSHMLYNVNIDTFLLGVMFLAMAQLDILDRKLRKVTDVCVNVDAPRGSIDKMIDDQ
NAVLEINKCIKHYDAVCEYCKLIQEAFSEILFVLFSSGSCKICMCLFRFPMPAETQYFV
FLTLYIVVMTLQVMVPCWFGSRLMEKSSQITFAVYDCDWTPRCRRFKSNLRLLVERA
NRPIHIKGGKMFLLSLATFTAIMNSSYSFFALLRNVQTR

>S1itOR21
MYKLGIALKAVHNDCEAEQKMITRSKFFSWALIFNCVMSVIMYTIEGVLRVIRAGDT
FNTVITAWPDVHDRSVLSNIGRTVIYITWWIYLTRIFSVYSLVICLTIAVSHQFKNLKSY
FYSLSKIFENDNLPQTEKEQEYEKAFKVGISMHSETLKCTDEIQTICREVESGQIIFNLT
LLIVELMYQMMNSPRTFSNVLTLGLTALTILFSTGFFMW

>SlitOR22
LCLRCKMRLQIKDFLMKASFDFDRPDINLYNFHPQLRIFLAVKGVFFTNRGSRFRLIW
PSICIQLSIIGMTFEEMFIWRGVSLKDYSFATECFCYWLLLGCIPTVY VSILVHTNKIYDI
VVKMNEEFIY VCSLGPRYRKPFLEGQLLIWQLCYAWFGFVSFVGGLY VVFPLVGLIY
QSLFATLNENTTRPLQFPMWLPHDDPYRTPNYELFLFIQSTLCFCFVQTFCVYIYTLFH
ILLHYYMIMDMIIINFSVIFDGLEKSVALLPRHDIPRNGNPTNN

>SlitOR23
MWQKLKEFYNKTHTDFSKGYIDPYEFHKTFYQIMVNFKVADLSNENPPSYFNQNAII
FMTGFVAKLLCISSFYHGLMTENLRLATEAGTYIIVMAYALLISSCTRRNVPQYHNFL
RAMKEDFQFICTSGEKYRVPYFSNQLLTWKICIFACIFTASIAVGMVSFAFLSLFYFLA
TYKEEIGGSRPLLFPFWLPNVDFGETPVYEIAFMFSNICALLYAYNYIFMIQTQIVWIR
QITSKVDIVIWSISDLLVDIHPAGSEEESVYFSYLIKARMRDILLHHQSMYSLMEDYAV
VYKKMLMFEQKCCGSVVCLTAYCIAEAFDAGEFQAILLLLCIGTTVLHFVPCYFCTFL
AVKVSSVCDACWNIPFWKAGPLIRPYMVLIMQRSLRHLPLQAAGFEDISIETFSKKMT
NAYSLFNMLRQANI

>S1itOR24
MRVLSHVWRRISQSKALELAGPLETAFFASVYRLSFVVGLSTSDDYLLYTMYSSFIRII
SALVVWFEIWSVLGNTDVSLDQIISSVNVIFIHLVTFWKLVTVTIAENLGKFVMSLLYL
GYNMFTWYLMCRWCEEITIKSQRIGQSAYFSGWESGISLAPGARATIVLVIARANKPL
VEFVAGGMYTLSLSSYTTLVKASYNALNILLTMRHE

>SlitOR25
PLLGQLAASGVLIYFIGYQATATIGQSVVACMTSFLFLAYNLFDFYMICRWCQEITNQ
SANVGEAIYCSGWECGVSKLPGVRSTIMFVIARANKPLVLTAGGMYDLSLTSYTSLV
KTSYSALTVLLRFRHD

>SlitOR26
MSLSSGSVATHLRILRRCGYCRLAGGARVARLGSLHALYRGFTLALTTLYLLQECITY
AYQVRQDMDKLARVMFLLLCHITSIAKQLVFHLKADRIDEMLGGLNEPLYNQSAAV
HQRLLRVTAARAARFVRAYAGCAVVTCTLWITFPVMYHLQGQLVEFPFWINVDYNQ
SKMFILVLAYSYYVTTLVGIANTTMDAFMATVLNQCKTQLRILRMNFECLPLQAVEV
LKTSPGQSYDAVLMKLFKECLLHYEKITKTAKMLQDIFGTAILIHFGIGGWILCRAAY
KIVITLNVMSVEFASMTLFISCILTELFLYCY YGNEVTDESSRVSESLYSMEWARAGLS
FRRSLVLVMERAKRPLRPAAGRVIPLSLDTFVKIIKSSYTFYAVLRQTK

>SlitOR27
MIILNENMKTKLAFLSPVVPYGVFESWEDLNPQLYHAVHIYWLKFYGMWENDFSPQ
SIKFWVQMMYTLIVLWLVCFFPGIGEVVYLLRRRENIGDVAEGLYLFLSEMYTYFKV
VVFWLNRNKVIDLLKYLHCEEFKPKEPEHRDIIKSIKSARFVMTYYSTMCVGAVSVG
IIMPLTENEFDILPTNVEYPFENVYQTPAYEAVYIHHIY YKPATCIIDGVMDTILAAFVAS
AIGQIEILXFNLRNFELLAERQRKRDVAENKYIEEYKPPYYVRSVLKDCIVHHNCIIRY
VSMIESAFSLASALQFMLSVMVLCLIGIQFLSIENPTSHPMQIAWMGIYLTCMLIEVFIL



CWFGDELIWKSMDLAKAAFEGPWMNSDRKSNMFIIIFLERCKRPMRLTAGKIFTLSL
DTYTVLINWSYKAFAVMRNMKK

>S1itOR28
MTSLYRKFLFKKKLKQRIDERVYNKRDYDASYAPTKKVLGWVAIRMTHNISEKTTM
LWDMFYWFEMMNLFLVGPSELVSMLTTAYEAKTFRDSIKVFRTMPCFGCVVLSMFK
SIKMVVHRPVYENLANELRDMWPEGEVSEEEHQIISAALKQLNFIVKGYYWCNNALL
ISFLSPPYFITLARYFGYDSPMGLHFLYWLPFDPYQSVYYEITLVLQTWHALVVIWFN
VAWDMLFCLFLCHITTQFDLLARRVQRLFYVQVDNQLVRSYPMASVSREFIQTEGER
VNSYGAQYWEARHQKEITEIVLRHHSLIRLTGDVENMFSLALLINFMNSSIIICFCGFC
CVLIEKWNEVAYKSFLVTALSQTWLLCWYGQKLIDSSQRLADALYGCGWYNSSKRA
RSAVLIMLHRAQKGIYVTTHGFSVISLASYSTIIKTAWSYFTLLLNFFKEKSVN
>S1itOR29
MKISMLSVVCIVKVNTFVLWQKHWREVLDYITEADNFERQNEDPVKSQIVEAYTKY
CRRLTYFYWALVSTTFLTTTCSPLMRYLSSSTFRENMRNGTEPFPHIFSSWMPFDKYH
SPGCWITVLWHTVLCAYGAAIMAAYDTCIVVTMVFFGGKLDLLRERCKHMFGSYGT
VITDKQCEEVVRQLHGIHVMLIKYSRLFENSLLSPVMFFYMVMCSLMLCASAYQLTSA
QNAAQKLLMAEYLIFGIAQLFVFCWHSNDVLIKNENMTSGPFESNWYTANYRQKKD
VLLLSGQLRIKNIFTAGPFANLTLPTFINILKGAYSYYTLLRK

>S1itOR30
MDATCLNFEELFKIRTVFMRLNRSYPSIARDRPWKFQFSIIMMIIFSHFFFLSYSVFYHD
IRSGNFAVACLNASVAIICITITLK YIILLYHQESIKQLKIAMERDY AAAQEFCNEDKEI
VVQYAKRGVTVCKFWLVFGFGTSTIFPIKALVLTGYNYWKGEFVYVHVFDLIYPQPI
EDYKNVTICFWLLFIFNNSFGLLASSMFVGFDPMVPIFMLHTCGQLDLLSRHISTLFVD
ANI

>SlitOR31
MEDNVAYSTFEGFRPHFDALARVGYFKIVLKPISSLKPFFHNVYRIISWSLILTYNLQH
VIRVVKVRHSFHLIVDTLFILLTTLNTLGKQTAFNLRSRRIDDIISIINGPTFAASKPYHV
EVLKQNALVMSRLLTLYHGAIFTCGTLWTVFPVVNRALGKEVQFTGYFPFETTSTLA
FSLALAYMTVLITFQAYGNVTMDCTIVAFY AQAKIQLQMLR YNLEQLVEFRNIKKFN
SIKTQYRDEGEEKTELQERLKKCVRHYDQIVRYAKEVESIFGEAMVVQFFVMAWVIC
MTVYKIVGLSICSAEFVSMAVYLGCMLAQLFIYCYFGTQLKVESELVNQSIYCCDWL
CLSPQFRRQLLVMMQCCGRPLAPRTAYVIPMSLDTYIHVLRSSYTLFTFLNR
>S1itOR32
MVSSEDLFLNRAKFVMKYLGVWVLADNASYFLKAYRGFMITLQYLFLIFQTIYIIQV
WGDLDAVSQASYLLFTQACLCLKVTVFQINMPMLKDLLRLMDSKIFRPENDVHEKL
LELQAARIKRLLLAFMVSSQITCGMWALKPLFDDADRKFPFDMWMPVSPEDAVQYY
IGYAFQLGTICISAYMYFGVDSVTFSSVIFGCPQIN

>SlitOR33
MSNQIKMYTPNEMTKLLGKLNVICFIFGLKNIWVEDVKLTNRFISTRSCNRLLLFAEIF
YIIFASTILGSLFTQKNLSEKQKTDQMMFSITLPGNIMFHYILLYRRHEIRNLLYHLAVV
LKEHYNDEDLEREMIKKIKVFSISLCGLVGMVVVSYGLSAFYRVVTAGETFVTITSA
WPDIHDRSTAAGLVRVFVYFWWYPFAARIMVTFLILVTMLVSICYQFKNLQSYFYSL
DEIFSDGTQSQEQKEKK

>SlitOR34
MNFFRNPEVPTQLYKETDTTRMIDKYNKFWFLCCCPDFWVKKVDYPDPFTRVYRPS
MLVNHIVMVIFCSSCFLSLWTQHDLSQSQKSDRLAYAASTPIITVLYHFVILYYTEDV
KQVLYKLAVVLRVDHNDKNAEDEMKKQ

>SlitOR35
MWNKIRKFGLEYCDLPTMIWNVAVFLKVLTLNVYGKKKTGIPFIFYIVVVVAALSYL
YVYLICMVWFVFVRSRETEDLGAAMVILSLGISSEIGTLKLLYMFLYIKDIRNLTDAFL



DFDSHMVPGTRMYTNLLRYLRDVKKRAIFYWAVIMGNGTLY VTMPMLRPGRHLTE
DMLVIYGLEPMFESPNYEIAWFMMAASVATICYISANVTAYFIVIIGYAESQMRALSD
EVTHVWKDAEKHFEDLNYGTDLQDFDRKKMIINEHVFKNLKYIIKRHATIKTLINQV
EDVCSGPTAVGLTFLLLGLISELLGGLENTFLQMPFVFEMQVGTDCFIGQRIMDAGEVF
EWAVYDCQWENFDHKNMKMILLMLQISQKTSSISAGGMTKMSFRCLMGAMRVTYS
AYTAFRSIM

>S1itOR36
MLTFHEIHEIRKFGLEYCDLPTMLENVSILLRVLTVNIDSKYKKGITILSYIVTAVTAA
CFYYVFLFSMTWFVFWRARITGELVGAMYV VLSLGISSEIGPFKLFYMCYYMDKTHKI
ADGFLECDANTIKGTRFHSNLMKCLRNVKKRAMLYWVVVAGNGVLYVMKPVAMR
GRNLPENYFLIYGLEPMLETPNYQIAYFMMIASVFFVCYVPASVTAFLIVITGYAEAQ
MLALSEEMLXXYGQML

>S1itOR37
EVDKLVLVPLFIQDILGHNVENPKWTWTTRIPQQFFIVFLLVYVILGTQDYLKDATDIN
DIGEAY YTLIILFFPIKYLLFIQNRFTLQQLYVMAKTTLLDMIKSDSNEKLEELFAKIKL
AVKILFGTIFWSISVYFMVAMWNYAQGTRVTLSKTTTILMPMTSPY YELGLAIHTVFL
FEMAFTYCVIDLWFVVLMFSFCTAIDSTINRLKIEGKRPDETDEQYMDRLNDALRIFY
QNHSKIMEFLYILSETYKWPSIIPILGILL

>SlitGR1

MYKSLILCVVYCVVIEARPKWQVLPPMPGY VPVYIRPGDTPLEEINLDLAEAFHELPS
GRSVGKQVEASPEAPEQADQPQPDEVPAPADEIVDHRPYEKKILEKKKKTDSEIPKPIE
RR

>SlitGR2
MTIPDHLFDEGINNTLFHNDMRHIQQNKTVYEKTQRDYEQEQRDLLSSQDGDTCEIH
DQFYRDHKLLLVLFRALAVMPITRSRPGTITFSWKSRATMYAVCFYIAATAVVLIVG
YERIMILRSIRRFDDYIYAILFVIFLVPHFWIPFVGWGVAHQVAIYKTNWGKFQVRYC
RVTGENLQFPNLKTTIVIISVGCLLLAVCFLLSLCILMDGFLLRHTSAYYHIITMINMNC
ALRYINCQRIKI

>SlitGR3

MRNNLVEPHISNDITY ENIKPVFTVLRIMGVLPITRPASCINQFQIASASMLYSVLVFECS
LVSYVLYLSLHKVQILRTAEGKFEEAVIEYLFTVYLFPMIAVPILWYETRKIADVLNG
WVEFEVVYKQLSGRTLPVKLYKKALAIAINPILSTTTVIVTHITMVHFKPMQLVPY VF
LEILTYMLGGYRYLLCQTLSICAHILAEEFQSALHP

>SlitGR4
MLLCLLLHLVITPYHVITNIFNKSRSDRSSPTLQLNWYVVLHFINLLLIVEPCHRTHEEM
KRTRHLISQMLRHTTTDNNGLLSELQIFYQHLSLNEVSYAPLKMFPLDRTLIVTILGSIT
TYLVVIAQL

>S1itGRS

MENVFRCSCFIGVLGAKKWICY VWSAFILFVLLVMESQAIWKVIKALGGWAIDTAGQ
RSVTARLAGTIFYTIAIISLILASKLFRSWGELSALWVRVERVMAVKVPSDGTLKRRM
YFIIGFMTVCSLLEHLLSIVSAIGLDCPSYLIIKRYILISHGFMILRHEYSDWYAIPLAFM
STIATMLWNFQDQLIVLISMGIDFKIPQT
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S2

>SlitPBP1
MANARWRFVFVVYALYLTSAVLGSQDLMAKMTKGFTRVVDDCKTELNVGDHIMQ
DMYNYWREDYQLINRDMGCMLLCMAKKLDLMDDQTMHHGKTEDFAKSHGADDD
VAKKLVSVIHECEQQHTGIADDCMRVLEVAKCFRTKIHELKWAPSMEVIMEEVMTA
\Y%

>SlitPBP2
MSLRVALVVAASLLVVVQASQDVMKNLAINFAKPLDDCKKEMDLPDSVTTDFYNF
WKEGYELTNRQTGCAILCLSSKLEILDQELNLHHGRAQEFAMKHGADEAMAKQIVD
MIHTCAQSTPDVAADPCMKTLNVAKCFKLKVHELNWAPSVELIVGEVLAEV
>SlitPBP3

MGSRNVFVALVVLTVAMRETEPSKDPMK YIASGFVKVLEECKHELNMNDHLIADLF
HYWKLEYTLLNRDTGCAIICMGKKLDLLDANGRMHHGNAQEFAKKHGAGDEVASQ
IVQIIHECEKKHERDDDECLRVLEVAKCFRTGIHELNWQPNVEVIVSEVLTEI
>SlitGOBP1
MLLLLALPLLAAVLPLRADVNVMKDVTLGFGQALDKCRQESQLTEEKMEEFFHFWR
DDFKFEHRELGCAIQCMSRHFNLLTDSSRMHHENTEQFIQSFPNGEVLARQMVELIHA
CEKQHDHEDDHCWRILHVAECFKQACVQRGIAPSMEMMITEFIMEAEAR
>S1itGOBP2
MATVTSSVMGTAEVMSHVTAHFGKALEECREESGLSAEVLEEFQHFWRDDFEVVHR
ELGCAIICMSNKFSLLQDDSRMHHVNMHDY VKSFPNGHVLSEKLVGLIHNCEKQFDS
MTDDCERVVKVAACFKVDAKAAGIAPEVAMIEAVMEKY

>SlitOBP1
MFKLCVFLALGFVACHGASNSNPGTPNANPGTYCGVTPDNIYRCLNNPRVVTPEVST
KCGSQFTECEKMTCIFRELKWSKRGAIDKAKVRAYFDQYETEHPEWAQAVQHVKAF
CLASELRAQGVFLNCPAYDIMQCVLASFIKHASPSVWSTATDCAYPKAYAADCPVCP
SDCYSPQIPYGSCNACYTQPRTV*

>SlitOBP2
MVRKISGLLCCLCVFGISFSDSAISADSESRCRNPPTAPQKIERVITLCQDEIKLSILREA
LDVIKEEHTMPAQRRRDKREVPFTHDEKRIAGCLLQCVYRKVKAVDGYGFPTLEGL
VGLYSDGVNERGYFMAVLEASRECLMKNHDKFSRTVPMDNGRNCDISFDIFECISDR
IGEYCGTSGL

>S1itOBP3
MKSFVVICIVFVVGVCATEKGNKIASECIKESGVKSDVLAEAKKGNLGDDPAFKEFT
YCFFKKVGIVGEDGKLNRDVAIAKLPSGVDKAEAEKLLDSCKSKTGKDAVETVYEIF
KCYQHGTKSHIMFAS

>SlitOBP4
MKTLLVFAACILVAQALTDEQKEKLKKHRTECLTETKVDEQLVNKLKGGDYKMDN
EALKKYALCMMMKSELMTKDGKFKKDVALAKVPNPADKPTVEKLIDACLANKGNT
PHQTAWNY VKCYHEKDPKHAIFL*

>S1itOBPS
MTKVLFAIVLTMVTFAVVLSASTKEAMTTTMSDQVNSIDVDVLAVMDMCNDSYRID
PTYLQALNESGSFIDETDKTPKCFIRCVFENVGIVSEDGKQFNPARAAVIFAGERNGKP
MEDIADMTALCATDRQETCPCDRSYKFLRCLMSMEIERYEKS*

>SlitOBP6
ESKFGEIVKRTVIATAHTCMDHVNATAKDLEHLRDEPPYPETSACIVKCLLEKVKYM
RKQTN

>SlitOBP7



MFTEALPLFVILVAVTHGGKNKPVFSDEIKEIIQTVHDECVAKTGVAEEDITNCENGIF
KEDAKLKCYMFCLLEEASLVDDDDTVDYDMLVSLIPDEY YERTTKMIFACKHLDTP
DKDRCQRAFEVHKCSYEKDPDLYFLF

>SlitOBPS
MFGSKIVFSLFMIVSVCYGAVDIKKYFKVCDRNAIDVNDCMAEAVRQGIATMINGID
ELGVPPIDPYLQKDFRLEYKNNQLAAKLTLKNIYVEGLKEAIVHDARLRADDDKFHL
EVDLSGPRVSVRSDYYGEGQFNALKIVAYGQVNTTMTDLVYTWKLAGVPEKNGTET
YIRIKDFYMRPDVGSLVTHFRNDNPESRELTDLGTRFANENWRMLYKEFLPYAQAN
WNRIGVRVANKLFLKVPYDQLFPTSS

>SlitOBP9
MCLVKYHVLVLCVILVGSYALNCRSSGGPKEAELKNTYKKCLKMQEGKNSS
KGNSAQDWKEPRVQIQSNDNDGSGNRGRGNKNNRNDMNGGRDDRFGRDDYFNGR
EDFPQS

DEYGGDMGQYNNNY YSTTQSSRRYKRERRPSNSGQRSQYNPNNHKISGYEDNFRSD
ERNT
TDNNSSKETDNKSCALHCFLENLEMTGEDGMPDRYLVTHAITKDVKNEDLRDFLQE
SIEE

CFQILDNENTEDKCEFSKKLIDLSVRE

>SlitOBP10
MKEGNRYSHERRITNDSGDQLMVINATDDDYSGYGSGNMGEKLLTSVPRPATPSNNI
NKNNINRTKRNEPLLNRPDSDQCLSQCVFANLQVVDSKGIPREAELWNKVQSSVTSQ
QSRSALHDQIQACFQELQSEAEDNGCSYSNKLERCLMLRFSDRKVDGKGNAKKSSTE
QTG

>SlitOBP11
MSKFTCLVLCVVAVSLNGVHATAEEKAAFIEAVKPYVQECSKEHGVTPEDIKSAKAA
GNADGINSCFLSCVYKKAEVINEKGEYDVDKALEKLKKFVSNEDDYAKFANIGKKC
ASVNEKSVSDGEAGCERAALLTSCFLEHKSEISA

>SlitOBP12
MSVVRCSSFLVALFCFVSVNAMSGDEEAGIKEALRPFVQECADEFGITEEQFEEAKKK
ASAADIDPCFMSCFLKKAEFFDSQGKFDVDSTMAFAKEHLTSEPAMKFVEAVGDECV
KINDEDVSDGDKGCDRAKLLFECIAETKKKME

>SlitOBP13
MITSSSLLVLTAVVQVLFAQQPVFESGPPEPWGPPQRPAHRRQFLPRIPKRCWVPPQRI
NVYNCCPIPTLYPDEDMQSCGFEKTSGNTDQPQKPVFRPEGTCKEGYCVMGKFDLLF
ANNSVDFVKFREYLDNWAESYPEFANAIRIAKQECAQDGGPEVPPICEPDKLFLCLTS
TIFWNCKLRDGDGCAALQEHMNECKQY YTRQMEPTMKDIEVR*

>SlitOBP14
MDQKRICLFVIAMFLASGSDAMSRQQLKNSGKMLKKNCMNKIGVTDDQVGSIDKGK
FIEDRKVMCYIACIYELTNVIKNNKLNYEASIKQIDLMYPPDVKESAKAAVEKCKDV
QKKYKDICEASFYAAKCMYEYKPEDFIFA

>SlitOBP15
MFNNCFVYSMTREQIKNSGKLIKKTCSAKNDLTEDEVKDVDKGKFIEKKDFMCYIAC
VYKMGQTVKGSTINHDMMLRQVDMMFPNDMKAPVKAAIEHCRPVAKNYKDLCEA
SYWTAKCIYDFDPANFMFP+*

>SlitOBP16
MLAEELKDCFDGSGPKDPMKCEIDLCIAKKKGFATDDGKLDIKKFEEVITKDVGSDK
DLLDEIKTNCINGDLNNYGPPEFCDFIKIKHCVTLHMMNHCSEWSDDGNCKVVKELV
GKCAKVI*

>SlitOBP17



MRTFRLLCCILSIFFIFDQSYGMTRQQLKNSGKLMKKSCMPKNDVTEDEVGDIEKGKF
IETRNVMCYIACVYTMSQVVKNNKLSYEAVIKQVDVMFPAEMRDAVKAAATHCKE
TTKKYKDLCESSYWTAKCMYDYDAQNFVFP*

>SlitOBP18
MILXYTQKLTNMLLTKIVKFFILVATCEAMTMKQIKNTGKMMRKTCQPKNNVEDEK
IDPLSDGVFIDEKEVKCYMACIMKMANTIKNGKLNYDAAMKQADLLFPDDIKEPAKE
AITACRKVADAHKDICDASFHVTKCIYNHN

PSIFYFP*

>S1itOBP19

MY SKICILLFISYTCLVTADSVSFIKKCKWDDGKCAKESGQNVIQKFAAGISEYNVGV
SDPLHIEY VDASSPNMKLIVTDVVVTGLRNCEVKKIQRFEDSSKLIVKLLCAAELNGK
YDMKGQLFVIPIEGNGGLYSKVPKIQINAEVDLNTKQGKDGKDHWIVKSWRHTFELK
DKSTVKFENLFPDNEFLRTSTNELIAQNGNDVIIEIGANLIKAIVGKIVENIKKFFIAVPI
EDLSL

>S1itOBP20
MWVQALVLTLATLVTLVAAAVEMDEDMAELARMVRDNCAGETGVDVALVEQVN
AGAELMPDDKLKCYIKCTMETAGMMADGEVDIEAVLALLPPSLAEHNAPALRACGT
QRGADHCDTAFRTQQCWQNANKADYFLI

>S1itOBP21
IHYLCAARAVHKIKNITNCENGIFKEDAKLKCYMFCLLEEASLVDDDDTVDYDMLVS
LIPDEY YERTTKMIFACKHLDTPDKDRCQRAFEVHKCSYEKDPDLYFLILRREQLASR
DDCVAISGIN*

>SlitCSP1
MKFVLVLCLMAAAVLAEDEKYTSKYDNIDLDEILTNKRLLTAYINCIMERGKCSPEGK
ELKEHLVDAIETGCSKCTEAQEKGAYKVIEHLIQNELDTWHELTDKYDSSGKWRKTYE
DRAKANGIIIPE

>SlitCSP2
MKVALLTLCFALGVLAQDMYENANDNFDISEVLGNERLLNSYAKCLLNKGPCTPEVK
QVKDKLPEALETRCAKCTDKQKQMGKTLAQEVKKNHPDIWKQLVAMYDPEGKYQQ
AWKDFLQE

>SlitCSP3

MMLLIYLTIQSNAIPSSRNTTKYDGIDLDEILSNDRLLTGY VNCLFFFFPGGGDGKELK
KNLPDAIKNDCKKCTD

>S1itCSP4
MMKKSFITMMLLIYLTIQSNATETSTYTTKYDGIDLDEILSNDRLLTGYVNCLMDLGPC
TADGKELKKNLPDAIENDCKKCTERQREGADRVCHYLIDNRPEEWTKLEEKYKSDGS
YRAKYLASKEAKDEKASNVTNSSEDTNNVSKE

>S1itCSP5
MKSFIVLCLFGLAAVALAKPNGSTYTDRYDNVNLDEILGNRRLLMPYIKCILEEGKCT
ADGKELKSHIREALEQNCAKCTDTQRSGTRRVLGHIINNEQESWNRLKAKYDPESKY
TVKYELELRKLKQ

>SlitCSP6
MNFLVLSIVVTMAAFVAAETYTDRYDHINIDEIIENRKLLVPYIKCTLDQGRCTPEGREL
KAHIKDAMQTSCSKCTEKQKKGARKVVRHIRAKEQEYWKQILAKYDPEDQYKENYET
FLAAED

>S1itCSP7



MQIKYALVLCCVAAVSVAQTQRPPVSDTALDDALQDKRFIQRQLKCALGEGPCDPIG
KRLKTLAPLVLRGACPQCSPQETKQIQRTLPYVQRNYPQQWAKIVRQYAG*

>SlitCSP8
MKSMIVLCVLSVAALVVARPDDSHYTDRYDNVNLDEILSNRRLLVPY VKCILDQGKC
APDAKELKEHIREALENECGKCTETQKNGTRRVIEYLINNEEEYWNELTVKYDPERKY
TAKYEKELKKIKA

>Sl1itCSP9
MKVVFLVCVLAAVVYAHPHESHYTDKWDNIDLDEILNNKKILASYVKCCLDQGKCT
PDAKELKSHIKEALENRCGKCTPAQKDGTRKVLTHLINHEPEMWNQLCEKYDAEGK
YRKMYEDEYKSVKH*

>Sl1itCSP10
MRAVLLLCALVHLVVGQDVNDMVNMPKYDQRYDYLDVDAIFTNKRLVRNYVDCLIN
AVRCTPEGKALKRILPEALRTKCVRCTERQKRTAVKVIKRLKNEYPDEWSKLASRWDP
TGDFTRYFEEFLAKEHYNTIPGSGSALPTSSPLAPPRVPQSPPATNPTPGPTEPTPPRPIVL
NRFGDDGELMMGSPSSAGITPRPMTQATTRPSTTTRPPSTRPVPPRPTMMTWAGAASN
TQATRFPLRPVSEMSPPYSHGYNPHRPKSLPK

>SlitCSP11
MKVLVALSVFVVLAAAAPLTKDELATLEAFDYDSLFADEEKRKYVVFDCLLDKGDCGP
YKQIVDLSMKTILSNCAECSPSQKAKYDHVLKLLKDNY ASFFNEFMQKTAAKKEKH
>SlitCSP12
MKCIYVLSILLVFVAVQADEKYSSENDDLDIDAVVADVDALKGFVGCFMDAVTCHA
VAADFKKDLPEAVATSCSKCTDAQKHIFHRFLLGLKQKLPADYEAFKKKFDPEGLHF
HTLEANVANS*

>SlitCSP13
MKADCVLIMTLMAVVAADFYNSKYDSFDVQPLLENDRILLSYTKCFLDQGPCTPDAK
DFKKIIPEALETTCGKCSPKQKQLIKKVIKAVIAKHPEAWEQLSDKYDKDKKYKDSFDK
FLAEQE

>SlitCSP14
MKLIIVLALCVVAVAWARPASTYTDKWDNINVDEILESQRLLKAY VDCLLDRGRCTPD
GKALKETLPDALEHECSKCTEKQKKSSDKVIRHLVNKRPDLWQELSGKYDPENIYQER
YKTQLDAVKRH

>SlitOR 1
EDIRNFNKELAINMDSNVDKTTLNSEKPEHYIHYIEMPLKLVACWDLFPNSATEKRKI
FNDIYLGIVLFVLTHIPMVLTVHLYTEWQDIMSSLGTIADALPLLVSLVIVAYYAIYRR
NLYELLNYLDKNFKYRSARGLTNMTMEQSCMTARRFGRIYTACTMEFSVTMYATLPV
IVHLWTKEPIQSWIYMDVTQPPFFEFVFMLSCLAQMY VGLAMGQFGVFFASNSILICE
QLDLLCCSLRNARYTALLQRGVKHAALVASHSDIQRDEDHNYIYNFSEIKDSMYHYD
KRMTHIYVDA

>SlitOR2
MMTKVKAQGLVSDLMPNIKLMQAAGHFLFNYHAENGGMSGLLRKIYASTHAILITIH
FACMGINMAQYSDEVNELTANTITVLFFTHTIHKLGFFALNSKSFYRTLAVWNQSNSH
PLFTESDARYHQIALTKMRRLLYFICGMTVLSVVSWVTLTFFGESVRLITSKETNETLT
EVAPRLPLKAWYPFNAMSGTTYHAFAFQVYWLLFSMAIANLMDVMFCSWLIFACEQ
LQHLKAIMKPLMELSASLDTYRPNTAELFRASSTEKSEKIPDTVDMDIRGIYSTQQDF
GMTLRGAGGRLQTFGQQNNNPNGLTPKQEMLARSAIKYWVERHKHVVRLVASIGD
TYGTALLFHMLVSTITLTLLAYQATKINGINVYAFSTIGYLSYTLGQVFHFCIFGNRLIE
ESSSVMEAAYSCQWYDGSEEAKTFVQIVCQQCQKAMSISGAKFFTVSLDLFASVLGA
VVTYFMVLVQLK

>SlitOR3



AFLAFHRVLSFAGISIFAKQNWNSHRWLAHQTENFIIGVLCFIFTTGFVVTNVSDFLLCI
QGACIWTTGVIMTITLGVCLIFRKEFRNFLEEMVFRDHMLEMPLIDHILLVSPRGEKIQ
ELRNLVTGSQEKLFKYTTLLLKSYVANVFLCATLYLCSPVYGMLVREDKSLRLLAFD
MWFPWSLEDYTVYIISFIFHAYAGYLCCIAYPGLQSTIILLLGQLIRQTRILTFILLHMN
ELALEVTGVQDERWQDICTLILSQCVDHY VKIKR

>SlitOR4
MVNTFRGRLLNIRDRLKQNSCVNLVWLINFLPNLAGFPLLSQKFKFFFWIVHTVLLFY
VYLLGTAMYQTYFAEDFVDSINSFFNISVFILIGNDSWWLISKRNDLNDLLKMVKKN
DDLIESGRFQDVHQKLMKSIKITVIMCYMFHFVNDVMIFIPSRTIGMDDFSTVSCVGM
EPLTSSPNRQACMVVLALQELTAIVAVCSYDVALLFLFSHTTAVFQILYQDMTEFANI
SKSHETYYVVKDRLKNIVFRHVLALHTVRKLEDIYSVAIGIGFGLDAISMCLFFVLPLD
VCLNFAPLIYHSLFIFFLYCFQGQRLTTASEKFEMAVYCCGWENLRVKERRQVLLML
KQAQKPVIVYAARVIPIRIHTFASTMQSIYKFVTIFKV

>SlitORS
MTNQKDLDFENIFKITTTALHISGSHPSVPKDLKWALKFTILHGTFALGFVTVIYSIIYH
DLKEQNFVQICKDCVVFVLFCVTSLQYCVLLIHQDNLVLLIKNINSDYEQMQNLSDK
EKQLMDKYMNLGAKVCRHWFVLVLVTCLIFLIKSVGFMCYYYLINDIKYIPYYDIKY
PEFIEERKNENFSVFLITYCLMFYFALYSVLIYVAYVPLGPVFMLHASGLLEVVKNRID
DLFSDSNPEKIREKLKDVVMKLQYIYSIVDDMKTIFRFGYEVSLKGTAVLLPVTFYAV
LEAAKNGEISMEFISFIAGGIVISAVPCYYSDLLMEKGEAVRLSLYMCGWEQHYDRRT
RTTLQLMLLRALRPIAIQTLFRTLCLDALTDLFQQSYGIFNLMNAMWS

>SlitOR6

MGLKKFLFEDESVQGITAPTDYLY VKLLRMTLRIATWPQTELGEKEPVYLNVFLKYF
YLVATIGCQIGSYCYLRTYSDELTMMEAGHNYIMIMMTFIDISRITSLTFSTEYRKLCK
EFFTKMHLFYFKDISEHAMETHKRVHLISHLFTLWLLFQMLFGVPLFENLVPMYYNYA
AGRYKPGGTOQNSTFEHSMY YQYPFDTLTEIKGYIVANIINWILSSLCVIWFCMCDLILL
LMVENIWGHLRMLTLPLNNFPRPGVETTIQ

>SlitOR7
MPKPLLFDGSLDKLGVLFRYSGMNLEKDIITPMDTIKHRWLYTLNYFSVLSAEIAGIY
YIITGIIQGKSFIEVTSVAPCLTFSLLALIKCSYHHIYEKNIKELINLLRHLERKENDRTEC
ADKQEIDEEAGFLNKVINVLYVLNCCMIVVEDMTPMVLIAVKYYKTKQFEMLLPYL
DVFSFIPYELVYWPFAYVHQIWSKCMVLLSMAAADYLFF

>SlitOR8
MIVSYLSSTLLILSPLISHLILGVELLLPICRYAFISDEYRLMFIYPIYLYQIVSIHFHVLY
NVNVDIFFFGLMVLAIAQLDILDRKLRKVTEGNKVEDTDSEASRSPIDKNKEDVMKIN
QCIIHFIKVCRFCELIEDAFSATLFVQYSAASCIICVCLCRFTMPAEMGYIVFLASYMSL
MVSQMMAPCWLGTRLMDKSQLLAFSVYNCDWTSRSRQFKSNMRFFVDRANKPLSI
TGGKMFNLSLGTFTSIMNSAYSF

>SlitOR10
MEAEKNTTLFLGRPKKILTAHGVWPHPNNYIILRKLYMLFVMWTQYSFLLFEIIYIVN
VWGEIDEVSEASYLLFTQASLCYKSTTFMINKKSLLELLDIMDSDIFKPKSAEHEKILA
AQALKIKRLCLFFLTSATTTCTLWAMIPLFDDASKRSFPFRICKQETLTLLFRMPVTPL
KSPDYELGYLYQMISIYISAFPLHISGQRRRVYDHV

>SlitOR 11
MEFNLDTYAGDAVVGISGPMDYKYMKVLRFVLRIISGWPGKALGEKTLKIEGMGHAY
YNTILSLIYLALGIAYLKKNAHRFGFLELGQLYIVLLMNMLSTSRAFTLCLSEKYRTV
AKIFIQKVHLFYFKDKSDYAMSIHVTVHRISYFAAIYVSIMLSIAACLENLIPMYNNYA
AGNFASFDNLQNKTYEQAISCLYPWNFETNFKGYLVATLSGWYGTVLCGS
>SlitOR12



MEEEPLLINKTIKKIEIWLPTTGTNVKSTSKTRMDTIKSRAIYIINFFWLNMDLGGAVV
WFISGIANKKSFTELTY VSPCITLSFLANFKCFFLFLNEDTVDKLLETLRELEMNERSRP
RHKDKDAIMVHEHKFLTNLISFLNVFFCGLIVAFAIGPVTLTIFIY VITNEVDLQLPFLII
YPFDAFQLKNLALGVSSPNLVRSSSYQWSRCSRLSLLHILLKHK

>S1itOR 13

MDIKLSSVKIFSDGSDLEGIEKVEDILYLRILKKIMW VIDGWPKEAHKSQFFRY YICIL
DMVSLIPGTLYLKINTGKIPSFELGHTYITVFMNAIAALRTVLVLTRNYNEIIFYFLKEV
HLFNFRRKSKYAYETHILVHKISHFFTMY VEMLMCCGILLFENLTPIYNSYAAGMFRDE
PPPNATFDHAVYFALPFDTSTSFKGYAIVSLYNWYICITCSTYFCIIDLTIFIMVFHLWG
HMRVLSYNLENFPKPASVLAAANDTHAYTPCENKYNEEELVEVFENRLRDCIQIHSPVI
TSPS

>SlitOR 14
MTETRPKHYFGFHYRILRFLGLGWWHHPEEGNTSNFPGWYLYYSIATQLVWVAGFV
GLETIDPFVGEKEMDRFMFSLSFVITHNLTLIKLYIFFFKNADIQEIVHTLEIGIYDYYQ
NDDKNRKTVRVSKIITAAFIFFGWVTIGNGNVYGTIQDLKWKSLVATLNDSDVRPVR
TLPQPIYIPWDYQKDASYIPTFVLETVGLLWTGHIVMTIDTFIASVILHMGSQFEILHEX
NNNCV

>SlitOR15

MPSDQSKMFDNSFRIAKIFGIWPGLKPSRY YKFYSFIYLFATFVCYNLLLTLNLLYTPR
KIELLLREVIFYFTEITVATKILTILFMRDKIIQALNFIDCDEFVGDYENKKGILYKTNM
GFRLGWRSYLVLSNIAYSSQVIVPIFLDILRETKSELPICKYYFLSDEDRESHFLFWFIY
QSFGMYGHMMYNVNIDSITAGLLLIATAQLKLLGNNLTNLKLSDEESKLPKDSQDKIQI
KRFHKLLRHYEVILRYCDTVQDTLNVTLFFQFGVASHICVVMCGLLLPSSTETKVFLV
MYLFTMTLQIFVPGFLGTQLTYGSEGLVTAAYNSEWIPRSESFKSSLKLFRERAARPV
VISGLKMFPLSLITFTSIMKTAYSFFTLIRNVQEA

>SlitOR16

MYIKIVRFMLVIVGSWPRREIGEPEPRY QTIMLKLFFFSVVNAALYGSISYVYMHTSEL
SFLEIGHMYIVILMTANDMPRVFTLTLSQKYRDLAKEFLTKIHLFYFKDHSPYAMLTH
KKVHLVCHLVSLCLLSQMLTGLSLENLIPMYTNYSSGRYASGGTQNSTFEHSMYFESY
PENTST

>SlitOR17
MSVCAGSVAPHVRCLRRVGFCRWGAAAPANPLLATAARFYHVFALAATSTYVLQQ
LIYAYQERSDMDKLSQVMFVLLCHVTCVAKQVAFHVDADRIDELIARLDEPLLNQC
AGPRGALLHGTARRAARLLRVYSGCAVATCVLWIVFPVLYRIRGISFEFPFWAGVSY
DHNVVFGAVLLYSFYTTNLVAIGNTTMDAFMATILDQCKTQLRILRLNFETLPERAR
ALQQSGGGVYEASLQRLFVDCLLHYNITETCTVLHDVFAVPLLIQFGVGGWILCMA
AYKIVSLNVESIEFASTTLFIICILIELFIFCY YGNEVTVESSRVSESLYSMEWARAGLSF
RRSLVLVMERAKRPLRPAAGRVIPLSLDTYVTILKSSYSFYAVLRQTK

>S1itOR 18
MEMKSDILTQKKYKTFNDTFKLCAFSLAFAFLYPNRNTALKRCITITLIVTFCGGQLF
WFITYTFKCLYTLDLYNFARNMTLAVVLILFFIKTYYAIYATQKFATLLDKISEDLLEA
NNLGERQQKLYDEHITIAKFGEISWLLVPVLMSALFPIY AGTLMSIESIQTDDYQRRM
VHDMELLY VEDIQSETPFFQCMFAYNCVQCVVLVPNYCAFDGSFCIATTHIQLKLKL
MVLKVHDAFKYSKNKYELRMKMNEAIRDQQEALDFYFPPKMCLGPWLFAVLMPDF
FLISFHLDPKKFAANKSPKHLHLGWSGFFPIYPCPVKSEAP

>SlitOR19
MKNHYILKTYCKRIFLIGSGNFWYKESEIGNDQSLLYRTYNAVLYFIYGFMTILEIMA
ATMGDFPPDEKRDSVSFAVSHTIAMIKIFSVIANKSLIKKLNHKMVTVCERYEENTLM
AEKYKIMKINVLAYFVTVYASAFFFVFEGLRKMLTGSHFVTVVTY YPKFEDDSIGATS
ARVLATVILYILMITMIMSVDSFTMIYLIMYKYKFITLKQYY



>S1itOR20
AEELIFYFTNVGALSKALAFIFLRDKVKKMLYMLESEMFQTDNPEEVKLIEKAKEKSL
FYWKITFGLSVSANTVNVFLPFVLHLIFSIKLEFPVCRYSFIPEQYEAIFLYPAYLYQSIG
ITSHMLYNVNIDTFLLGVMFLAMAQLDILDRKLRKVTDVCVNVDAPRGSIDKMIDDQ
NAVLEINKCIKHYDAVCEYCKLIQEAFSEILFVLFSSGSCKICMCLFRFPMPAETQYFV
FLTLYIVVMTLQVMVPCWFGSRLMEKSSQITFAVYDCDWTPRCRRFKSNLRLLVERA
NRPIHIKGGKMFLLSLATFTAIMNSSYSFFALLRNVQTR

>SlitOR21
MYKLGIALKAVHNDCEAEQKMITRSKFFSWALIFNCVMSVIMYTIEGVLRVIRAGDT
FNTVITAWPDVHDRSVLSNIGRTVIYITWWIYLTRIFSVYSLVICLTIAVSHQFKNLKSY
FYSLSKIFENDNLPQTEKEQEYEKAFKVGISMHSETLKCTDEIQTICREVESGQIIFNLT
LLIVELMYQMMNSPRTFSNVLTLGLTALTILFSTGFFMW

>S1itOR22
LCLRCKMRLQIKDFLMKASFDFDRPDINLYNFHPQLRIFLAVKGVFFTNRGSRFRLIW
PSICIQLSIIGMTFEEMFIWRGVSLKDYSFATECFCYWLLLGCIPTVY VSILVHTNKIYDI
VVKMNEEFIY VCSLGPRYRKPFLEGQLLIWQLCYAWFGFVSFVGGLY VVFPLVGLIY
QSLFATLNENTTRPLQFPMWLPHDDPYRTPNYELFLFIQSTLCFCFVQTFCVYIYTLFH
ILLHY YMIMDMIIINFSVIFDGLEKSVALLPRHDIPRNGNPTNN

>S1itOR23
MWQKLKEFYNKTHTDFSKGYIDPYEFHKTFYQIMVNFKVADLSNENPPSYFNQNAII
FMTGFVAKLLCISSFYHGLMTENLRLATEAGTYIIVMAYALLISSCTRRNVPQYHNFL
RAMKEDFQFICTSGEKYRVPYFSNQLLTWKICIFACIFTASIAVGMVSFAFLSLFYFLA
TYKEEIGGSRPLLFPFWLPNVDFGETPVYEIAFMFSNICALLYAYNYIFMIQTQIVWIR
QITSKVDIVIWSISDLLVDIHPAGSEEESVYFSYLIKARMRDILLHHQSMYSLMEDYAV
VYKKMLMFEQKCCGSVVCLTAYCIAEAFDAGEFQAILLLLCIGTTVLHFVPCYFCTFL
AVKVSSVCDACWNIPFWKAGPLIRPYMVLIMQRSLRHLPLQAAGFEDISIETFSKKMT
NAYSLFNMLRQANI

>SlitOR24
MRVLSHVWRRISQSKALELAGPLETAFFASVYRLSFVVGLSTSDDYLLYTMYSSFIRII
SALVVWEFEIWSVLGNTDVSLDQIISSVNVIFIHLVTFWKLVTVTIAENLGKFVMSLLYL
GYNMFTWYLMCRWCEEITIKSQRIGQSAYFSGWESGISLAPGARATIVLVIARANKPL
VEFVAGGMYTLSLSSYTTLVKASYNALNILLTMRHE

>S1itOR25
PLLGQLAASGVLIYFIGYQATATIGQSVVACMTSFLFLAYNLFDFYMICRWCQEITNQ
SANVGEAIYCSGWECGVSKLPGVRSTIMFVIARANKPLVLTAGGMYDLSLTSYTSLV
KTSYSALTVLLRFRHD

>S1itOR26
MSLSSGSVATHLRILRRCGYCRLAGGARVARLGSLHALYRGFTLALTTLYLLQECIY
AYQVRQDMDKLARVMFLLLCHITSIAKQLVFHLKADRIDEMLGGLNEPLYNQSAAV
HQRLLRVTAARAARFVRAYAGCAVVTCTLWITFPVMYHLQGQLVEFPFWINVDYNQ
SKMFILVLAYSYYVTTLVGIANTTMDAFMATVLNQCKTQLRILRMNFECLPLQAVEV
LKTSPGQSYDAVLMKLFKECLLHYEKITKTAKMLQDIFGTAILIHFGIGGWILCRAAY
KIVTLNVMSVEFASMTLFISCILTELFLYCYYGNEVTDESSRVSESLYSMEWARAGLS
FRRSLVLVMERAKRPLRPAAGRVIPLSLDTFVKIIKSSYTFYAVLRQTK

>S1itOR27
MIILNENMKTKLAFLSPVVPYGVFESWEDLNPQLYHAVHIYWLKFYGMWENDFSPQ
SIKFWVQMMYTLIVLWLVCFFPGIGEVVYLLRRRENIGDVAEGLYLFLSEMYTYFKV
VVFWLNRNKVIDLLKYLHCEEFKPKEPEHRDIIKSIKSARFVMTYYSTMCVGAVSVG
IIMPLTENFDILPTNVEYPFENVYQTPAYEAVYIHHIY YKPATCIIDGVMDTILAAFVAS
AIGQIEILXFNLRNFELLAERQRKRDVAENKYIEEYKPPYYVRSVLKDCIVHHNCIIRY



VSMIESAFSLASALQFMLSVMVLCLIGIQFLSIENPTSHPMQIAWMGIYLTCMLIEVFIL
CWFGDELIWKSMDLAKAAFEGPWMNSDRKSNMFIIIFLERCKRPMRLTAGKIFTLSL
DTYTVLINWSYKAFAVMRNMKK

>SlitOR28
MTSLYRKFLFKKKLKQRIDERVYNKRDYDASYAPTKKVLGWVAIRMTHNISEKTTM
LWDMFYWFEMMNLFLVGPSELVSMLTTAYEAKTFRDSIKVFRTMPCFGCVVLSMFK
SIKMVVHRPVYENLANELRDMWPEGEVSEEEHQIISAALKQLNFIVKGYYWCNNALL
ISFLSPPYFITLARYFGYDSPMGLHFLYWLPFDPYQSVYYEITLVLQTWHALVVIWEN
VAWDMLFCLFLCHITTQFDLLARRVQRLFYVQVDNQLVRSYPMASVSREFIQTEGER
VNSYGAQYWEARHQKEITEIVLRHHSLIRLTGDVENMFEFSLALLINFMNSSHICFCGFC
CVLIEKWNEVAYKSFLVTALSQTWLLCWYGQKLIDSSQRLADALYGCGWYNSSKRA
RSAVLIMLHRAQKGIYVTTHGFSVISLASYSTIIKTAWSYFTLLLNFFKEKSVN
>S1itOR29
MKISMLSVVCIVKVNTFVLWQKHWREVLDYITEADNFERQNEDPVKSQIVEAYTKY
CRRLTYFYWALVSTTFLTTTCSPLMRYLSSSTFRENMRNGTEPFPHIFSSWMPFDKYH
SPGCWITVLWHTVLCAYGAAIMAAYDTCIVVTMVFFGGKLDLLRERCKHMFGSYGT
VITDKQCEEVVRQLHGIHVMLIKYSRLFENSLLSPVMFFYMVMCSLMLCASAYQLTSA
QNAAQKLLMAEYLIFGIAQLFVFCWHSNDVLIKNENMTSGPFESNWYTANYRQKKD
VLLLSGQLRIKNIFTAGPFANLTLPTFINILKGAYSYYTLLRK

>SlitOR30
MDATCLNFEELFKIRTVFMRLNRSYPSIARDRPWKFQFSIIMMIIFSHFFFLSYSVFYHD
IRSGNFAVACLNASVAIICITITLKYHHLLYHQESIKQLKIAMERDYAAAQEFCNEDKEI
VVQYAKRGVTVCKFWLVFGFGTSTIFPIKALVLTGYNYWKGEFVYVHVFDLIYPQPI
EDYKNVTICFWLLFIFNNSFGLLASSMFVGFDPMVPIFMLHTCGQLDLLSRHISTLFVD
ANI

>SlitOR31
MEDNVAYSTFEGFRPHFDALARVGYFKIVLKPISSLKPFFHNVYRISWSLILTYNLQH
VIRVVKVRHSFHLIVDTLFILLTTLNTLGKQTAFNLRSRRIDDIISIINGPTFAASKPYHV
EVLKQNALVMSRLLTLYHGAIFTCGTLWTVFPVVNRALGKEVQFTGYFPFETTSTLA
FSLALAYMTVLITFQAYGNVTMDCTIVAFY AQAKIQLQMLRYNLEQLVEFRNIKKFN
SIKTQYRDEGEEKTELQERLKKCVRHYDQIVRYAKEVESIFGEAMVVQFFVMAWVIC
MTVYKIVGLSICSAEFVSMAVYLGCMLAQLFIYCYFGTQLKVESELVNQSIYCCDWL
CLSPQFRRQLLVMMOQCCGRPLAPRTAYVIPMSLDTYIHVLRSSYTLFTFLNR
>SlitOR32
MVSSEDLFLNRAKFVMKYLGVWVLADNASYFLKAYRGFMITLQYLFLIFQTIYIIQV
WGDLDAVSQASYLLFTQACLCLKVTVFQINMPMLKDLLRLMDSKIFRPENDVHEKL
LELQAARIKRLLLAFMVSSQITCGMWALKPLFDDADRKFPFDMWMPVSPEDAVQYY
IGYAFQLGTICISAYMYFGVDSVTEFSSVIFGCPQIN

>S1itOR33
MSNQIKMYTPNEMTKLLGKLNVICFIFGLKNIWVEDVKLTNRFISTRSCNRLLLFAEIF
YIIFASTILGSLFTQKNLSEKQKTDQMMEFSITLPGNIMFHYILLYRRHEIRNLLYHLAVV
LKEHYNDEDLEREMIKKIKVFEFSISLCGLVGMVVVSYGLSAFYRVVTAGETFVTITSA
WPDIHDRSTAAGLVRVFVYFWWYPFAARIMVTFLILVTMLVSICYQFKNLQSYFYSL
DEIFSDGTQSQEQKEKK

>S1itOR34
MNFFRNPEVPTQLYKETDTTRMIDKYNKFWFLCCCPDFWVKKVDYPDPFTRVYRPS
MLVNHIVMVIFCSSCFLSLWTQHDLSQSQKSDRLAYAASTPIUTVLYHFVILYYTEDV
KQVLYKLAVVLRVDHNDKNAEDEMKKQ

>S1itOR35



MWNKIRKFGLEYCDLPTMIWNVAVFLKVLTLNVYGKKKTGIPFIFYIVVVVAALSYL
YVYLICMVWFEFVEFVRSRETEDLGAAMVILSLGISSEIGTLKLLYMFLYIKDIRNLTDAFL
DFDSHMVPGTRMYTNLLRYLRDVKKRAIFYWAVIMGNGTLY VTMPMLRPGRHLTE
DMLVIYGLEPMFESPNYEIAWFMMAASVATICYISANVTAYFIVIIGYAESQMRALSD
EVTHVWKDAEKHFEDLNYGTDLQDFDRKKMIINEHVFKNLKYIIKRHATIKTLINQV
EDVCSGPTAVGLTFLLLGLISELLGGLENTFLQMPFVFEMQVGTDCFIGQRIMDAGEVF
EWAVYDCQWENFDHKNMKMILLMLQISQKTSSISAGGMTKMSFRCLMGAMRVTYS
AYTAFRSIM

>S1itOR36
MLTFHEIHEIRKFGLEYCDLPTMLENVSILLRVLTVNIDSKYKKGITILSYIVTAVTAA
CFYYVFLFSMTWFVFWRARITGELVGAMYV VLSLGISSEIGPFKLFYMCYYMDKTHKI
ADGFLECDANTIKGTRFHSNLMKCLRNVKKRAMLYWVVVAGNGVLYVMKPVAMR
GRNLPENYFLIYGLEPMLETPNYQIAYFMMIASVFFVCYVPASVTAFLIVITGYAEAQ
MLALSEEMLXXYGQML

>S1itOR37
EVDKLVLVPLFIQDILGHNVENPKWTWTTRIPQQFFIVFLLVYVILGTQDYLKDATDIN
DIGEAY YTLIILFFPIKYLLFIQNRFTLQQLYVMAKTTLLDMIKSDSNEKLEELFAKIKL
AVKILFGTIFWSISVYFMVAMWNYAQGTRVTLSKTTTILMPMTSPY YELGLAIHTVFL
FEMAFTYCVIDLWFVVLMFSFCTAIDSTINRLKIEGKRPDETDEQYMDRLNDALRIFY
QNHSKIMEFLYILSETYKWPSIIPILGILL

>SlitGR1

MYKSLILCVVYCVVIEARPKWQVLPPMPGY VPVYIRPGDTPLEEINLDLAEAFHELPS
GRSVGKQVEASPEAPEQADQPQPDEVPAPADEIVDHRPYEKKILEKKKKTDSEIPKPIE
RR

>SlitGR2
MTIPDHLFDEGINNTLFHNDMRHIQQNKTVYEKTQRDYEQEQRDLLSSQDGDTCEIH
DQFYRDHKLLLVLFRALAVMPITRSRPGTITFSWKSRATMYAVCFYIAATAVVLIVG
YERIMILRSIRRFDDYIYAILFVIFLVPHFWIPFVGWGVAHQVAIYKTNWGKFQVRYC
RVTGENLQFPNLKTTIVIISVGCLLLAVCFLLSLCILMDGFLLRHTSAYYHIITMINMNC
ALRYINCQRIKI

>SlitGR3

MRNNLVEPHISNDITY ENIKPVFTVLRIMGVLPITRPASCINQFQIASASMLYSVLVFECS
LVSYVLYLSLHKVQILRTAEGKFEEAVIEYLFTVYLFPMIAVPILWYETRKIADVLNG
WVEFEVVYKQLSGRTLPVKLYKKALAIAINPILSTTTVIVTHITMVHFKPMQLVPY VF
LEILTYMLGGYRYLLCQTLSICAHILAEEFQSALHP

>SlitGR4
MLLCLLLHLVITPYHVITNIFNKSRSDRSSPTLQLNWYVVLHFINLLLIVEPCHRTHEEM
KRTRHLISQMLRHTTTDNNGLLSELQIFYQHLSLNEVSYAPLKMFPLDRTLIVTILGSIT
TYLVVIAQL

>S1itGRS

MENVFRCSCFIGVLGAKKWICY VWSAFILFVLLVMESQAIWKVIKALGGWAIDTAGQ
RSVTARLAGTIFYTIAIISLILASKLFRSWGELSALWVRVERVMAVKVPSDGTLKRRM
YFIIGFMTVCSLLEHLLSIVSAIGLDCPSYLIIKRYILISHGFMILRHEYSDWYAIPLAFM
STIATMLWNFQDQLIVLISMGIDFKIPQT
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