Supplementary material
Dataset S1. Annotated amino acid sequences of Glossina morsitans morsitans ORs and GRs.

>GmmOR1|Orco GMOY005610 (TMP007718) scf-648683 14760:27560 reverse
MFKQTMANDLQPGKYVGLVADLMPNIKLMKFSGLFMHAFTSGSAVGKKIYSSIHLALILL
QFLSILINMALNADEVNELSGNTITVLFFTHSITKFIYLACSQKNFYRTISIWNQVNTHP
LFAESDARYHSIALAKMRKLFFLVMLTTVTSAIAWITLTFFGESVKFAVDKENNSTMTVE
IPRLPIKSFYPWDASSGISYIVSFIYQAYFILFALSHANLCDVLFCSWLIFACEQLQHLK
SIMKPLMELSASLDTFRPDSGALFRSLSAHSKAELIENEEKEPPPSNGLDLSGIYSSKAD
WGAQFRAPSTLQTFNNNNPNGLTKKQEMMVRSAIKYWVERHKHVVRLVAAIGDTYGVALL
LHMLTATIKLTLLAY QATKITGVNVYALGVVGYLGYSLAQVFHFCIFGNRLIEESSSVME
AAYSCHWYDGSEEAKTFVQIVCQQCQKAMSISGAKFFTVSLDLFASQWSHISWCWCNLNE
VIASFAIKFSSSSSLRPSSLITKRNHGECSKISYLVYLYFV

>GmmOR2 GMOY 005796 (TMP007907) scf-648756 29714:32260 reverse
MEYRAHLETNTAFRYHWLVWQLTGIIQPRYFSTSLYRLYTVLVNILVTFLFPLTFVINVF
FSKNLQQLCENLITLCDITANLKFLNVFLVRKELQQIKIILECLDKRLNTEEEYRQLKR
AIRTAQLSFCIFLVISTTGTTLSLFEMVLYSEERSLLFPAWYGLDWQKNDLAYAVCFTYQL
VALVVQAIQNVANDSYPPAYLIILTSHMRNLELRVRSVGLSPANNKENMFLSEKEQQLDF
KKFNDCIEDFIQINRLYDLIQKILSKACLAQFICTALVQCVVGLHILYLLDESDDYGAQI
LSFIFFLAVTMEVFIICYFGHYMSAQSLALIDAFYECGWIPQTLAFRRNLIITLMRTQRY
AILYAGSYIPVDLPTFLLLMKYAYSTFTLLLRFK

>GmmOR3 GMOY 004772 (TMP006862) scf-648228 109437:110684 reverse
MVVTKIHTWKAFEYHWRLWTFFGLKPPPRNSVWFKPY VAYAILLNISVTFFFPCTLIINL
ILAKNMNEVCENLYHTITDVVCNIKFLNMFLVRKKLLQINQILKRLDMRAQTLEEITELQ
RGVNSARNCFKIVGRFFCVALITSQLVAYLSPERILMYPAWFPWDWRASKMNFLYAHSYQ
LYGLTLQTAQNLGSDTYPQAYLVVLIGHIKALSLRIKALGSEVTPFSTSDDEFKKKNENH
LYRELVDCIIDHETINDLFRIVQQGISSTCLAQFFCTGLAQCTMGVYTFYVGLDYSKLPN
LIAYFSAVTAEIFILCYYGDLFCQANEKLINSIYSCNWVDPHRFLLQRSQKINTVMAGNI
IPVSLSTFVTVKTESYRLHLHFKSHIM

>GmmOR4 TMP_Or4 scf-642438 111181:112437 forward
MFLDTLQFFRNNWLSWRLLGIVLPKGEQNHKLIKYLLWSTIVNVVATFLFPLHLLLGIFQ
EQPQSTRFESVAICVTSIATSLKFIITYARKLQHVKQMGKLFQRLDARISNDNERQFYQKH
IRRNVIRIQTMFIVVYISVGITVTVAFIFSQERRLFYPGWLPFDWHRSIKYYMAALGFQL
ISIFFQILQNFANDCFTPKALCLLSGHIELLYMRVANIGYVNRVAYQQNRNLRELNECVL
DQKHLYQLFDVIQSIISWPMFLQFLASTVNMCMAMVTLLFFVTDILERIYYVMYFAAMCL
QIFPTCYYGSDFEIKFERLHYAVFSSNWTEGTQCFKRHMMLFTERALRETRAMAGGVFRI
HLDTFFATIKGAY SLFAVVITMKN

>GmmORSa GMOY012018-PA (TMP002414) scf-639717 1: 6297 MW: 51399.66
SELDKRVSTADECDYFIRQHQRKANSAIKIFFFVYLGTNSFAFMGAIVDQRLMAPAWFPF
DWKSSSTLYWSALLY QFIGLNMLIMQNLVNDTVGPMSLCLLSGHVHLLAMRVARIGYNKR
KSQKYHEDELKLCIEDHQKLLKAFTLLESSMSWLQFILFFTSGLNTCLGVVNFLFYSRIL
YDYIYYGCFLLALGVEVFPCYFYGSVLLEEFKHLPYAIFSSNWVEQSRNYRQNTTIFLEM
ALKSVTMLAGGIVETNLDSFFAIYKAAYSLFTVILTMKIGYNKRKSQKYHEDELKLCIED
HQKLLKAFTLLESSMSWLQFILFFTGGLNTCLGVVNFLFYSRILYDYIYYGCFLLAIGME
VFPCYFYGSVLLEEFKHLPYAIFSSNWVEQSRNYRQNTTIFLEMALKSVTMLAGGIVEIN
LDSFFAIYKAAYSLFTVILTMK

>GmmOr5b GMOY012018-PA (TMP002414) scf-639717 - 1: 6297 MW: 35691.12
SELDKRVSTADECDYFIRQHQRKANSAIKIFFFVYLGTNSFAFMGAIVDQRLMAPAWEFPF



DWKSSSTLYWSALLYQFIGLNMLIMQNLVNDTVGPMSLCLLSGHVHLLAMRVARIGYNKR
KSQKYHEDELKLCIEDHQKLLKIGYNKRKSQKYHEDELKLCIEDHQKLLKAFTLLESSMS
WLQFILFFTGGLNTCLGVVNFLFYSRILYDYIYYGCFLLAIGMEVFPCYFYGSVLLEEFK
HLPYAIFSSNWVEQSRNYRQNTTIFLEMALKSVTMLAGGIVEINLDSFFAIYKAAYSLFT
VILTMK

>GmmOr5c GMOY012018-PC (TMP002414) scf-639717 - 5069: 6297 MW: 33056.258
MKIEWWSKLDSTVAY GRFWSCFRILGVADFRYKALSQFYVICLTLFVTVYCPIHLLIGLL
MLTDAGDFFKNFSMTLTSLVCSLKYFFLRLNLNKIHQLIKIYSELDKRVSTADECDYLIG
YNKRKSQKYHEDELKLCIEDHQKLLKAFTLLESSMSWLQFILFFTGGLNTCLGVVNFLFY
SRILYDYIYYGCFLLAIGMEVFPCYFYGSVLLEEFKHLPYAIFSSNWVEQSRNYRQNTTI
FLEMALKSVTMLAGGIVEINLDSFFAIYKAAYSLFTVILTMK

>GmmOr5d [GMOY012018-PD (TMP002414) scf-639717 - 1: 902 MW: 31461.035
SELDKRVSTADECDYFIRQHQRKANSAIKIFFFVYLGTNSFAFMGAIVDQRLMAPAWFPF
DWKSSSTLYWSALLYQFIGLNMLIMQNLVNDTVGPMSLCLLSGHVHLLAMRVARIGYNKR
KSQKYHEDELKLCIEDHQKLLNSMSWLQFILFFTSGLNTCLGVVNFLFYSRILYDYIYYG
CFLLALGVEVFPCYFYGSVLLEEFKHLPYAIFSSNWVEQSRNYRQNTTIFLEMALKSVTM
LAGGIVETNLDSFFAIYKAAYSLFTVILTMKIGYNKRKSQKYHEDELKLCIEDHQKLLKY
LKYSYI

>GmmOR6 GMOY 009475 (TMP011670) scf-651846 662444:668878 reverse
MLLALSRGVGVKTQSSQASEYLFNVINFLAQDFHRKWTFGFFFQSFVANGTVVLFMPILF
NLSYLNDSMQFDLGQLFTSVQAAINICAIPIKFITMQLYMKNLHRINEMLNILDGRCKHP
EEFSKLRHCAITGNRIYVGAIIVYFSYSISTCMGFMLTGQAAYNIYIPGINWRNSLFEFV
IQGLVEFASMNLICLHQTVYDSYSGIYLYIIRIHIQILNERVKRLGSNLKNNEKQSYEEL
IQSILDHKLILREGMALKSSRDNQYPLVAAISPMISLTIFVQFAITAAMLATTMINISFF
SNVVGRIASIFYIILVFAQSSLCCYQATCLVSDADELPVSIFHCQWVEQGYRFRKMIIYF
MVNTQKPITFTAGKLFPVNMASVLSNY

>GmmOR7 TMP_Or7-RA scf-651846 655714:658243 reverse
MESVIPNTVEDQQSGERHSINKGRFDSQLNINYTNNVTNAFDRNARTMHGTMFLFNGFRF
LGVYMPEKNRLFYLIWSFLINSTVTVYLPVAFILSFVKISGDDLQIGNLLTSAQVAINVV
GCSVKIILMGFLLPKLLSTEKFLNRLDERCRTAEELASINKFTKQGNRFVVLFSVAYWSY
STSTCISAVAFGRLPYNIYNPFFDHHQSIGHFILSVLMEMTLVNIACFQQVVDDSYAVIY
VNILRTHVDLLLKRIKRLGLTVSMSHEQTYEELKLCIIDHKYIIQFTITATILGTTLINI
LLFATNFASIVASCFYVLAVVVEIFPLCYYTQYLMDESNLLAEVVFHSNWMEQNLPY QKM
LIFFMQRSQRVMEFTAGKLFPITLNSFLSVSES

>GmmORS TMP_Or8-RA scf-651846 - 655986:662305 reverse
MLVDTVADYKSPISSFEATTYLFRIYRVLGINKPQRHKNLYIFYTIILNGVVNFLQPIAF
TMNYFTNELVSKLGSLLTSIEIVINVY GCTAKFITAWLLPRSNATVQLLKKLDERCQAP
DELELLKSIKKFGRLVVVVLAVSYLSYSVSQFICSLIAGHPPYGLYIPYINWKRSFWEFL
VASSIEFLLMNVSCIVQASNDAYPIYINILRTHIKILLKRLNRLGTGADKSQDEHLEEL
KLCIKDHKNLNRFIAAFSLFETIAPIISTTVFVQFMITAAIALTLINMLFFTTNISAVA
NSCVYIADLVLEIFPICY YANCLIDDNDLLSMEIFHSAWPEQNKIYRKMLIVFMQRSQQS
MSLTAGKMFPINLNTFINLQYRFIYNFYNNICAITYNNCHHIGYDSY

>GmmOR9 TMP_Or9-RA scf-652157 136730:138889 reverse
MLTFRKFFKMAHFRGDGPPPKTRDAVLYLFRGITIIGLLTPASNKKCFYVWSLFINSLVT
LYMPVGFLLSFIMRLSSFSPSEFFTSLQISINCVGASLKLFVFSLMYKRLIKATKYMDRL
DKRPIDEQGEFTLRQAVAFSNCSSLLFTLLYLSYSSSTFLSSVINRRPPYQIYNPVIEWR
NSTRNFIIQSAIEYVMIDVHCYQQALLDAYPVIYIMIIRAHLHILSRRISQLGKDDKLKK
NQRYEELVQCVLDHKNIMQLYNLFSPVISGTMFVQFLIIGIILGVTTIHIVLFANFFAIV
ASLFYVASILAETFPCSYLANSLMDDSDELSLAIFHSGWFNEEPRYKQVVVFFLQHTQKT



LVLTAMKIFPITMNSNINVVVKFAFSVYTLISQMDLRQKLKDSVAGQEA

>GmmOR10 TMP_Orl10 scf-644232 131824:133273 forward
MDGREHCRYLKTFYKHQCWVFRLFGLWKLSADMTRSHQLLHALYFNYILTIWVLSLDASC
IMQLVIKAGDLNEVIEVFSIFATALAVLAKFLSIKMKNHLYRQWCEIVESSTFRPNNERE
IQLFQQSERLARLIRNAYCVLSLIALNMLIFIVDDRGLPLSVYSPFDMNRKWGYLSTYGY
QYTAASICCYLNIAFDSLSASFLIHLKGQMDILCDRLKNFGKYSECNNDHKITEELKNCI
KYYEEILKVAHLIEDLISLPISIQIICSVLVMVANFFGMAFLAEPGDYAYFFKMLIYQLC
MLSQIYILCYFPNEVTDRSQTISRSLYSAEWFSWSQMNRKLTLLMMDRFDVPIRFRSIIP
TYSFNLAAFTSVFTTKRQQNNILLCFIKKHEQLKYFSANLKLKRNLQRTTKSLIGPKSNN
RETSTADVKERNSWTELDELDEYS

>GmmORI11 GMOYO0110761 (TMP012981) scf-652156 1267206:1269387 reverse
MDNSAESVKMLY SKQILIFRLVSIWDLAANAGY YKRLAFAVYFWIVAIFLVALFALLLII
QIFCDINNISEVIRVMFNLASSLTVLGKFLTVKMKNRSFQQLFDLLHSTEYLPRDLKEDK
LFKRALQLSKTVLKVYGGMSLISINTTFLIQFAKDTTELPLPIYEPIDATVPWKYFIMYF
YEYLGFGLCCVMNIAYDSLGAAFFIHIKGQVDILSKRLEEIGHKSSSKQNHSHINEELKA
CAIYYDRILELTHMMEDLMCLPLSIQILFTLTSEKLSLAIYRAGWVDWNEKNRKLALQMM
GRLDLPIRIKTINRCYSFNLAAFTSIVNSSYSYFALLKNFN

>GmmOR12 GMOY009271 (TMP011461) scf-651831 454103:455258 reverse
MLHVPITFTFTTLMWLKVIFSSNLNDVTDVLHMAFTETGLVIKILSAWRFARLLQFVFLE
WQTNNLFSLKSANEQLIWNDQFKSFKITAFVYMSCSLSVVIFSFISVPLMKTYRLPFAFW
TPAGWEQSSYFWYICFYDFIGITFTCISNCTVDMYFCYLLKHITVCLRMISVRLVKLGYS
SEDVTKNLKEITFHNKLKRMSRHCEKVISYPILGQILFSSMVLCFSIYRLQAISFIETP
FDFLSVFQYMWVMAAQIYLPCHYCNELTLQSGALHTAIYNCNWIAMTAAERKTILLFMLY
IKRPIILKAGHFFEIGLPIFTKTMNNAYSLLALVLNMSDS

>GmmOR13 GMOY003312 (TMP005369) scf-645812 24048:26362 reverse
MIDLFERQRFCLRVMGHNFVRDRSQQSRRWHNTRCTYKYILCLFLVVSAQVPMINYTIYY
LDHVELATASLSICFTNILTTVKITFLLYKWEFAALMEKMEEMY YEVRKAETKAKLKRD
NDYAGDLTRMYWNSCCCTGAYFMTTPILKIIWSKLQGMDVPLELPMPMRFSFDFESTPGY
EFCYIYTGLTTLVVIAYAVAIDGLFIGFTINLKAHFIALQSIIETNNFLKSESELQRDLS
ACIGYHNKILSLAFKLRDIYRPIIFAQFLMTSLQVCVIVYQMVTVSASQYINAQHIFLKN
CLFLCSILLQLFIYCYGGEILKLESLRVGVSVEISHWYNLKPSHRRILCLLMLRSQREAI
IKAGFYEASLANFTAILKAAMSYITLIQSIE

>GmmOR14 GMOY001365 (TMP003388) scf-641298 67504:69789 forward
MFFKQWLPKADDALPSVNGLSRHFTVQQYTFAAIGLDPKSLQRPIFNKMLALVPMLGLEFS
LVIPMIGYASLYKSDILKVTDALSPVWEGLLALAKFFYFIWNRQKVIQLLRKIWIKNLEV
SSNPEELTITAEANHRDYLFSLTFCINVITTGVLALAAPLIIATFYTLQGEKFLNVLEPP
LKATYPFDFHTPNGLIALYVWDSLFVYFIFGNLSIDGIFSWFTCNIAAHFRILRLRLKY
AGQENGGNITKTTVNGCIDLHRQTIELAEEFNKIFRVNVFIKFTISCLQIACLAFQLVRG
KEKVDQIFHFSFLTSVTLQFLLYCYGGQKIKDEVIMSNYGL

>GmmOR15 TMP_Or15-RA scf-651027 85495:88783 forward
MLLHTLQLKRYFWVTRRSFNLIGIDITALDYHDIVKYPMRCFLFTAFAAVLAWAMTIHVY
EYRDDFGEFADTSGMLLQTHALWKTLVFLFKRKEICDLMQNVWQCNINVNPQEFHIILK
FNSQNFTISALYMVLVSSTVFGSFLVPLIYMFEFYRKNGEKIWLPPQKGGYFWDYSNAIG
YSVLYICHLLGIFFVAAFSIGVDTLCPWLVSNIVVQYHVMYYRLRDIAELSYEISTEKLN
AKIIECVKCHRQVLNLSNQLENFFAEIFIKFVISGLLICSLAFRLVRAEGQFYILLYQL
VFLTTVSTQLLMYCYSGQRLKNESSQVASEIYSIFEWSHLSRNSQKLLLFAMMRSQRECH
LTGAFFMVDLSLFVWVRERERDVCMY VKQKKKKKKRTNIFNFWFCLKKKSYHFVLLLHVF
LCYLLKVLRTGGSLIAMLKTLDEKQV

>GmmOR16 TMP_Or16-RA scf-649095 5203:6553 reverse



MPDKKCAKFLSIQQRNLAVLGFDLNAAERRYLVEKPLKLLFVLSCNFYWTYGLMNFAIYN
IENFDEITGSLSVFNQDILLFFKMFIFFAKADKYLNLIKSMNKLADKAKNQEYDEWMSEN
RLAELIAKVYSYTCRVAVAFSATVPLIYSVYVTYTAGELKLKLPVKARFTLDGKLSYFAF
NYITFVIHLNSMASLTVGLDSLYFWFIYNISAHFRILRKKLEIMAVNLKTNLQYSIQDDL
GAIVVYHLEVIRFIKSMNEIFGEILWAEVTMSCLQMCFATHALMSDVDVSNAPFNIVVVF
AVIIQLATYCFGGEKIREESISLCSDVYLLFPWHKMSMHQRRLMLLPLLRAQKEAYLKGL
FFQVDRNLFVFVSKRIRSVTLIPVGFA

>GmmOR17 GMOY 005386 (TMP007492) scf-648564 107291:115929 forward
MSFRLGNVSFNLTRKIVAYGLIETHLFKYHESNIPKICLNDLIRAITIHEMDYKFKKLE
PHNYIKNGSDELNHIIVWLMKAY SDNILNSVETGLKDKCLEMILVATMWKIKQSLMNHFP
SDPRKGQIGSIELNLWLAQMSGVSVMRLRQNSSDINIFIFLYTALITILVTFVYTACEFY
DLALNWYDLNILTQNSCISLTHLAGLAKIINALYKLKDIQKVLDKLKYGLRTYTISKEQR
QTFLDGELENKLLLSVYVAIVATTGLLGMFVLFLSIQVLLHPVKMAGKTFPYRAVVPSWV
PFPLQLLYMSLSVLIFAMQIVAIDYLNINLLNQLRYQLNILNLAFDKLSFEKEQKNPAPH
SRRLNAIIEHHCLLKEVCQDIESIFSVSILLQFFTSLIIFAMTGFQATVQSDASNEAILI
YFYCGCICCELFLYCCFGNAVTEQSKTLPIRSFNSSWYDYDGPYRKSLLVFLTNAQQPFV
FTAGRFMDLSLPSFLGILSKSYSYIALLRQLYGPLNLGAQAPGTVVFMYFLAAFPLSSIM

S

>GmmORI18 TMP_Or18-RA:CDS scf-648792 266134:274630 forward
MAANLREELERSRLSHQKILKPLKVISLAVGVDIRQPTRFWNPVKILAIALIVNGFVGFI
ADYNFIRNNLNESINVYADSLLISMQUISNIKLIHLILKQHEFYKVIKMAENSEILLNL
REFELTTNEHKNLMQKIKDILKESWQDIHRQLSFFIYSCCAIVGWYWIVALAQNIHDLYK
RSEHFTVTTTHPVKYPVWINKGPKFIIDPLQYINSAACNHISGFGAVCYDGIYVVLVVHC
AALVHVLRVLVEHSTTNEIPQARRVQYLLGCIRFYQKIFEFYSSIDGLFRIVNLIQYCIN
AIILCMITFQASIGLEAEASLVVKMFLYLLAIGFQNIMYCYNGEKLITQSNSLPIAWYSC
CWYNESAEFKFLVRMMILRTNRALYMKMSDFSTMSLMTMLTVIISDKLLLFFTLEKRQCG
SMKAYAVQL

>GmmOR19 GMOY012322 (TMP008029) scf-648792 271039:283655 forward
MSNMLIEVLKNEQKCNNKTLKNLYKISFMTGVNIKYKTDFKDPVKLVNLFLITISLMGLC
AQYCLVWHNRHESFVESADAICTANQAWISIFKMIYLVFVQHKFYDLLHAATDGNLLYDL
GIFDLAINCKEQLLKEIKDILRDSWLDIRRQLNFFIFSCMMACGFYMFSCLFVNYYYMHI
NPOQNFTLQLRAVCFDGIFIVVVVHCSALFQILHQLLQHATDEDIPRSERVKYLLCCVQLH
DRIYNYYAKINSMYKNPSLAQCLLSMLVLCVVMFMANVGLEEDITLFFKMLCFLMAAGFQ
IVIYCYNGQKIITQSGMSPSSWYNCSWYNESPQFKYIINMMVLRANRTLYLQVSGFTTMS
HMTLLSIVQTSGSYFLLLRNLSGMD

>GmmOR20-pseu scf-652157 - 1785914: 1788436 MW: 36658.492

MVLISEMSY VIMATMNTEHFVKVIVNLSYIRVVGVETKTRRLYKFYPKRNTNQKAYQVML
YPRNYRRTTMFYTFIHESLILTQFAYKNDKLDSSILKLRSVERGPTSFICTAKFSWTHWH
VATISQWFAFAPDSFTTDYAFSRIKENLIPDGHY ERHKNTLKDIRYPQSLLRLSPFTCI
TEWHHIVSVAKFSPRQTNDSHSITMFASLCVINLKSTVQSITYRKINYSIGNFFQPNVFQ
TSKLIKLLLFPGCCLVQMFLIWASFKQFHLSADIRYKKMLLVLIEHFQKPPVLKATSLLD
FTFFLLMQFF

>GmmOR21 GMOY011399 (TMP013635) scf-652170 3479799:3481562 reverse
MASNDYHGGKANILYSIRDSERLDNLFILMIKYLKLTGQIPLDLSSYIPTFLSPIERWFS
RLYGFLVLFSVLHVALFLAKNTFDILETGELEQITDSLVLTMIYLFASFSSAYWMFRQKR
LMELFQQINQLHRHHSLAGVTFVSYRCSYNLAHKAVKYWNLWCIIGVVFWALAPLCMGSH
TLPLPCWYPFDALLPFIYELVYITQFWAQFNMGLLFGNGSALFVAIIIVLGQFDVLYCS
LKNLDSHALLMSGQTLKAIKDSQSLQDDNEREVNQYLYSTEYLSDLENLSQQILKKGDKS
FKRRLHEALIECVHLHQFILKACDTLEELFNPFCLIKSLQVTFQLCLLVFVGVEGERSTV



RIVNFLQYLCLTLVEFFLFAYFGEMLRRHSVRVGDALWRSRWWLNAHLIKRDVFIFLINS
ERAVKITAGKLFTMDLDRLRSVVTQAFSFLTLLOQNMAEKQENEVA

>GmmOr22-pseu scf-641538 58384:59452 MW: 35047.4
MTIKIMQSFLFPNMVLKTIGYEFAHKPTSKWLLCLKRVLTHFYCSSYSIKQMYDIARNGM
PNVPLFLRLTSSLMYTISGDVKLLNFVIHLKQSKAMFKRFQYIYPQSLEEPHSYQVNQHF
WSSWDYGILYFYLLSTFFIIVSPVTNSSIVISLSSAESWMVWRFMLRRSLYDGYGHGSRI
IDIYSLSTHSCRTILCGLLLWSATDYFGNCYNLLTTY YFKFFFQSKNIGNSAYNHRWYIA
SSSYKKSILIILIRAQKEADLNANSMQTISFEAFKILLY YRYWVRFIALLLYLELC
>GmmOR23 TMP_Or23-RA scf-652170 23283182:23286809 forward
MHLRTIEDVPLYQTSLRIMKFWSFLLQDNWRRYVCLIPY VIINTTQFLDIYHSEESIDAI
VRNAYIAVLFFNTILRAVLLCINRLDYEKFMDNIRLLYIDLMDSEDNVIRALVRDTTIAA
KYTAKINLLMGVCSCVGFVTYPIFATSRVLPFGMY VPGIDKHESPFYEIFFVLQVIITPM
GCCMYIPFTNIIVAFILFGILMCKVMQHKLKQLHNIEDEKAREVIIWCIKYQLGLINY VK
TINELTTYTYLVEFLAFGAMLCAMLFLLIIVGPNGDYRHLHIHDILTECYYSLFVAEAAY
DSDWFDFNVTTQKILHLLILRAQKPCAILVGNIYPMNLEMLQSLLNTTYSYFTLLKRLYG
>GmmOR24 GMOY 010839 (TMP013060) scf-652157 888049:890329 reverse
MKLYKFEDFVRLANLFYTSLGIEPYALGQSTKWQIFCRYLIFSFQIINLSSMVVCEVTYV
FLAFRNDNNFLEATMIMSYIGFVLVGIFKMLSIWRQRSLLTTFVQELLRIFPQTPEQQRL
YNLDIYVRQSTRVTVCFSLLYMLLIWTYNLFAILQYVIYERWLMWRVVGKQLPYTMYILW
DWHDHWSYYPLYALECIAGFTSAAGQISCDLLLCAFATQLIMHYDYVSRSLAMYEVKMRQ
KFREPRKAMAEDMKFLTNIHAYHANVLSLSELMNEVFGVALFFNFMASSFVICFVGFQMT
MGADPDTLFKLFLFLFTSASQVYLISHYGQQLIDAQWYNADIGYKKMLVLIAARAQKPVE
LQATKFVLISRGTMTDVSVIKKYQKYFD

>GmmOR25 GMOY 012357 (TMP008534) scf-649009 35111:37791 forward
MSADQSTSSTNFNSFVKGPKNMFKLLGIKLQKQGNLISTMYTSFVVISATIVAILQLCHI
LTSDTSDPHRVQNVVYITYFTVGLGKILNILYRRSILIECLSELEGIYPDKEMERKYSLQ
HYLKRYKRAEYFFWNFAMFLISVYNIETIVRSLLQLYLKGRYGYLLLVRIYAPFPYDGKL
LVYLCYFALGSITGAWIANIAAADLYLLGCVLQLCLHFELLTKQLMELDTRILTESEAI
KRLNAJIAKYQSELIRLSRKVNRTFSGSMIVSLTAASFIICFLLFQLLGDVQLVDIAMVLI
LLLNESKQVLLICYCGDKLLNSSQRFNESLYMHNWVDGSVRYQHHLLFMLLYARNPIMLN
LLDITDITLVTLKEVLVVKTLGKRI

>GmmOR26 TMP_Or26-RA scf-652170 7565092:7567386 forward
MLTVREVTSFPFRFYNFVGIKLFQWDDNDTLTKREKYTLLVTLHFVMNFVCKFSCFVLR
KYEDAQELTKLISYFGFACNGVFKMLSVWIGRKTLHAVIKDLAKNFPRTASECHEYKFYE
QYAFLKRHMYLLSLIHWSIAITFMLFPIVQSIFEYLVNFNDNGKFIYRFPYIMIYPFDHH
TPAGFIFAYITQLIGGITIHSYFCGSDCLLLATVHLVNMQFVSLAVRIKKFKPQTYEKDL
KQLRKILKLHISAHQNAKLVNDVFSISIFLNYLISIAVLVMIGVQVISGSEFWEFSKFVG
FLIASASQVYYVCLYGSLLLDYEWYFADNRYQRMVILAIARSQRPAHLTAYKFFMISMES
FANVRLNHLTRNCFVLMTTSYQFFTLLKARMEEQN

>GmmOR27 GMOY 008038 (TMP010200) scf-650866 8500:9930 reverse
MDEEVIVTIKEFFDIPLKFCLTLGIRLYKWSETERTTILQVCLLSNLLLHTSVYPFFLVI
YQIKIDPNDLLGRTSSLAISLFCVNAVSKILFVARHYKDLRKIHKLIKYFPTTSGGQKN
FNLHYEFKTMRRVSSIMLWTHLITAVLFDFTPPITFGIEYMNSGGKKEFNFILPYGIWYP
WDHEDSAIMFVFTYMTQLLGSYVAVVSFVVPDLLLISVVALANMNFRYISKLIREFHPTG
TNEDFKSLGQILHYHDDILNMIDEVNDVFSFSVLLSFFGFGGLLCLVAFNAVVGSSMLDI
FSQTLFILSILLIMYYLSAYGTEMIRLVNGNGNEIEMKFKTRQKQTIFQSTDVSVALTDH
PWYDGSIHYQRMLPFPIARAQRPAQLLGYKFFVVSMESFQSLMTTSYQLFTLIKARYDED
N

>GmmOr28-pseu scf-650866 82839: 84829 MW: 29955.6



MNGLNYSNVPLNIIEMSHLTKTQRVSTISLAFSITVIYLMVYSIPGITMNSVCILLHFWL
KCVCMGGGEVGYLAVISFVNPDLLFISIVALAYMNFKHVSKLIQELRPEGTDEDFISLST
IHARYFNLSSVYIVQSIDNVLLVCAY GTEMIRLVNGNEIEMKFKTRQKQTIFQSTDVSVA
LTDYPWYDGSIYYQRMLPFPIARAQRPAQLLGYKFFVVSMECFQSVSRYRHRLRFRYLFI
YSLFIIPVATDNVLSIIRFD

>GmmOR29 TMP_Or29-RA scf-652141 245471:248227 reverse
MVRNSGAKPMVVLDFFKVPFLILQKFGVCVYRTSSKERLSVKEAISFAISMVQIGAY SIL
VPLFFIKTTPPTTAEFSDACIPLILFFTSIVRLTSILVNPKRIRTLVDIFQKYFPQNMEE
QKNFKVERNYKELIRVTKALAICLSLGCVLFSLAPLFNFAMAYYTIGDEAKFDYRMPYPI
WYPFKVNTPGMYAIMCSTQAFAAFSCVCAYFLPNMVLITSMMLINMNFKHLAKTVRNLTP
TNTDDDMKNLSKILGHHQDTFLLVDVTNEIFNISVFISFFSSIALLCSIGMNVLGESQPY
HIOKQSLLLVTSLFDLYYTCKYADDMKTSVRNIWLNSVYRVLTTLLVHFAARGANEVRIR
EHATRNYISKPKTKYSLDMSDALAEHPWYDGSVYYQRMLLFPMARAQRPAQLMAYKFFAV
SMESVLSVNTNIAYLTSI

>GmmOR30 TMP_Or30-RA scf-652141 215509:218352 reverse
MVRNSGAQVMVVLDFFEGPFWMFEKFGVCLYRTSSKERLSLKEAISFAISMVQIGAYSIL
VPLFFIKTTPPTTAEFSDACIPLILFFTSIVRLTSILVNPKRIRTLVDIFQKYFPQNMEE
QKNFKVERNYKELIRVTKALAICLSLGCVLFSLAPLFNFAMAYYTIDDEAKFDYRMPYPI
WYPFKVNTPGMYAIMCSTQAFAAFSCVCAYFLPNMVLITSMLLINMNFNLVDVTNEIFNI
SVFISFFSSIALLCSIGMNVLGESQPYHIIKQSLLLVSSLCDLY YTCKYADDMKTSVRNI
WLNSVYRVLTTLLVHFAARGANEVRIREHATRNYISKPKTKYVLTNSYQLLTLVKARFDV
E

>GmmOR31 TMP_Or31-RA scf-650238 26161:28277 reverse
MIPQFLRDDYPLEKHLFLIPKFALRLIGFYPESKLNTPLLCWAFFNFLLLGYGSYAEFTY
GIHYLTIDMQTALDALCPVLSSIMSFIKIFFIWWHRSEYKHLIEEVRRLTAAQSSRKNVH
IKRKFFTIATRLTALVLFFGFNTSTAYTVRLVISNTILYLNQQPMPIYPLTCILSHWHGY
ITVAGFVGADGFFLGFCFYFATLFKMLQQDLSDALAVNNCKSVNATMYLALLDKNSQAIR
CEADMVSNLTDIIRRHNEIAQLMKKFSSIMVGIVLSHFITSSLIIGTSFSGYAILVYIVH
TCAVIAEISLY CLGGTAVMECVIPSSTKSSPGIMPFQNTETTNLTHTNFQNSSSSKRLAN
EELALQAYCSQWYDYSVRIQKMILLIMVRSQQTITVKVPFLTPALPMLAAVCIVIVYPAI
LRFAGSVITLFKTTI

>GmmOR32 GMOY 005084 (TMP007180) scf-648410 219323:223133 reverse
MFNPVPANDKRFHWPRQCVWLKLNGSWPLKSTKEFQSEFYTTENYSSFLYILWSWYVILS
VGVTIVYQTAFLITNFGDIMMTTENCCTTFMGALNFVRLLHMRLNQNQFRRVIEQFVNNI
WINRREHHPQVAHECENRMSTFRIMTILLSCLIAMY CLLPLIILFVDVGWNAPEKPFPYK
MLFPYDAHNGWRYAFTYVFTSYAGICVVTTLFAEDSIFGFFITY TCGKFRILHQRIDNII
SDSIEVTSTRQNDNNVQRIFEKKLNEIAYDHNKLIERFSNRLEHFFNPILLVNFLISSVL
ICMVGFQLVTGQEMFIGDY VKFIVYISSSLSQLYILCWNGDDLIQHVSRSTETAKHLYGC
NWEGTTLNIRNAKKFPKWHRAEEFHLTSIHPTNKEFRQNLQIMILCSQRPVKITALKFSI
LSLQSFTAVILSTSMSYFTLLQTVYNADQEEDHNIN

>GmmOR33 GMOY005479 (TMP007587) scf-648614 40250:49045 forward
MFEEIPLIYMNVKILKFWSFLFEKNWRRYLCLPATTFLVFTQFVYMFKTKEGIDSIIRNS
YMLVLWFNTILRAYIMIYDNDKYQQVIHELVELFYDLKKSKDDY VKDLLLEVNSKGIIMA
RGNLFLGLLTCIGFGVYPSLAVDRVLPFGSIIPGINEYSSPFYELWYIFEMCITPIGCCM
YIPYTSLIVSFILFGVVMSKTLQHRLRTLHRIANQPKLIHAEIISCIKY QKRIINFIEAV
NGLCTFIFLLEFLAFGALLCALLFLLIIVNSSGQAIIVCAYIIMILAQISALYWYANELR
QENFAIAAAAYETDWFTYDTIVQKDILLVILRAQKPCSVFIMFFKSYNEILFL

>GmmOR34 GMOY011902 (TMP014141) sct-652170 25006662:25007967 forward
MTIKIVQSLNQLKQFDDYIWFPNAVLKTIGY EFAHKPTSKWLLCLKRALTLLEISAHFYC



SSYSIKQMYDIARNGMPNVPLFLRLTSSLMYTISGDVKLLNFVIHLKQSKTMFKRFQDIY
PQYFEEPHSYRVNQHFWPSWVNVILYFYLLSTFFIILLTVGYAEAHFFYLKCDELPYSFD
HPMKLLLSLLFIAFYVWRFMLPRSLYDGYGHGSRIIDIYSLSTHSCRTILCGLLLWSATD
YFGNCYNLLTTYY VKFFFQSKNIGNSAYNHRWYIASSSYKKSILIILIRAQKEADLNANS
MQAISFEAFKIVLGAVYRAFAVFRTMLK

>GmmOR35 TMP_Or35-RA scf-648722 141939:145983 reverse
MSSHSLKLEDNPMLEINVKVWKYLSVIFPDREHAWRVY VFVLPVCVMNIMQFVYLLRMWG
DLAPFILNTFFAAAIFDALLRTCLVIINRDKFEAFLLELAEMYRDIEESKDDTYGRELLR
AATATVRKISIFNLTASFFDIIGALIYPLLCEGRVHPFGVAIPGVDMTASPIYEIFYILQ
FPTPIILTTMYMPFVSLFASFAIFAKTALKVLQHRMNSIFLYNYRTEEHQFAALTACITY
YSRIARVPFIWGDYMFLAILHEYCKCSCCYCCLINFLILTKLYFKIDSSTQIVSIVMYIL
TMLYVLFTYYWHANEVIMEVGHRLMFSLNRKRTTFYCCRVLKCLRQLMGYRGIIVVNAFI
MVGNVYPMTLATFQSLLNTSYTYFTMLRGLYG

>GmmOR36 TMP_Or36-RA scf-648722 191876:198790 reverse
MYYRLPLFSVNVKGWLYFGYIGKRNQGIKSLLIVNALLTLAAEILLYIKTEDVSNVIRDI
FKTAILFNSLVRILY VMRREEDFIQFMKGIESWYQEFKDDNDHMALAILNRLPKYTKLVT
AFGLSFGSIGAVASTITALLWHTHIFPIY VPGFDAFQSPLYEIINLWQSITMVSFVMSAY
ILFTNLFISWLIFGIGLLEILCKKFEQMSSANDAERLRNLKYLIRYHKRIIRYGEELEDL
VALISMVELILFTVMLCVLLVFFLITENFVDQIATVIYIFSIFYVLFISYWHTNAFSAES
LKIPDAAYRIDWAESGPETRKCLLILISRSQTALQISESNRYT

>GmmOR37 TMP_Or37-RA scf-648373 4213:5709 reverse
MNLLYRPKLSDGKLVRLSWPIAMFRLTHIVCWPLEDDAPRWAY VFDRFCWFLAFIVFVLT
NDAELRYLRVNMOQNLDELLNGVPTYLVLIEAHIRGFTLGYRKNKFKNLLRKFYTDIYVDE
RQHPSFYKKIQPRFWPLYVFSSMY VATLTNFIVTPLALLLTRGSRELTFKMIPLFDYRYF
PIYLPCLLSNIWVGFLVVSLFSAEPNILGLVVLHLHSRYLIMNENLRKKTENLLKNPSNT
EIARRFRKIVVETIDENKRLNLFAQEIQNEFSFRIFILFSFAAMCLCAVASKVYMVSISI
GRKSLSLSNSIFFFHFNDVSQNPLGSFAYIFWMFGKIQELMIIGDLGSTIIATTDEVSTM
YYNSNWESVIARSSDSCENVRLMKLLTMAIALNRKPFYLTGLNFFTVSLNTVIKILQGAG
SYFTCLISFR

>GmmOR38 TMP_Or38-RA scf-648495 88188:91340 forward
MIGILPREWSEEHVYYSLAHTLLIAMGSMFIVTVACDLYEARQNLTLLGDDIVVIIGGSL
IMLKIYFHGQHSSEIHPIVDKMNDLHKMFAEYNGRSRLTIKRLQCSFYLFEVFAFSFYIF
LIVLFASAVMVPPLLTHHGLPYRAHFPILRWENSDQHPIGFVIAYIFQVIWTFHALLSIV
CMDSLACGIFLQTALNLKILCIRLREISAQNVEERESLNELKSLIKIHQYIINLIEKINA
CYYLNYVAQMGASTFMICLTAFEALLAQDRPMIAIKFEIYMLSAFLQLLY WCCAGNLVFF
ESLNVADAAYEIPLWYTRSKEFKMTVAFLIRRAQKPLQFRPSPLY GFNIKTFTSILSTSY
SYFALLCTMNK

>GmmOR39 GMOY 004392 (TMP006475) sct-648080 333109:334447 forward
MHFYKIDEFFLILHPLQKYTRWIYFDFRRRDSSVPFEFQSMTKLKISLAFVLFELICNFI
KFAIEIRADRLSEAKQIAAVTSIALLCMIRGISLY TDRNRMLAICNDLDKIFPNTFYLQR
RMRVQKLAAFFKVRFRVLRSYLYLGLPAFASIPLIRYFLFYDRENGGRLLDEYHQHASWA
PFQLKQNNRAYPYVYVYETFLTILGFTCILTWDHIFTVTVSQLTMHFEFVNTELESLNVR
DTTRSMTSKFYWRRLKEIIVYHQHVYRLAKKLNETFNLTIFLTDIGCAGSICFHLYLIAN
SDSVLTIVTFFFPCFILIAFTFDYCQQGSRLAEASARLQTVLYNQEWYDASPTYRRLMLS
LLQYAHKPFTLNGFKLFDLDMLHFQSIMTIAYRLFAFVQTQGK

>GmmOR40 GMOY 012356 TMP_Or40-RA scf-649009 40802:42730 forward
MVEIKDLQIRPEVCQNPLIVIHLKSMLLY GFIVSTEQKHKRFSLRRGAVFTISFVISCAL
IVSRGFESLAAGATSCATAFLYLSTSITIVNAFFQRARVVRMCTFLHDDINKLMELADER
EKKMFAATVKYLRY VTAILWTPSVFAGFIAYADCFYRTIFMPETVFNIPQVLRGEAEPIL



LFQLFPFGEVYDNFLVGYLGACYALFLGITHHPCWHTFITCLMKYIVIKFQIINKRLEAM
DISKLSPKFSLQPDMVDNLNEKDLNYWRLKMCEFCVQEQTKIKW

>GmmOR41 GMOY 006480 (TMP008603) scf-649048 4425:5787 reverse
MPCLDRFRKFIGAASLIARFCACDMFDETYTMFNPLFMVLLGFLAIYTVCFVYTIYDGFV
TNQDWTIILQCLTIGAMALQAISKYACYYIHRTTLRKVVKYLDEIYGEYQDRGARYEYAL
KKSLQKIMKCSKITGITYFTSLAGLIVSPFIYMLITGKRELTLIALIPGIDPKETVGYFI
HTGFHSAIISFAGVGFFASEIVMFSIFLHVLLHRDILMEKFHDLNEATAKPDVPAARTRD
LLNDIHAWHQKYNLFVKYIEELFSGVIFVHVTTSCASICSTLFCIVLKVWPFAPVLLLLN
TSMYAYCGFGQLLATTNDDVTRMIYEVCIWYRLEVKEQKMILLMLRKSQYAVELTVGKIM
PLNFNTALQLSKGIYTYLMVLINFLE

>GmmOR42 GMOY 006479 (TMP008602) scf-649048 15:1464 reverse
MPPLDRFRKLIKHLRVVVRFCACDMFDETYTMFNPFFMVLLLCLAIYTVCFINTIYDGFV
INNDWTIHLQCLAVGAMAVQAISKYLCYYSHRITLRKMVKHLDNIYEEYQSRGTRYEYAL
KKSLQKIVKCLKVAGGIYFTTVIGLIVLPIIYMLITGKRELSLTALIPGIDPKETVGYFI
HTGFHSAIILFSGVGFFASDTIMFSMLLHVLLHRDIMVAKFYDLNEITEQDDKSAERSRP
SLNDIHAWHQKYNLFMEYIEELFSGIIFVHITTSCVSICSTLFCIVLKVWPFAPLLLISN
TSMYAYCGFGQLLATTNDDVTRMIYEVCIWYRLEVKEQKMILLMLRKSQYAVELTVGKIM
PLNFNTALQLSKGIYTYLMVLINFLE

>GmmOR43 TMP_Or43-RA scf-651490 579:1910 forward
MSPLDHFRKLLKHMRVMVRFCGCDMFDETYNILNPVFMVVLLCLAIYTACFINTIYDGFV
INNDWTIVLQCLAVGSLAVQVIIHAKIYIYIYIYIYTYNIYMIKMVKHLDTIYDEYQSRG
TQYEYALKKSLQKIVKCSKITGIITYFTSLAGLIVSPIIYMLITGKRELTLTALIPGIDPK
ETVGYFIHTGFHCAIILFSGVGFFASDTIMFSMLLHVLLHRDIMVAKFHDLNEITEQEDK
PAERSRPLLNDITAWHQKYNLRTYAGGYENGRSQVFPCRFVEYIEELFSGVIFVHVTTSC
ASICSTLFCIVLKVWPFAPVLLLLNTSMYGYCGFGQLLVTANEDVTRMIYEVCIWYRLKV
KEQKMILLMLRKSQNAAKLTVGKIMPLNF

>GmmOR44 GMOY 006265 (TMP008385) scf-648928 37939:39536 reverse
MEHELTCIQRFQKIIKVLRICAKMCGCDILNPDYKMNFITWLLIVGVNGFFLCTIYTIYK
GMTIDHDWTVIPVCMCIIGSGIQGLAKILLVLKYRKVIVEQQYFLENVYTVYQQKTERYR
HVLNRWLEYTVKTYRICASMY VFEFVGTIHIGFPYIYWYIYGIRTMIMQFEIPFVDPNTHTG
YIHHTLYHFPMIAWGCLGHFMTDIYMFMFIINVPLLKDLLEQKFLDLNEILEETNESEKV
LPLLKDIFQWHLKYNEFIAGVDKIYRTIIFIEITTCGLSICCTIFSIVLDVWPAAYGYII
YLIFCLYSFCIMGTLIEISNDNVIEITY TISHWYKLKLPEQKLILIMLIKSQKPIELTVG
QILPLSVSTALQVTKVVYSFLMLLLNLLDK

>GmmOR45 GMOY 007896 (TMP010054) scf-650705 207676:209075 forward
MKLYSERYQEILNVSVTLLKLCGINIFAKNFRMNLITWFIIGIIGLYFILFTYTVYVGIQ
NDWSIVLKVITMSTTATQGLIKLQNFLCNPKTLRKLAEELEEVYLEYERRTNQKYPKYLQ
RSTALIKRINYAVLAFCLIALSTVIVWPLIFSY VKGEKLLVGSMRIPCVDDKNGWGFIIH
FALQSVMLIIGAYGNFAADSYCFLLLAHTSLFKDLLYCKFQDLNEILQQYPRNSLRSKPL
LQDILKWHQKHVLFIETASSIYFWVILVQISTAVTGIVTTLVCQFLGIYPTAVGYLIYCA
VLFYIYCGIGNLYERVNEEVINIICDSLWYELTIDEQKLILFMLHKSQTVEGLTIGNLIP
LSLNTALKLTRFMYTLSMMLLQFLD

>GmmOR46 GMOY 003305 (TMP005362) scf-645804 155235:156578 reverse
MIVACVDHFRKLVRIFRFCAGICGADFGDRNYNPWNPLVFVTLSSIVFFTVCTVYTIYAG
LVYDNDWTVILQCLCLASSAFQGYPDKNRECSDDRYEARRFPLHYNSYIACAISAPLSIN
FGKRLFIMRFFIPGLDPNSTMGYFLHMLIQFMCIFFGAFGNFSGDMFFIVLVLHVPLLKD
IITEKLNELNRTQLKKRNKLLKDTFEWHQRCNLFIEDISELY SEITIFIEIFLCCLGICCT
TFSIVLSLSAWPAAPAYLLFTLVAMYVYCVLGYTIEEASDTLLRNIYTECLWYELAVQQQ
QMILLMLIKAQSPVVLNIGKVMPLSLSSALQLTKAIYSFLMMLLNFLE



>GmmGR1 GMOY007472 (TMP009619) scf-650411 214655:216066 MW: 48775.35
MAFWAAATGRTSPSKVVPVLNPNQKQFLQDEIRYREKMNILARTDAGNLTDYYVRKQETI
DDPELLDKHDSFYHTTKSLLVLFQIMGVMPIHRSPPKTNLPRTGYSWTSKQVMWACVVFA
IQTTLVVLVLRERVNKFVTNSDKRFDEATIYNVIFISLLFTNFLLPVASWRHGPQVAIFKN
MWTNYQLKFLKVTGTPIVFPNLYPLTWGLCIFSWLLSIVINLSQYFLQPDFELWYTLAYY
PITAMLNCFCSLWYINCNAFGTASRALSDSLQTTLKGDKPAQKLTEYRHLWVDLSHMMQQ
LGRAYSNMYGMYCLVVFFTTIVATYGSFSEIIDHGATYKEVGLFVIVLYCMTLLYIICNE
AHYASQSVGLDFQTKLLNVNLTAVDSATQKEVEMFLVAIAKNPPIMNLDGYANINRELIT
SVGIT

>GmmGR2 GMOYO011510 (TMPO013746) scf-652170 18996209:18997720 MW: 49157.684
MDITEKEFDSTLDSSVLTDDMEKLLKSEKRKKFIKNSNHNPDLMERLTMRAKRAKLKSR
HGQTAELYDQFYRDHKLLLKLFVILGVMPLARQAGRVTFSWKSYQMY YALVFYILTTLVV
LKVGSERIKLLHTTNEYDEYIYAIIFILFLLPHFWIPY VGWGVANQVAHYKSMWGTFQVR
YYRVTGTTLVFPTLKIAIIILFIGCVLLSILFLFSLSQLLDDFLLWHTTAYFHIITMINM
NAALFYINSKGTKIASKSLSDCFKKDMRIECNYIMIKQYRLLWLNLSEILQALGNAYART
YCTYCLFMSINITIGSYGALSEILEFGFSYKVLGLVVLTIY CASLLFIICDCAQSATSVM
AEGVQSTLLSLNLLQLDVQTQKEIDHFISAIELNPPVVNLRGYALINRELLTAVNFYLHY
IHAFI

>GmmGR3 TMP-Gr5  scf-652170 18992721:18996270 MW: 59057.336
MPSSINIYLPLDNIFKMYSVLEEKVVAENINFDLLRSDLKVNLKVDNINKHKINSMDLIV
QEKEYERFERSRLNSSDGDAVEIHDQFYRDHKLLLILFRVLAVMPILRSEPGRITFSWRS
IATVYAIIFWFFMTVVVIIVGKERIHILQTTTQFDEYIYAIIFVIYLVPHFWIPFVGWGV
ATEVAKYKTSWGAFQLRYFRVTGTSLQFPRLKSLIVVISVGCLLCAILFLLCLSFLLEGY
PLWHTLAY YHIITMINMNCALWYINSRAIKTASYSMALCFRKEVMKDCSASIISKYRFLW
LNLSELLQSLGNAYARTYSTLCIFIFVNIVIAVYGAFAEIVDHKHGYTISYKEAGLIVDV
VYCCTLLFIFCDCSHNATLGVAKGIQKTLLSINLLKADLEAKNEIDLFIVAIEMNPAIVS
LKGYVTVNRELLSGSISMITVYLLVLIQFKFSLDKSTTNDKRNGFVLTFLETNDQLMLSF
VSLGNNISKLMKNTYGY YNGKRIRLDSGFVCVNR

>GmmGR4 GMOY 008001 (TMP010160) scf-650833 228463:237409 MW: 55967.164
MLNNYNRKKKHDTVFLNVKPAANGIGVRKYSNGILDRIDSGFGINYDNEKRASRHSVGTI
DSMNQQFVPNIFFRNLAPVKWFLSVIGVLPMTRPGPGSAKFTIGSLAFVYSILTFTLLTL
YVVYVANNRIRIVTSLSGPFEEAVIAYLFLVNILPIFLIPLLWWETRKICVLLNDWDDFE
ILYYQISGHSVPLHLRRTAVTVTVALPLLSVISVIITHVTMADFQLSQVIPYCILDNLTA
MLGAWWYLICEALSRTANILAERFQKALRHIGPAAMVADYRALWLRLSKLTRDTGTATCY
TFTFLNVYLFFITLSIYGLMSQLSEGFGIKDIGLAITAVWNVCLLFFICDQAHYASFNV
RTNFQKKLLMVELNWMNSDAQTEINMFLRATEMNPSNINCGGFFNVNRNLFKGLLTTMVT
YLVVLLQFQISIPTEIHNTNVNMTLDDDDYDDDLLTNAIVTTTTTIASIKGRKDPGGGHG
TATVAISRSLFMVRKL

>GmmGRS GMOY 004207 (TMP006286) scf-647997 53981:55829 MW: 53912.25
MSQQHQQSCSYVLLHFSLIFYLCKFLGIYPQNLSAYRNKHSLEASKNGSFLVVIVMIWII
VCYNTFILSQSEGKDHREANHNALNFVIGIFLTQIKIIVMATDQLSSICNQGRLAEFYNR
VYSIDNRLIKEGCLLNNGSLALHCYVMVVLTFLFEIILLTFVNLINYTQWVLVMWIFS
CLPTLYDSLDKIWFTTSLHALRIRLSALNKTLTNLKGVKEKSIFKRFYEEECNELSLLKI
DYVNGLEYLKRELNAGRVVKFKNRIRSFDLNIFEQKSFAKDFINVEKVKERLTNICQLHD
EICELVQTLHKMWTCPILALMAY GFLIFTAQLYFMYCVTQKQPIPILFRSAESLLISILF
LSYTGVKCIYPIFLSWKTVLEAKCTGIALHEYAINLNDKAVYEIVSVNHLSLKLLNHAFD
FANCGFLSLSMRTLCGLSGVITSYTHLLQFNFAAQQSKEADLMGME

>GmmGR6 GMOYO011615 (TMPO013853) scf-652170 14942509:14944789 MW: 50882.254



MTFWRDFIKPSDSYAAEQTLLWTTFLMGLTPIRISSSERNGERNIYISRAGYIISIVQVS
FFLYSFIYSFLMDESIVGYFFKTEISQVGDVLQKFIGMSGMLILFGVSLYKTNDLMELYH
VVAKIDNQFLGVGVEFNYRFIMKFRHSKLMFIISICSIYIGGSFWMLFHNNVWPTFQAIV
AFFVPHIFLLSVVTLNVAFIMRFTQHYDLINKVLKNLRHQWETRSIKTISHKQKSLQCLD
SFSMYTMVSKNPCDVVQESMEIHQLICEAASTANKYFTYQLLTIISIAFLIIVFDAYYVL
ETLLGKSKRETKFKTIEFVTFFSCQMMLYLVAIISIVEGSNRAIKKSEK TASIVHALLNK
AKTPDVKEKLQQFSMQLLHLKINFTAAGLFNIDRSLYFTISGALTTYLIILLQFTTNSSP
PSSSDCTFNSPVTSPIPMNSTST

>GmmGR7 GMOY 006209 (TMP008329) scf-648889 6876:8857 MW: 46324.344
MDVENQNNLPLARPAYRNRWRSLFSAKGLYESLQPLFLLLYWHGLMVYSIKANADGKKEL
RHSLWSHLNVFFHLTLYIVCYIMTVMNNFESVAGYFFQSKISRFGDFMQILSGFIGVTVI
YITAITIPKHY VQNCLQFIQEIDQCLLRVGVRIMY SKILRY SCIFIVAMILIDILY TAASF
QILKSANEEPSLYLHITFILQHTVVLTAIAMFSCFTKLIEARFTMLHKKSLQCFDSFSTQ
TVASKSPCEIVQESMEIHQLICEASSMANKYFSCQLLTIISTAFLIIVFDAYYVLETLLG
KSRRESKFKTIEFVTFFSCQMILY VIAIISVVEGSNRAIKKSEKTGSIVHALLNRAKTLD
VKEKLQQFSMQLLHVKINFTAAGLFNIDRSLYFTVMICETIH

>GmmGR8 TMP-Gr4  scf-651593 207733:209113 MW: 47166.812
MYIKVRSLKSQAVRKWSGKVKHQSIRQENDVILNDLRIIMFPLKIISLIPLYGSASSYEL
GPPTKILYTIVMRFLILVIPVYNLYNLYLINSTETSNEPEWIDSSLNFLNYIITISFCTR
HYQLLEKIINGLLKFYEEMKEYGKCVDVTEARFSITFTIIMLTLQCCVVILKIVAIDVPL
AFNISIESVLYAFQNIVPDLYIIFISSLMRTIATQFSNLNNIATASTCGIYEGTIKNQIS
SNTLVLGFLLQMYRKLLRIHKFISDYCTFILLFYVGYAFFSITSKTYYIFVWIISPQEIS
QSEVSLSFIILVMHMLLLILLCRCFNLVARKVFQTTNVKY VKIPRSKFPKGYMPYQGWIR
VLVVLTTLSCTPVPNWNFKICNRTLIFIYSRTLKQFGAEHPKRTGSL

>GmmGR9 GMOY011903 (TMP014142) scf-652170 23328288:23329768 MW: 39397.14
MDIVESISVLQTVYQLANLSPWILDKKTWSFLQSRVLELY TTIVIIGSSALMLY SLFTDD
ILVKASDNEIGQTVDSVQMVGIRMAHIASVLESLIRKNDQKKFYDDVKEIDRIFESSLGI
TINNRILIIKERLNELVAALDEVNLTAEPSTPMRTRMAQNHSGHVFSPKRQQESNIENSP
LTKLVVIRNIYDRLHSQSVVINHCFGVSMLINVGNDFISITSNCY WIFINFKDFSSTVID
FLQIACSAIWSVPHLLNVLVLAFICERTVHTSVDMALILHRINSNFNNDKYGSAVTQFSL
QLLHQKLSLTAAGFFTIDSTLLYTIVGATTTYLIILIQFHLNEMKPNT

>GmmGR 10 GMOY003231 (TMP005286) scf-645661 235649:237209 rev
MEFSNCDLLYDHISRLTLPSTVYHELMFASVMDKGLLILSWIYGVSPWNISRRSYCCNIL
DYGQMLMMLFFYLTCYALVNFDFFGIYQAPDCNGFCRLGNQLFLHLGCLLYLTTQLLAMK
SRKKFCKKFEQTLINMDRSLETCQLDERGEMSMKRNQSLHFLYKTAMTLGLLMLLIYEVR
QLTYFYGHWFFVPLMVTTYPYSAATVMLLQFAYYVYKISDRHQIINQFLEQINQDIVKTP
KEITPEIFNVESEIKITSSGNVQLNERHVKQTTHRREENDYNEDSMKFLESSTKRYATTT
SLTKLFKMFDSVLSLSVLTNSEYGPHCVPYMSACFVITIFCIFFQIKIYHVVGGKSRLLD
YIVFIYFIWSFVTMLVTYIVLRLCCNASGEAKQTAVIVQEIMRKRPAFMFGVDGNYNEMK
SFLLQSLHWEEYFQYNAIGLFSLDYTLIFTVRKKRSRK

>GmmGR11 TMP-Gr3 scf-652146 202807:205545 MW: 52777.453
MLQRKRNKKTFVCRATNKITDFSNESNQNRMKSLELQFHRALRPLLIISEILVCAPVGLQ
NLHNQSNYCTFCRKCLQIVWGLIAY VAVAHGSYNEYFFLSAYLPTQELPFYLSEFAFYLL
HVLLIMLASYFGRKTFTFSLTFILDFDSKLLKHFKIRMHYIDLRKFLRNHLSLNFAFFLS
AVMLGFIQRRSSLLGILTVNTSYTLPNVITQTSLIQYYALVYVVNKRMQLLHQLIEQTFQ
QSLKGNIFNVQQRLRVLRGLYADMDAY TKHLNDAFAVPLLLFFMASLKSLSFYIFTLYKW
IDQWTDLSYTVISYAIIEICWQFSRAFLILHFNQAIQNQRKQAAILFTSFSSVAERLEPT
IVLIISDQPFYCAIVYGSSELY YLWNHTVKYACSDDGKRYILGKETMCVCVLQFQNNFPF
TDVLSSLSIIHIFGAIRYHLRSFNECRSKT



>GmmGR12 TMP-Gr2 scf-650947 5268:6453 MW: 44579.047
MFEKKRKNKNFFSKATNNKILDFSKKPNQKRTNSLESKFYKALAPLLMISIILSCAPIGL
QKSIKRINHYYVYQKFLQILWGLTVYISIVLGAYHEYFLWTGVLPVVQLPFYLSEIVLYL
LHVLQIMIVSYFGRNIFIYLLESIVDFDDKLKQLKIHLHYNDLRKFLRNHLLLNFAFFLC
ATTLGYIQRSTTFLGFLSINSSYTLPNVIIQTSLIQY YAMTY VINKRTQLLYQLIDQVLK
QSPTKNVFNVQQKLRFLRRLYSDMDEYTKRLNETFSISILLYFMSSVNGISFYIFCVYKY
AIEWAETEFIWMAYAIVEICVQFARVFLLLHYNQGVQNQKKRATVLFTSFRHNNERLEPT
VSTFQFFSFANIFLN

>GmmGR 13 TMP-Grl scf-640662 25103:26585 MW: 53170.637
MIKLVKIYFNINRAVGLFNLHYDQKKGQFISHHKPTILYCALVDTAILTLLPFITIAFLK
SNYYCESIKSIMINTSLLOITDHTTIIVIMLTTWWKRQAICRWCNAFAKMLKAYLGVSDT
YEYYDIVQRTRKQLLQKLGLSSFTIVLLYTYLYGTGKGNFCPTTNDISYVLKTLFCGLTE
LIOVLIDYNLFLGLTLMHMILQILSKKLKEISHDIQLMQRMOQEIRY EMRESSKTFNPHMW
LKQLQGDVDAVAAESAKLKKMIYELVRILQVPYLCLLLNAFQSLTAIMFHILRFTQQRHL
DITVIFYLIVLSANITNLMKSFQVCEYLCEDFKIFNEKVYALILNDNLRQAVNDNGADN
SLVLSRLFLENSSDNDSRKKDEIWFSFLTKYEKNGNLSHIPIINTILQVKLIVLETFSGK
VRNIHAIDHVKNELSTCVCMQDETMNDEFTKAKDMKI

>GmmGR14 TMP-Gr6 scf-652170 14938990:14942365 MW: 35515.863
MSTKFQRLRQHFISHQVFEALQPLFFITFLY GLTPFRVTTNKGGEKSIKMSAFGFINIAL
YILLYGSCYIISLLREESVAGYFFRNKISDVGNTMQICNGLITGTVIYISAVTQRSKMLR
VIATLHNLDKNFANIGIKVKYSRIYRFSIVMLTFKSLVIGVYFVGVYRLLMSMNITPAFT
VCVTFFLQHSVLFLAICLFCFVARSFERRLVILNKVSIGELVLCIVAELIDVLIPRLFST
MPTDTWPIREMLPSFPELITVCFSHFRRRASSEDNVLMTYIKPLQSMSFVQFFESNNLSS
FPLKINLKL



