Table S1. The amino acid sequences used in this work.

>RpOBP1

MFALKVACLCLSVAVVLGENNQQNSNDRSASIFQSCISETKLSGDALKGFRSMSIPKTQAEKCMMGCLMRKVNVINKGKFSVEEATKVAQKYYGTNETMMKKAKDLIDVCAKKAQSTTEECALAGIVTTCIVEEAQKAGLTGGPGGPGGNRSRRTVSPKFRANVE

>RpOBP2

MKVSAATAVLVALVATVQSSDPCNISTCYKSGTTKPPTTVTPTRLPVQSSSTPTSHQQTTYAKDHAHSSIAAKSGANVTATTASGATVNGTERPTVVKSSPGVAGNATTPKPTMTVEHVALKQKLNTIAVKCKDELHAPQEIMALVSNTVVPQNEQQRCYLECVYKNLNLIKNNKFSVDDGKAMARIRFANQPEEHKKAVTIIETCEKEAIIDPKTTEKCAAGRVIRNCFVKNGEKINFFPKA

>RpOBP3

MISPTFYISLLFGIGMLISCSFGRFTTEQIDHYGKACNASEDDLVIVKSYKVPTSDTGKCLMKCMISKLGLLNDDGSYNKTGMEAGLKKYWSEWSTDTIENINNKCYEEALLVSKDVVATCNYAYVVMACLNKQLKLDKST

>RpOBP4

MRGNYSLMVFLLFGFGLHEIYSQKQELSGKCRAPDKAPLNLEIIINICQEEIKSALLQEALDILNDGTLEQNTPASYSRSKRDADEDLSNEERRVAGCLLQCVYKKVKAVDETGFPVVEGLMKLYNEGVQDRNYYMATLSAVRHCISIAQQLKQQQPSKSFDDGQTCDLAYEMFECVSEKIEENCGVENKLNNLSQRQV

>RpOBP5

MSANTAMVKFIAVAVVLFHISVISADAGHHRRGKELLDTEDSDFFRCKQASRKSCCGPDNAMKRFGDKDKVAADECYAQVAEKFATTKATTPKQDLFSSEAVKVTKKKQFCLHECIGKKNKLLTEDGSLNKTFIADYAMKSIFKEQWQKQIGQKALDKCLEETYIPWPAEETENKCNPVYVQFQHCMWFEYESNCPSNKIKLTKKCEKTRNRYRMQKSPTN

>RpOBP6

MQKVIFICIFAIICQTVFTAGYERTWILRQKRMTSDDECRTLLPSPEKKLPTCCQMPNILPGLDNAWETCFEKFKQFKDKPETKEYKEMAHGKEPPCLFQCIFMQSGLTTNDGKLNEDAIIKKMAEGMNNDEKWKSIWQNTLNKCFNDVKQEEKKQVIMMNTPAGRLMKCFLRDIYMNCPKNVWIESSECMKMKDLVQKCPEMPPPVFQSPPKLI

>RpOBP7

MNMLPATVLLAVIAATVLKDSDAYLSEAAIKKTQQMLKNVCSKKHSVGEDVFTDIKKGIFPENNNNIKCYFACNFKTMQMINPKGILDKKMFKDKMTMLAPPNVLEILLPAIEQCIGTDKDTEICQSSYNFIKCAYRVDPKSLEFLPL

>RpOBP8

MFALKVACLCLSVAVVLGENNQQNSNDRSASIFQSCISETKLSGDALKGFRSMSIPKTQAEKCMMGCLMRKVNVINKGKFSVEEATKVAQKYYGTNETMMKKAKDLIDVCAKKAQSTTEECALAGIVTTCIVEEAQKAGLTGGPGGPGGNRSRRTVSPKFRANVE

>RpOBP9

MIIKKTLLVSMFVLLGCMFSFNKASDDADAGDKELMSKLFTVVFKCFKDADWGTCGEMVTTKYDITQAKYKKCTCHMACAGEELEMINSNGQPEPAKFLEYVNRINNPGIKSQLQHIYDKCKNVKGAEKCDLAEQFAICAFKESPALKERVTTLIEMLVKMKPKSK

>RpOBP10

MVFGILTVLLRGSIYECIESKLYHYSGSSSINDGSNFIPQLINLNAASQPSCLSAVKQLSTAFFATIFNLSDVIETNDSPSIIPSSSIIDISSKQHLKKHFKFWSSATIEFLALFLISSVSGNFAEHALYSVFLISSISSDCGRVDDCTTNNAITIANTTFVPRKCSILLHRDNSI

>RpOBP11

MISPTFYISLLFGIGMLISCSFGRFTTEQIDHYGKACNASEDDLVIVKSYKVPTSDTGKCLMKCMISKLGLLNDDGSYNKTGMEAGLKKYWSEWSTDTIENINNKCYEEALLVSKDVVATCNYAYVVMACLNKQLKLDKST

>RpOBP13

MLLMLNSAGRCGHSTTTVVTLSVAVLLTVGQVQNLKCRTADHSRRHGEFVDIAEQCSNTTSGDRPTAVDGDYSTYTSSSDNDGRWNGDGRRNNNREFSVNRQDFSHNRGGGSGSYDRDPPSCSEVRPQQYSGNPGSRSKNHQQGSYPSADYDAGQSNFNYRQPQSTRRYRRNDSNDKNKRQKAAVTGSNSRLLGNNRFRNLTKIGGSQSGKGTFLDKMDACTIHCVFNELEMLNSNSRPDKHSIVNIMTNQIKDVELKEFIQDSIDECFDALELDSHNNKCEFSKNFAVCMENKAQRNCDDWDENLSTNKINSAGMQDGNNQQDKRKGY

>RpCSP1

MNLFTIFCYLTVMCDTQVKPAASAQRLQSVNQNVTPAIDGRKTIRETSTYSTRYDYIDIEAVMNNERIIKVLFNCVMSRGPCTREGLELKRIVPDAIQTECAKCNERQRKQAGKVLAHLLQYKPEYWKMLLQKFDPNNVYLRRYMADNDDDEKLSLQKLSNDTTK

>RpCSP2

MAHFNLFVVLVVSLIYFTTAEEKYTTKFDNFDVDKVLNNNRILTSYIKCLLEEGNCTNEGRELKRVLPDALKTDCSKCTDVQKDRSEKVIKFLIKNRSTDFDRLTSKYDPTGEYKKNLEKFETEKLTTAKH

>RpCSP4

MDSRIAVVCVVLAVFAVDQTVGAPQKDAVAASGPAYTTKYDHIDVDQVLASKRLVNSYVQCLLDKKPCTPEGAELRKILPDALKTQCSKCNPTQKNAALKVVDRLQKDYDAEWKQLLDKWDPKREHFQKFQQYLSEEKKKGFIKF

>RpCSP5

MNCKVLIALCCVAVYAAHASPAGAATATASSADEEIKDFPAYMKRFDKLNVEQVLNNDRVLASHLKCFLNEGPCVQQSRDLKRVIPVIANNGCNGCTEKQMSTIKKSLNFLRTKKPVEWARLVKIYDPSGTKLNKFLDA

>RpCSP6

MIKLLLAVVFCVATTMTVVQTAPAKYTNKYDNVNIDEILNNDRLVASYFKCLMDTGKCTPEGEEVKRLLPEAVENKCADCSEKQRLGSEKIIKFLFEKKNDMWKELEAKYDPKGTYRQRYAEDAKKLNIDV

>RpCSP7

MARSSSSVTMKVFVMAVCVCAALARPEDAKVENKPAALKSKTLAAPLPTNIVKRAADTTQLDSSLPNVSEDVLDKALSDRRFVQRQLKCATGEGPCDPIGRKIKAHAPLVLRGMCVKCSQTEIKQIQRVMSHIQKNYPKEYTKMLKQYQSGF

>RpCSP8

MEFTAPSGYYVSTYDHIDVGRLLRNNKVVSGYVKCFVNEGPCTPDGKLAKAYLLPEIIRTVCGKCTPRQKDMARMVLRHIYTYRRADFDKIMQIYDTDGKRNEILAFMNQ

>RpCSP9

MSAFFLYSLILMTVITTMVTDAAFIGSTNSDDRPGIDIVHLVKRDANYDDNSVESDEGFFFSFTNFFGHTKQDDDDDKPEFITTFDILKLLDEKYAMKQFYCVINEDPCDAVGLRLKASIPEEINRDCERCTSTETSNIRRIVNYVKKHYPEFWNRVEPIYKNKMTAKTTYTVKKMHNNTNNVTFS

>RpCSP10

MYSKLFISVLVITTMVGVSISVTEGDDAVKTVDKDDDPHPAIREEIKRYMSIMEKINIDQMLNNTRLMSNNVKCFLNEGPCTAHFREMKKIVPMLVKDSCSSCTKEQKIMMKKAIDAIKARRPNEYEQLSKLYDPEGKYEKKFLENLNESK

>RpSNMP1

MGAPTTLTVIGIIFLLFGVFVGWFAFPKMLHKKILESKSLNPRSNMRQMWSHPPISADFKIYLFNVTNPEEAQKGEKIIIKEVGPYVYHEWKEKENLIDDINEDTVEFSFKNTFVFDEMSTLPLTGDEILVMPHLAMLGMVTMTKIMKPAALGLVNKAIPYLYPDQTSAFMTATANDIMWNGLDINCTSGEFAAVAICSQIRQNSASLHKISKDHFKFSLFGVKNGTVESNRYTVKRGYKMSPLDVGQVVRFNDKHKMEVWPGDECNRIYGTDTTIFQPFITQDTSLASFSGDICRSLVPDFLQETKYNGLNVFEYSAILVKPEEKCFCLNKKKCLKHGALDLTNCSGAPIIATLPHFYKSEEYLNNIDGLNPEVEKHRIQMYFEPMTGTPLLGYKRLQFNIFLKKESKISVMKTLNEDEKLIPLFWVEEGVALNKTWTNQIKNKLFLPITIMKYVKYIFVAFGVVFIILAVVVNYNSVKTMEVTPKY

>RpOrco1

MGYKKDGLIKDLWPNIRLIQMSGLFISEYYDDYSGLAVLFRKIYSWITTIIIYSQFIFIVIFMVTKSNDSDQLAAGVVTTLFFTHSMIKFMYFSTGTKSFYRTLSCWNNTSPHLLFTESHSRFHAKSLSRMRQLLIIVSIVTIFTTISWTTITFFGESVWKVPNPETFNQTMYIPVPRLMLHSWYPWDASRGLGYIVAFVLQFYWIFITLSHSNLLELLFSSFLVHACEQLQHLKEILNPLIELSATLDSAVHNPAEIFRANSAKNQPINGVDYNGSYVNEITEYGTKGDTEPNRKGPNNLTSNQEVLVRSAIKYWVERHKHVVKYVSLITECYGSALLFHMLVSTVILTILAYQATKINGVNVFAFSTIGYLMYSFAQIFMFCIHGNELIEESSSVMEAAYGCQWYDGSEEAKTFVQIVCQQCQKPLIVSGAKFFNVSLDLFASVLGAVVTYFMVLVQLK

>RpOr3

VMTCLCASSVLMANGFSAFHIKMMSLLIIVVSQFFFYCLIGEQFSTMNKQLGDCVYFKLVKCKDPKLARVGLLMILRTQKPLQLTTMGITKYTASLFTFTVTMRSAYAGFNVLYNS

>RpOr4

MTLIEKKKYSRKFYTTLMVMAFFLDTSQYHCISKFTMQFYIFDWMVLVCLAAGYMFLFENPGMSLG

>RpOr5

MPRIDAVNVFLRMTGCTDSKRMLYLTYFEFFITFYYFITAYVSIIYHEQSVSIKLFTLLCMLIECVILLNITFRIYHQNQFREMDQYSKRSGIPDDYQSKINIITMYHLIASNMFVIFPATYAILSDSVRVGDPFTFPFLDVLPIKTD

>RpOr16

MYLMGIPVLSAPFLKFICGVISLTIELFIFCYGFNHIETAKSVINFGLYSSNWTEMDLKFKKSLLLAMKMNSSHKRMMKISPNSAVGLEMFARVMNMSYSIVSVLLNSRS

>RpOr17

MAVFNDHNAAIYLKTLKQYGFYQIFFPNGENIFGWNMKNIYRLSFIALTVIIQCLIGFGNCGFLIDLEDTINKTDLFIIIFSNIFNYHILCKVIILMFYRNKILDLLDVTSLNFLKSEQCLYNIKILYKHRNRVIQRTKLYYKFCMSVIITWVLYPIVINLFVANKNDNRRLENIINRRYPMDVNTYNQYYVLFYIIEMIIAIKSLYLVLMIDILLLSIGWAIIVQYEVLAVTFKNIGHIVNFRKDHDYNNVVDEDNYKKFKSIIFDQQQLDLKVKLYFSIMNPIILMHVAINSGLIIMLSNAFIMVIFSTESFSITIVNLFKIGIGIFYLGLMLFLYCYLFDNMNVKRESVNIGIYSCNWTKMNLIFKKLLLLTMQVNDANRITMKVSEKKIVNLQLFANVLTMSYNIISVMVKTIGK

>RpOr18

MKNMYQILTPVVFIQLAAESIQIILHACMILKLYFDGSMAPTIFLKLLFPEITYLFHLYLTCYLFSIVNYQKESMNFALYSSNWTDMNIKFKKLLLFTMRVNNAENLKMKISINRIVNMEMFADVMHITYSIVS

>RpOr26

MASKNENNLMINTRLMKMTGLYHLLDSRSPKIFGHNVFKCLSVVQTLILVSAMITFLLNIYYFLDDINTVMQYS

>RpOr27

LKDGQMKSKSYSILIMFMWMNLTISWAFAPLFVTNYFFKVEVENKIYNYRFNILNFVFPVTDQFYNDNFMIYYYIEF

>RpOr31

MNMTFDISILEPKEVCINLKLLKLFHFFHLFDPKIKTICNFNVYHIALYIINCVIGCIIMFGMVGYVTEKENAFNIANDIQIMFVCILYYRCLIIIFTLIYNANNILILLNVIKMHFLTSTQCQKHIGILQKYRKKSIKITNYISFLTIISSVLWFLYPLVLMLFQKEDAYKSNQRFENIFNFRFPVTNIYYNNNFVIFYIIEISIGLPLAYMHLVSEVFFISLCCVMIAQYEMIQIAYKNVNSELNYENSNKHKNDVNINDCYDDLLSIMKDQQKLFEKLKLFHSTYKLVILSNVVVYSWSIIILIYSSTLILFTSSESIPMLTIIKLLTTFGFVFTLLLFLCYLLERINNIKESVHFGMYSCNWTSMNLRS

>RpOr43

NISNGNSMQLEKKCDIIYNDLITILADHQNVIKKLKDFYNMFRLVTLTQIFIASSSHVFIWSIAAMSTDGGDNADSILSFKLFIVLPLINFQLFMTCSLFGTINEKKDS

>RpOr53

FDRMNIKLQSVNTSIYSCDWTKMDIKFKKLLFLTMQMNNANTLIIKASPTKIVNLQLFANIITMSYNIVSVMLKT

>RpOr60

MDSKHEKQYIFNMNLARIMGLYQILTPTSTKICGYNIYHTVIVVFGSFMLAISMLFPIGLLYLRNDIIALMYYM

>RpOr70

RELSVWFTNTLTVMYLTSLAFFLCSSLAFRKDVLPVKNHDGSVGYYRQNILNLYLIVSDETYNAHYYAFYFV

>RpOr73

HNIFNMQYPVSASIYNQYYYIFYLMEIAMGIFILNYSMIIDNFLISLCWAIIAQYEVITTAFENIGNDCKLEDLQNEKENNSFE

>RpGr1

MHDVWEAIYFVFSFTYLVGRTCAVSLYAASINDQSKKPKAILFSVPTESYGVEVARFLMQVTSDELALTGCNFFSVTRTLMLTVAGTIVTYEIVLIQFNSVNSE

>RpGr2

VLPSMYWRKSRETYNILASLTHDFDEFLSPVILLSFGHNLYFICLQLLNSLKPMHSSWEALCFAFLFTYLVGRTCAVSLYVASINDQSKKPKGVLFSVPAECYGVEVERFLTQVSADELSFTGCNFFSVTRTFMLTVAGTIVTYEIVLIQFNNVASGVADQNNTLINICP

>RpGr3

VLPSTYWRKSRETYNLLASLTKDFDEFLSPVILLSFANNLYFICLQLLNSLKPMHDVWEAIYFVFSFTYLVGRTCAVSLYAASINDQSKKPKAILFSVPTESYGVEVARFLMQVTSDELALTGCNFFSVTRTLMLTVAGTIVTYEIVLIQFNSVNSE

>RpGr4

MSNENIFRPVYLKDRNFIESGYERQFKQSSLSDSAARSSYNMFSLKENKGNIALEIQDDLGMPVNYVRIKALEDSIRKDIISDTNSMHKAITPVLILAQMFAILPVQGIRGQNTSYLVFNWFSCTVIYVFIVIAASLLILSFSLIKIYMTGLTYYSTGEIMFFGSSLVIYILFIHLARE

>RpGr5

VSSALAAQFKKLTKAMHSVRGQMLTMSQWQEYRETYTSLTHLVKKIDDHINVIVALSIGSNIYFICAQLITEIDSIKHS

>RpGr6

NTWIAVLVLIVNSVSTLTLCFSDQIIIMGSLALGNYFEIFNERMKTHKGKKLTPDQWKTLRVDYTRLCNLARLLNDCLCHLLCVSLLIHVYIICVEMHQGVVRTNENYSL

>RpGr7

YTMRLSCAGEYRYSFDKRLIPVWTLYACLNAYVMHYNYVESVRYVAGSFRKCFEESYCFALIELFNRNVGP

>RpGr8

SVYDELCTLAGHVNRAYAPEMLLQWAYNIVRVIMVMFRLLELVSSLDGPMASVMPYLLVQHFGELFIFVVHTSCTCTVGDHLSGEVGTYYLY

>RpGr13

NIVGNVFGVTFMMLSAFNTLMSDGANTIRITLYFLYESLIRTLQMYFIIDACHTTVEQANFINITFQKKMNEYNEVNLTKRKVQLFILEMLDHKIEFVIYGFICLDFEMFVSIIGTIATYFLILVQLGSSPDALVKPLNSTIPIANNTKLN

>RpGr14

FFFTSIFMIIYFFYSVFALLHNVIKDNSGTVNPQYLIIALAYFILGVMVLNRLINAGHSARFADELKRGCGRTVESGRHLLEFWLRTVGSAALLCMVHFKYRLFTDMPTAAIAVTTTVPLCCCVYCGSTMECQY

>RpGr15

CSRDNYCSVFGMLLSHTVISPIVVSLVLVRLPRSVDVLNMTARLLLRSRYPRRRLSPNTYVVILFSAVIVFKLVTTVMSIPQKYPDLYYPYFTAYMVPIVFINLVSILCVVAQQSYE

>RpGr16

ALEAKSLITDTNNGIMDSSTKEELQLFINQICSSSTEFNAYDFFTLNTQVIKSAIAAGATCLVILVQFHSGKN

>RpGr17

FFACVLQYSYRFCVITILSNLTTKQAVNAKTLITDINNRYLDTSTQEELQLFYSQISSRCIQFTACDLFTLNTRLITSAIAAGATYLVILVQFHSGKN

>RpGr18

LIRQSIDALNNLFGVHMGLSVFYLWLMALFDIYYEMFYNSRSELLVYCWLLQYTLRLLMIILMAHFTTKQ

>RpGr35

TIRQVVKTKKLITKMNNRHTDINTKEELQLFYNQLTVCSSEFTICDILTIENSLLTSIWSAGATYILILVQ

>RpGr37

EQIIPLIIHVQMVTFLMFIIVFVSFINEKKMEMISYLRLYRISNLHLDIKRQIKMFMNQISACDSNQISAFGFFDINLNLVTTILVLLITGIITLIQMKNHPIILKLNNDTKSF

>RpGr41

IPYVMDYVVTITSCFFLQNLYVRFQSVNDLWKCLPPGLVAVPGLWTNIEIVVLMENTRLMHSELCELLKKFTLGYGPLLLGFYTFSFISMLIGFYFIFNAEPLTNNQYSEEKYVIVI

>RpGr43

YLLCTQNSFLIMSIIIAASRVNDTKRKMISYLRLIKISSLPVDVKLQVKMFMNQLTVFNMDEISAFGIFNINLNLVMAIIILLITGLTTLLQMKNNSNMIQ

>RpGr45

IIPLKVVNIITFSFYFFRLSFAIDVTVVISTYFYLQNLECRFQTLNGFWTQLPDGLTTITVVSGGWTHVEIIML

>RpIr7c

MLYSQRDSDGAGGRPSDVQDVPARTIALVASGNISVFCSAYVVVGRHLETIDKYFEYFKSDAAERMLVVVVQDRKYIKPFIKYSPSYFNYKDVILINVYPQKESVYQMSIYFKKFVPISKQHDQWFRHDLQGKQKVKNFHNTRIKLLAYNNSFFSSVIKENGTGKISLSYGVECSIFKEIATRLNVTWDTYTSDDKDKWGTVWSNNTITGGALKWLYTKKVDVSFCSLWTDHIKSKFVDMSKFWTLTCLKFLVPKPRPLREKWDLLFKPFPLSLWLLVLFSATLTTFTVWILACVQKKIGYENINVFTSISATIFWIIGMMLLTNNPRTYRMGPIRHLINWWCIFIFIMSTSFSSILYSFITSFEYTDIVLEVEDMVKANYHWGLTYPPPYKYILKMQNPVHVEFSKRFIPERSVDDRIKRLKRGRYAILSKCLYKKHFMELEDVPVSMLNNLRTGRTCMNQFYIGFGFAKQSPYVKPANLVIQ

>RpIr8a

MTVLKPEVWLSIVAALAMTAFMIWILDKYSPYSAQNNKPKYEQFRHFTLVESFWFALTSFTPQGGGETPKAISGRVLVAAYWVFVVLMLATFTANLAAFLTVERMQTPVQSLQQLARQSRINYSVVDGSDAHQFFRNMKMAEDILYNVWKEIALNQTNNRKDFRVWDYPIKEEYGQILAAIERTGTVPNRTVGYQMVLDNEQGEFALIHDSSDIEYEVYNNCNLTEVGEIFAERPYSIAVQQGSLIQEEISRKILDLQKDRFFELLNAKYWNASKISACPNSDDSEGITLESLGGVFIATLVGLLIALITLAFEVVYFKHKRAKVAEVSVVNNTVHKDKLIYGHELFMTLGRSSNSDDQTRWANKIKLDSTTGRLNNALFFRRNKFQN

>RpIr25a

MRLEKVTVLNSQSVSAENVGSWKASLNSPIVVKDAANMTHFSAVTVYRVVTVLQNPFMIQVDDEDGKGVKFKGYCIDLIEEIRKLIGFEYEIYIAPDNNFGNMDENGQWNGMVKELVEKRADIALGSLSVMAERENVVDFTVPYYDLVGITILMKKPQTPTSLFKFLTVLENDVWMCILGAYFFTSFLMWIFDRWSPYSYQNNRNKYKDDEEKREFNLKECLWFCMTSLTPQGGGEAPKNLSGRLVAATWWLFGFIIIASYTANLAAFLTVSRLDTPVESLDDLSKQYKIQYAPLNGSSAMTYFQRMADIETRFYEIWKDMSLNDSLSEVERAKLAVWDYPVSDKYTKMWQAMKEAKLPNTLEEAIERVQSSKSSSEGFAYLGDATDIRYQVMIDCHLQMVGDEFSRKPYAIAVQQGSPLKDQFNNAILLLLNKRKLEKLKETWWNLNPERIQCEKQDNQSDGISIHNIGGVFIVIFVGIGLACFTLAFEYWWYKYKKSSKVANTLNPKQMAMNRGGEFTYPVVPTLNTTSGMRSRNIIQGFRRSVGQSSPKQK

>RpIr31a

MNAIVDLLVLLVLILAGGKRCAGDTTITLGILYNEENSMLETAFKSSVDVAKAKMMDSGVQLDVVSKIVPLYDSFETQHHVCEMLVDGVSGMFGPSAGDTAPIVQSICDYKEIPHIQTRWDINQKRGSCQINLYPHPNTLAEALIDIIVAANWESFTIIYENNDSLMQITNILKSPPTNYPIRIRQLSSGPNYRKELREIKDSGETKILLDCSFSILTDVLLQAQQVGLMGSEHNFIIASLDMHTLDLDPFRYSGTKITGMRLVKPLELEFQNIVSQWTDNLSPLEPDDKIVLPETIQLESALIYDAVQLFTTSIYNLSKEFEISETSTPCNSSLSWKHGFTLINYMKMAKDFKGLTGKIKFDQEGFRTDIELELVDLTQDGLRVTGTWNTKTGINVSATPKPEIVPSGKDSDLRNMSFVVITALTQPYGMLKLSSNTLKGNDRYEGFGIDLIKELSEMSGFNYTFIIQEDSNSGYKDDKTKKWSGMIGEVINGQADLAIADISITRQREHDVDFTSPFMNLGISILYKKSTKSSPSLFSFLAPFSSFVWLWVITAYCGVSVLLFIMARISPYEWTNPYPCIEEPEYLENQFSLSNAFWFTIGSLMQQGSDIAPIAVSTRLVAGIWWFFTLIMVSSYTANLAAFLTVESVSEPFKDVEDLVNNQNIISFGLKKKGSTEEYFKESTNPTYKKLFDILQKNPAWYTANNDEGVEKVLKENYAFFMESTSIEYMVERNCKLAQIGGLLDNKGYGIVMKKNASFRNVLSANILSLQEKGKLTALKNKWWKEKRGGGACQVGTTVSTGVKKILTISHIINKLFACINRTESLLARKPTFRQTGRVVMQFYRRLGWGLFSFKNEKKLCFRSYNKCL

>RpIr40a

MQLVRDNKNYAVIGGRETFYYDIKRFGAQHFHLSEKLNTRYSAIAFQRACPYRDNFDDVLMRLFEGGILSKITEEEYQKLNDKLMGSEKFDAASVVIEPVLEGSEPQQEDDDKQLTIAMSMKTLQGAFYVLAIGSILAGFLLLIEMRSHDKWKNDKRIKRIKAPFVYKQKAPIKFQNRLYDLKE

>RpIr41a

MLYSQRDSDGAGGRPSDVQDVPARTIALVASGNISVFCSAYVVVGRHLETIDKYFEYFKSDAAERMLVVVVQDRKYIKPFIKYSPSYFNYKDVILINVYPQKESVYQMSIYFKKFVPISKQHDQWFRHDLQGKQKVKNFHNTRIKLLAYNNSFFSSVIKENGTGKISLSYGVECSIFKEIATRLNVTWDTYTSDDKDKWGTVWSNNTITGGALKWLYTKKVDVSFCSLWTDHIKSKFVDMSKFWTLTCLKFLVPKPRPLREKWDLLFKPFPLSLWLLVLFSATLTTFTVWILACVQKKIGYENINVFTSISATIFWIIGMMLLTNNPRTYRMGPIRHLINWWCIFIFIMSTSFSSILYSFITSFEYTDIVLEVEDMVKANYHWGLTYPPPYKYILKMQVSL

>RpIr68a

TLHIMSTCIINMPISLGLQKNSPLKPAVDRFLRRVIEAGLVKKWLNDVMSDTVILEEPQQIEEVKALMDLKKLYGAFVVLVAGYILSILVLLFEIGYWYGVVKKDPLYDEYSLNCYYTQK

>RpIr75b

MQSATIVVLFLLSGFAVCTAAAEDMERITIVGLFPSENSIEQMAFELAIHKVNLDPTLSEVKLEGRVEIVDINDGYQTSKKVCESFESGVGAIFGPTGYESSAIVQSICDSMEIPHIETHWKMNPKQQPNYYMNVYPDPMTLSRGYTAIVRDMDWTSFTLLYQRDEGLLRLQHLIQDYSGLTKLSDTELSAITIIKLPENNDFRPMLKEVKKSLESHIVLDCDTDIILTVLEQAEDVGLMDDYHSFIITSLDAHTINYGHLQFKRTNITAVKLIDPSSPTVTNIMADLEFVQQRMNLDMEVFRADTITVNALLMFDAVNVYAKALRGIGGTKVIKAEPNSCANRTSTGWSSGFSLINFMKVVEVDGLTGKLRFNQNSGYRSYFTLEMVELTNTGFKKIGVWDPQNEMSYTRTRNQMLDDLVNANMNKTFIVASKITEPYMMLKTDHKDRIGNDKYEGYVVDLIRMISEEINITYEFKLRNDGNGKKDKKTGKWDGLIGEVHELRADLAICDLTITHDRRTAVDFTTPFMNLGISILFSKPKEPETNLFSFTQPLSFHVWIYTATAYLGLSIILYILARITPNEWQNPHPCATEPEELENSLSLINCLWFSLGSILCQGSEVLPRAFSTRVCASMWWFFALIVTQSYTANWTAFLTSSRKESAIKRVEDLDKQSAIKYGCVRGQSTASFFENSDVNLYQKMFSVMETYGDTVMMFDNKQGVDRVKKEREAYAFFMESSTIEYEVQRNCDLTEVGSWLDNKAYGIAMPFNAPHRTAVSMALLKLSESGKLMELKDKWWSVSEEKMCPVPKKDSAELDVNEVGGMFVILILGCMLGLIFSLLEFLWNIRKVAVAEKLSPWDAFKLELKFVLKCHYSTKPVRHTTYSDEPSSEG

>RpIr75c

MNKKSGRISVLSPDTIKTKTALMYDAVNFFATSLHGLVSTQTMGPSRIVCNDIKPWVHGYSLINYMRVMELNGLTGKMRFDAETGYRNYFKIDVVRVKESKKHRLGSWDPVEGMTLTRSASEMNLEFVQSITNKTFIVVGKLVQPYLMRCNATEKGMDKDEECFEGFAYDLVEEMAKYNGFKFKFTTNQDYGTMQKTGKWSGMIGELQSMRADLAICDLTITFDRRNAVDFTTPFMTLGISILYAKPEKKKPQLFWFLNPLSFSVWMYTATAYLGVSLFLFMLARITPNEWHDPQPWKDGNNELETRLNVANLIWFSCGTMLQQGSDISPQAVSTRLVAGMWWFFALIMTSSYTANLTASITSGRLDTPIKNVDDLSKDSNIQYGCYEEGSTAGFFQKSNLSLYQRMWSVMEASNPTVFTKSNQEGVDRVLKGKGRYAFLMESSSIEYQTERNCNLMEIGNTLDSKGYGIAMPMNSPYRTLISESVLRLQESGFMRELKDKWWKVQGGNKCEEEDESDELGFTKIGGVFVVLVLGCLIAFMFSILEFLWNIRKVAIEEEITPKEALILEWKFAMKCDGGVKPLRRRHHVNADTNSDTS

>RpIr75d

MKLEIVVWIIHFASHVNTLPDTIRIGGLFHPNDINQENVFKHAIHDVNANRLILSRSNLSGQVEKVSPQDSFHASKRVCSLLRLGVAAVFGPQSAQISSHVQSICDTMEIPHLETRWDYKLRRESCLVNLYPHPTVLSKAYLDLVKKWGWKSFTIIYESNEGLVRLQELLKARNGAFSAYPITIRQLGSSRDHRPLLKQIKNSAESHIVLDCSTEKIYDVLKQAQQIGMMSDYHSYLITSLDLHTIDLDEFKYGGTNITGFRLVNPDTPVVQKVLKQWGENFTVMSTETALIYDAVHLFARALHDLDSSQKIDIKPLSCDASDTWSHGYSLINYMKIVEISGLTGVIKFDNQGFRTDFELDVVEVNKEGLSKIGTWNSSQGINFTRSFVEAYSSIVDNLHNKTLVVTLILSSPYTMRRESSLKLVGNDQFEGYAIDLIYEISKLLGFNYTLKLVPDGRYGSYNEDTKEWDGMMGELLQQRADLVVADLTITYDREQAVDFTMPFMNLGISILYRKPIKQPPNLFSFLSPLSLDVWIYMATAYLGVSVLLYILARFTPYEWYNPHPCNPDPDNLENQFSLMNCMWFAFGSLMQQGCDILPKAVSTRIVAGMWWFFTLIMISSYTANLAAFLTVERMDSPIESAEDLAKQTKIKYGALRGGSTTAFFRDSNFITYQRMWSFMESSRPSVFMSSNNEGVERVVKGKGNYAFLMESTSIEYVIERNCELTQVGGLLDSKGYGIAMPPNSPYRTAISGAVLKLQEIGKLHKLKTKWWKEKRGGGACRDDTSKSNSAANELGLANVGGVFVVLMGGMGVACVVAVFEFVWKSRKIAVEERIIKYHTKYRK

>RpIr75d.1

SIAALVQSNSNSIKSIKNIAESSMTFSAQISPYGKLYFEETEDSDLKKLYKTKMVPRGNEAFVRAPEGMERIRTEFHGFLVEVMSAYKIIGKEWREEEK

>RpIr76b

MNAIVDLLVLLVLILAGGKRCAGDTTITLGILYNEENSMLETAFKSSVDVAKAKMMDSGVQLDVVSKIVPLYDSFETQHHVCEMLVDGVSGMFGPSAGDTAPIVQSICDYKEIPHIQTRWDINQKRGSCQINLYPHPNTLAEALIDIIVAANWESFTIIYENNDSLMQITNILKSPPTNYPIRIRQLSSGPNYRKELREIKDSGETKILLDCSFSILTDVLLQAQQVGLMGSEHNFIIASLDMHTLDLDPFRYSGTKITGMRLVKPLELEFQNIVSQWTDNLSPLEPDDKIVLPETIQLESALIYDAVQLFTTSIYNLSKEFEISETSTPCNSSLSWKHGFTLINYMKMAKDFKGLTGKIKFDQEGFRTDIELELVDLTQDGLRVTGTWNTKTGINVSATPKPEIVPSGKDSDLRNMSFVVITALTQPYGMLKLSSNTLKGNDRYEGFGIDLIKELSEMSGFNYTFIIQEDSNSGYKDDKTKKWSGMIGEVINGQADLAIADISITRQREHDVDFTSPFMNLGISILYKKSTKSSPSLFSFLAPFSSFVWLWVITAYCGVSVLLFIMARISPYEWTNPYPCIEEPEYLENQFSLSNAFWFTIGSLMQQGSDIAPIAVSTRLVAGIWWFFTLIMVSSYTANLAAFLTVESVSEPFKDVEDLVNNQNIISFGLKKKGSTEEYFKESTNPTYKKLFDILQKNPAWYTANNDEGVEKVLKENYAFFMESTSIEYMVERNCKLAQIGGLLDNKGYGIVMKKNASFRNVLSANILSLQEKGKLTALKNKWWKEKRGGGACQDTDNNEASELSMKNVGGVFIVLCSGVAVAAVLAALEMFWTLWKTTSKEKVSFKSEFKDELKFIAKCRGSTKPARKNQNSSADNSNPTGSNQYMNSDRHYDYES

>RpIr84a

MFLSYAFIVTVCLCHVVGQENENVPLSVVGFFDKENSIEQQMFELAIQKVNIDPKFANVFLKPEIKIIDSTDLYMTGLKVCETMESGIGAVFGPSNLESSNIVQSLCETMEVPRIETSWEDTPVNNFNFYFNPYPEPTLLAKGYTAIVHDMDWKSFTLLYQRPESLKRLQDLIQDYSGKTKPNDKQVAAISIIQLPEGNNFRPILKDIKKSLEGHIVLDCDADLLLTVFKQAKEVNLLDDYHSFIITSLDAHTVDFSSIVQNLRTNITTVRLIDPLSPFVENIVRDLNFVQQRMNLNMEPLKVNKLTVNAILIYDALNVFAKALKSLGMTNKIITEPLQCMNSPFIPWSNGFKLINFMRVIETEGLTGLLRFDNKTGHRSYFTLEMVELVDTGFKKIGLWDPERGMTYTRTSLEMLRDLYAGSKNKTFIVSSKITEPYLMLKEGHNKLEGNDKYEGYAVDLIQMIAEEINITYEFRLRNDGNGKRDKKTNKWNGIIGEVQEMRADLGVCDLTITHERRNAVDFTMPFMNLGISILFSKPEEPQTNLFSFTQPLSFQVWIFTATAYLGLSLVLFFLARITPNEWQNPHPCNPHPEELENSLSLLNCLWFSMGSILCQGSDILPRAFPTRLCAAMWWFFALIMTQSYTANWTAFLTSNRMETTIKNVEDLDKKGGTGTESIKYGCVTEQSTASFFQNSDVNLYQKMWSGMELNGDSVMVSDNKQGVDRVKKERNHYAFFMESSSIEYEVQRNCDLTEVGYWLDNKAYGIAMPFNAPHRTLVNMAVLKLSESGALMDLKNKWWSVTDDKRCKDLKKDTAELDVNEVGGMFVILILGCFIAFLFSILEFLWNIRKVAVEEKLTLWEAFMVELKFVLKCHGTSKPVRHVEDSSSDITTK

>RpNmdar1

MYKIFKVQFSMMKPVFSVFLLFLFFIFDCKSENLEKENTDNNPYEFHIGGVLSSNASEDYFKQTIEHLNFNTPFMKPGNTFYAHSIKMDPNPIKTALNVCKQLIVRRVYAVIVSHPQIGDLSPAAVSYTSGFYHIPVIGISSRDSAFSDKNIHVSFLRTVPPYSHQAEVWVELLKYFNYLKVIFIHSSDTDGRAFVGRFQTTSQNQGEDIEKKVQVEAVIEFEPGLFHFNNQLNEMKNAQARVYLMYASKIDAEIIFRDAANRNMTEAGYVWIVTEQALDANNVPEGTIGLKLVNASNELAHIYDSIYILASAITDMNRTKTITPPPADCDNSGAIWDTGKTLFEYVKKQVYKDGHTGKVAFDNNGDRIYAEYDIVNVKEVANKDAIGKYYFNNELNKMKLRLNESNIIWPGRLKKKPEGFMIPTHLKVLTIEEKPFVYVRPLKKDDGNSCKTDEIMCPLYNTSSKEPIVYCCKGYCIDLLVELSQTINFTYSLSLSPDGQFGNYEIRNNSASGKKEWNGLIGEIVYERADMILAPLTINPERAEFIEFSKPFKYQGITILEKKPSRSSTLVSFLQPFSHTLWVLVMGSVHVVALVLYLLDRFSPFARFKLINADGTEEDALNLSSATWFAWGVLLNSGIGEGTPRSFSARVLGMVWAGFAMIIVASYTANLAAFLVLERPKTKLSGINDARLRSTMENLTCATVKGSAVDMYFRRQVELSNMYRTMEANNYETAEDAIRDVKNDKLMAFIWDSSRLEFEAAQDCQLVTAGELFGRSGYGVGLQKGSPWSEAVTLSILDFHESGFMESLDDKWIFQGRVEQCEDQEKTPNTLGLKNMAGVFILVAVGIVVGMVLIVIEIGYKKHHVRKQNRLQLARNYGQTWRAIVQKRKMMRMQGRTSGVGALSLSVEALPRSVLNIQSPIRSIETLPRTCRNSPSPTRAWSGRQMVHRKSDDIPLRSPIGGPPQLHFHNNLM

>RpIr93a

RKGGLNSPLNCFWYVYGALLQQGGAHLPDADSGRLVVGTWWLFVLVIVTTYSGNLVAYLTFPQMDTMVSNVADLMARKPQGYSWGIPKTSNLHSLLNLLPDDTMVKELIKNAEHHEGLEGLSRPVIERVRSGKHAFIHRRTNLMYIMKNDFLKTNRCDFAIGHEDFAEEKLAMMLAKESPYLSRINREIEKMHKVGLINKWLVDTLPKKDQCWTNTQLEVTNHKVNLDDMQGSFIVLLLGVLSSMVSFVFEYLLDKYINRRQIVITPFIN

>RpNmdar2

MDLNVGLLMPKTSFGVRGYLRAIHDAIQVINKAYKKNRTTNFSKIYDFEEKNVRSQMMSLTPSPTAILDSLCKEFLNMNVSAILYLMNYEKYGRSTASAQYFLQLAGYLGIPVIAWNADNSGLERRASRSSLQLQLAPSLEHQTAAMLSILERYKWHQFSVVTSQIAGHDDFIQAVRERVADMQDKFKFTILNSVLVTKNSDLQQLVASESRVMLLYCTREEALRILQAARNFKITGENYVWVVTQSVMENLQAPQLFPVGMLGVHFDTSSESLVKEITTAIRVFAHGVEDFVNDPDNINETLTTQLSCEGEGESRWVTGEKFYKYLRNVSVEHTEPAKPKVEFTADGVLKSAELKIMNLRPGVGNSLVWEEIGVWKSWEREGLYIKDIVWPGDSHTPPQGVPEKFNLRITFLEEAPYITLAPPDPITGKCSMNRGVICRIAKGKDTEGLDEMEVKRNSSYYQCCSGFCIDLLEKFAEDLGFTYELVRVEDGKWGTLENGKWNGLISDLVNRKTDMVMTSLMINSDRESVVDFSLPFMETGISIAVTKRTGIISPTAFLEPFDTASWMLVGVVAIQAATFSIFAFEWMSPSGFDMKSVSQAPNHRFSLFRTYWLIWAVLFQAAVQVDIPKGITSRFMTNIWAMFAVVFLAIYTANLAAFMITREEYYDFIGIDDYRLSKPHSHKPMFKFGTVPHSHIDSTIHKYFPEMFSYMKSFNRSTVQEGLSSLLTAELDAFIYDGTVLDYLVTQDDDCRLLTVGSWYAKTGYAIAFQRNSKYVQMFNKRLLDFRENGDLERLQRFWMTGTCKPDDHDQNATSDPLALEQFLSAFLLLMGGTLLAALILLLECLYFNFFRKKLAKTDQGGCCALISLSMGKSLTFRGAVYEAQDFLKFRRCKDAVCDSQYQLLRNQLMSTYSKMKQLEKELELRKLKSEKRYQFSPASPLRQRDIVRPSIISTEYTNRYDHEPVRTEIAEMETVL

Table S2. The primers used in this work.

	Genes
	Primers
	Size

	RpOBP1
	F: ATCAACAAAACTCAAATGATCGGTC
	174

	
	R: TGCCCTTGTTAATCACGTTGACTT
	

	RpOBP2
	F: CACTTGTTACAAGAGTGGAACCACG
	166

	
	R: CGTAGCCGTGACATTAGCTCCAG
	

	RpOBP3
	F: TTTACGACGGAACAAATCGATCA
	173

	
	R: CCAGTTTTGTTGTACGAACCATCGT
	

	RpOBP4
	F: TTATCAGGAAAGTGTAGAGCTCCCG
	185

	
	R: AAATCTTCATCAGCGTCCCTTTT
	

	RpOBP5
	F: ACCACAGACGGGGCAAAGAA
	169

	
	R: GCAAACTTTTCAGCTACTTGTGCG
	

	RpOBP6
	F: GGTACGAGAGAACATGGATTTTACG
	214

	
	R: CCATGTGCCATTTCTTTGTATTCTT
	

	RpOBP7
	F: CTGAAGGATAGCGACGCTTACTTG
	247

	
	R: CCAACATCGTCATCTTGTCTTTGAA
	

	RpOBP8
	F: ATCAACAAAACTCAAATGATCGGTC
	174

	
	R: TGCCCTTGTTAATCACGTTGACTT
	

	RpOBP9
	F: GATGATGCAGATGCAGGGGA
	165

	
	R: GGCACACGCCATGTGACATG
	

	RpOBP10
	F: TTAACGGTTTTACTACGTGGATCCA
	179

	
	R: GCAAAAAAAGCAGTCGATAGTTGTT
	

	RpOBP11
	F: TTTACGACGGAACAAATCGATCA
	173

	
	R: CCAGTTTTGTTGTACGAACCATCGT
	

	RpORco1
	F: ACAACTATCGGGCCTATTCATATCC
	174

	
	R: CCAGCTGATCTGAATCGTTGGATT
	

	RpGR1
	F: CAAGTACGTATTGGCGGAAGTCCA
	171

	
	R: CCTCCCAAACATCGTGCATTG
	

	RpGR2
	F: CTAAGGAGTTTCGTTTTCCAGCCA
	161

	
	R: TTTATGCTAACGGTGGCTGGAACT
	

	RpGR4
	F: GTCTAACGAAAACATTTTCCGGCC
	161

	
	R: CAAGCGCGATATTTCCCTTGTT
	

	RpGR5
	F: TCAGCACTGGCGGCTCAGTTTA
	173

	
	R: CTGCCTATTGACAACGCCACAA
	

	RpGR6
	F: CAACACGTGGATAGCAGTGCTGGT
	163

	
	R: CGGTGTCAATTTCTTGCCTTTGTG
	

	RpIr41a
	F: CGTTGCAGCGGTGCTTGAAA
	165

	
	R: CGACCAACGCGATCGTCCTA
	

	RpIr8a
	F: GTGATCAGGAAACCATCCAGAAAG
	162

	
	R: TTTGGGTTTGTTGTTCTGTGCA
	

	RpIr25a
	F: TATTAAACAGTCAATCGGTTAGCGC
	183

	
	R: CACCTTTACCATCTTCATCGTCAAC
	

	RpIr76b
	F: TTCGTTCTTACGTTTTCTATCGCTG
	164

	
	R: TTTAAAGGCCGTCTCTAGCATTGA
	

	RpNmdar1
	F: ATCCATATGAATTTCACATTGGTGG
	172

	
	R: ACGTTGAGAGCGGTTTTGATTG
	

	RpNmdar2
	F: ACAGACGGCCCAAAACGGAG
	150

	
	R: TGCTGAAATTGGTCGTGCGG
	


