
A)  D. melanogaster and A. mellifera Notch orthologues  
  
     1                                                                       200 
D.me MQSQRSRRRSRAPNTWICFWINKMHAVASLPASLPLLLLTLAFANLPNTVRGTDTALVAASCTSVGCQNGGTCVTQLNGKTYCACDSHYVGDYCEHRNPCNS.MRCQNGGTCQV..TFRNGRPGISCKCPLGFDESLCEIAVPNACDHVTCLNGGTCQLKTLEEYTCACANGYTGERCETKNLCASSPCRNGATCTALAG 
A.me ????????????????????????????????????????????????????????????????????????????????????CTSKFVGEYCQHLNPCHTGPRCQNGGSCRVKESIGGGTPSFACSCPVGFTASLCEIPLENACDSSPCLNGATCNLKSLHEYVCTCATGYTGEHCEQQDHCASSPCRNGAECLSLED 
 
     201                                                                    400 
D.me SSSFTCSCPPGFTGDTCSYDIEECQSNPCKYGGTCVNTHGSYQCMCPTGYTGKDCD...TKYKPCSPSPCQNGGICRSNGLSYECKCPKGFEGKNCEQNYDDCLGHLCQNGGTCIDGISDYTCRCPPNFTGRFCQDDVDECAQRDHPVCQNGATCTNTHGSYSCICVNGWAGLDCSNNTDDCKQAACFYGATCIDGVGSF 
A.me ..SYKCTCAPGFTGPNCADDIDECDRNPCRH.GSCKNIHGSLFSNSKQERSTRTKQFFLTKLRECASTN.NLTKICIIFNTVILSLFP.GFRGDHCEENIDDCPGNLCQNGATCIDRINEYSCLCPPSYTGTQCELDVDECSVR.PSLCHNGATCTNSPGSYSCICVNGWTGPDCSVNIDDCAGAACFNGATCIDRVGSF 
 
     401                                                                    600 
D.me YCQCTKGKTGLLCHLDDACTSNPCHADAICDTSPINGSYACSCATGYKGVDCSEDIDECDQ.GSPCEHNGICVNTPGSYRCNCSQGFTGPRCETNINECESHPCQNEGSCLDDPGTFRCVCMPGFTGTQCEIDIDECQSNPCLNDGTCHDKINGFKCSCALGFTGARCQINIDDCQSQPCRNRGICHDSIAGYSCECPPG 
A.me YCQCTYGKTGLLCHLDDACTSNPCHEGAICDTSPVNGSFACSCATGYKGVDCSEDIDECEQGGSPCEHDGICVNTPGSFACNCTQGFTGPRCETNVNECESHPCQNDGSCLDDPGTFRCVCMP.FTGTQCEIDIDECAERPCLNGGVCTDLINSFKCTCANGFAGSHCQINIDDCASSPCKNGGICQDSIAKYTCDCPPG 
 
     601                                                                    800 
D.me YTGTSCEININDCDSNPCHRGKCIDDVNSFKCLCDPGYTGYICQKQINECESNPCQFDGHCQDRVGSYYCQCQAGTSGKNCEVNVNECHSNPCNNGATCIDGINSYKCQCVPGFTGQHCEKNVDECISSPCANNGVCIDQVNGYKCECPRGFYDAHCLSDVDECASNPCVNEGRCEDGINEFICHCPPGYTGKRCELDID 
A.me FTGASCETNINDCQSNPCHSGTCIDGENSFSCNCFPGFTGKLCQTQIDECESNPCQFGGRCEDRINGYQCICRPGTSGTNCEVNVNECYSNPCRNGARCIDGINRYSCECEPGFTGQHCETDINECASNPCANGGRCIDLINGFRCECPRGYYDARCLSDVDECASNPCVNGGTCEDGVNQFICHCLPGYGGKRCEADID 
 
     801                                                                   1000 
D.me ECSSNPCQHGGTCYDKLNAFSCQCMPGYTGQKCETNIDDCVTNPCGNGGTCIDKVNGYKCVCKVPFTGRDCESKMDPCASNRCKNEAKCTPSSNFLDFSCTCKLGYTGRYCDEDIDECSLSSPCRNGASCLNVPGSYRCLCTKGYEGRDCAINTDDCASFPCQNGGTCLDGIGDYSCLCVDGFDGKHCETDINECLSQPC 
A.me ECGSNPCQHGGTCNDHLNGYSCKCLAGYAGTNCETNIDDCANNPCQNGGSCIDLVNDYKCVCELPHTGRNCEDKLDPCSPNKCLHGAKCSPSSNFLDFACTCTVGYTGRLCDEDVDECVMTSPCRNGATCRNTNGSYQCLCAKGYEGRDCIINTDDCASFPCQNGGTCLDGIGDYTCLCVDGFSGKHCEIDVDECLSQPC 
 
     1001                                                                 1200 
D.me QNGATCSQYVNSYTCTCPLGFSGINCQTNDEDCTESSCLNGGSCIDGINGYNCSCLAGYSGANCQYKLNKCDSNPCLNGATCHEQNNEYTCHCPSGFTGKQCSEYVDWCGQSPCENGATCSQMKHQFSCKCSAGWTGKLCDVQTISCQDAADRKGLSLRQLCNNGTCKDYGNSHVCYCSQGYAGSYCQKEIDECQSQPCQ 
A.me QNGAICKEYVNSYTCQCQLGFSGINCQTNDEDCTDSSCMNGGKCIDGINNYTCVCKPGYTGSNCQYRINECDSLPCLNGATCHDHVQYYTCHCPYGYTGARCDQYVDWCADNPCENGATCIQKKNKYQCNCSPGWTGKVCDVEMVSCKDAAIRKGVPEKNLCNNGTCEDIGNSHRCHCLEGYTGSYCQEEVNECDSAPCQ 
 
     1201                                                                 1400 
D.me NGGTCRDLIGAYECQCRQGFQGQNCELNIDDCAPNPCQNGGTCHDRVMNFSCSCPPGTMGIICEINKDDCKPGACHNNGSCIDRVGGFECVCQPGFVGARCEGDINECLSNPCSNAGTLDCVQLVNNYHCNCRPGHMGRHCEHKVDFCAQSPCQNGGNCNIRQSGHHCICNNGFYGKNCELSGQDCDSNPC.RVGNCVVA 
A.me NGATCKDLIGSYQCQCTKGFQGQNCELNVDDCKPNPCQNGGTCHDLISNFSCSCPPGTLGFICELNVDDCTVGACHNNGTCTDKVGGFECKCPPGFVGPKCEGDINECLSNPCASPGTQDCVQLINNYHCNCKPGYMGRHCEVKVNFCDSSPCQNGGVCTAKQAGHTCLCPNDYYGNNCEFAGSYCDREPCLNGGTCRVA 
 
     1401                                                                 1600 
D.me DEGFGYRCECPRGTLGEHCEIDTLDECSPNPCAQG.AACEDLLGDYECLCPSKWKGKRCDIYDANYPGWNGGSGSGN.....DRYAADLEQQRAMCDKRGCTEKQGNGICDSDCNTYACNFDGNDCSLGINPWANCTAN.ECWNKFKNGKCNEECNNAACHYDGHDCERKLKSCDSLFDAYCQKHYGDGFCDYGCNNAEC 
A.me ETEVGYRCYCPLGTTGTHCEIDARDECASNPCQQSNAVCKNLLGDYACDCPPKWTGKNCEIYDPTYRGGIFGTSNSNIQKTMNAYDLDLELERKKCIENRCEEKSGNHHCDEECNRYACNFDGNDCSLGINPWRNCTAPINCWDVFMNDICDEVCNNPQCLFDGRDCEGKLAPCNPIYDAYCRKHYADGFCNYGCDNEEC 
 
     1601                                                                 1800 
D.me SWDGLDCENKTQSPVLAEGAMSVVMLMNVEAFREIQAQFLRNMSHMLRTTVRLKKDALGHDIIINWKDNVRVPEIEDTDFARKNKILYTQQVHQTGIQIYLEIDNRKCT.....ECFTHAVEAAEFLAATAAKHQLRNDFQIHSVRGIKNPGDEDNGEPPANVKYVITGIILVIIALAFFGMVLSTQRKRAHGVTWFPEG 
A.me NWDGLDCDTK..PPSLAEGVISVVVRMDMMTFRSNVVAFLRDIGHELRTTLRVKQDELGNDMIYPWRRE.RDPGLQTSIFGRPTTI.YTNA..QSGVIAYLEIDNRKCTVTQGAVCFPSANEAAEYLAATASKHSLSRNFPIEQVRGVVGPQGPEYPDTPTNYKYVFIGVVIVVLGGMLVGVLVTAQRKRAVGVTWFPEG 
 
     1801                                                                 2000 
D.me F.RAPAAVMSR...RRRDPHGQEMRNLNKQVA...MQSQGVGQPGAHWSDDESDMPLPKRQRSDPVSGVGLGNNGGYASDHTMVSEYEEADQRVWSQAHLDVVDVR....AIMTPPAHQDGGKHDVDARGPCGLTPLMIAAVRGGGLDTGEDIENNEDSTAQVISDLLAQGAELNATMDKTGETSLHLAARFARADAAKR 
A.me FLRTSSGSGQRRRSRRRGPDGQEMRNLNKQPSVNCMDLDVGNGRAQQWSDDESDLPPSKRMR.........AIEPGYASDHTAITDYEETEPRMWTQQHLDAAEIRRPDAGVLTPPSLEHG..QDVDARGPCGMTPLMVAAVRGGGLDTGEE.EDESDGTAAVIADLVAQGADLNATTDKSGETSLHLAARYARADAAKR 
 
     2001                                                                 2200 
D.me LLDAGADANCQDNTGRTPLHAAVAADAMGVFQILLRNRATNLNARMHDGTTPLILAARLAIEGMVEDLITADADINAADNSGKTALHWAAAVNNTEAVNILLMHHANRDAQDDKDETPLFLAAREGSYEACKALLDNFANREITDHMDRLPRDVASERLHHDIVRLLDEHVPRSPQMLSMTPQAMIGSPPPGQQQPQLIT 
A.me LLDAGADANSQDNTGRTPLHSAVAADAMGVFQILLRNRATNLNARMHDGTTPLILAARLATEGMVEDLINADADINAADNSGKTALHWAAAVNNVDAVNILLVHGANRDAQDDKDETPLFLAAREGSFEACKALLDTFANREITDHMDRLPRDVASERLHHDIVRLLDEHVPRSPQMVNVIPNGPLMGSP...NHPQLIT 
 
     2201                                                                 2400 
D.me QPTVISAGNGGNNGNGNASGKQSNQTAKQKAAKKAKLIEGSPDNGLDATGSLRRKASSKKTSAASKKAANLNGLNPGQLTGGVSGVPGVPPTNSAAQAAAAAAAAVAAMSHELEGSPVGVGMGGNLPSPYDTSSMYSNAMAAPLANGNPNTGAKQPPSYEDCIKNAQSMQSLQGNGLDMIKLDNYAYSMGSPFQQELLNG 
A.me HPTVIGSA...........PKQAKSKKRPKAGSTGNPNSPESEGGVVV...VRRKPSVKK..PPAKRGAQ...................PPNQEIPQGAE....................GAEGNLPSPYDSASLYSNAI..PLV..GHTATAKQPPPYEDCIK.GQSMQGLQQLGLDTFTTN...YGL.PNFHDQLLAS 
 
     2401                                                                 2600 
D.me QGLGMNGNGQRNGVGPGVLPGGLCGMGGLSGAGNGNSHEQGLSPPYSNQSPPHSVQSSLALSPHA.YLGSPSPAKSRPSLPTSPTHIQAMRHATQQKQFGGSNLNSLLGGANGGGVVGGGGGGGGGVGQGPQNSPVSLGIISPTGSDMGIMLAPPQSSKNSAIMQTISPQQQQQQQQQQQQQHQQQQQQQQQQQQQQQQQ 
A.me H........QRQ..AQGMV....................NTLSPPYSNQSPPHSVQSNMTLSPQASYMGSPSPAKSRPSLPTSPTHIAAMRQATHQKH........................................GGMPPVGFDFENL...PYSSSQQQQQQQQQQQQQQQQQQMQQTQQQIQQQQQQQQQQQQQQQ 
 
     2601                                                       2737 
D.me LGGLEFGSAGLDLNGFCGSPDSFHSGQMNPPSIQSSMSGSSPSTNMLSPSSQHNQQAFYQYLTPSSQHSGGH.TPQHLVQTLDSYPTPSPESPGHWSSSSPRSNSDWSEGVQSPAANNLYISG.GHQANKGSEAIYI      sim/id 
A.me .......................QSTQQQQQAQQ..............QQAQQQTQQYYQYLTPPSHHSGPDVTPQHLMQAPESFPTPSPDSPGHWSSSSPHSNSDWSECMASPNA...YGAGAAHQSNKGSEAIYI      77/72 
 

 
 
 



B)  D. melanogaster and A. mellifera Su(H) orthologues  
 
     1                                                                       200 
A.me MP..HQFGLPT................................MAH.GMQSPPSPTS.....VMSVYPR.....................FGSGVYRPDHQDQRLTREAMERYLRDRSDMVIVILHAKVAQKSYGNEKRFFCPPPCIYLFGDGWRMRQEQMLREGESEQSAQLCAFIGIGNSDQDMQQLDLNNGKQYCAA 
D.me MKSYSQFNLNAAAPPAIAYETTVVNPNGSPLDPHQQQQQQSQDMPHFGLPGPQPPSSQQQQQQLQVHHQQQQQQQQQQQQQQHQQQMQMSLLPGPYRPHIEEKKLTRDAMEKYMRERNDMVIVILHAKVAQKSYGNEKRFFCPPPCIYLFGSGWRRRYEEMLQQGEGEQGAQLCAFIGIGSSDQDMQQLDL.NGKQYCAA 
 
     201                                                                    400 
A.me KTLYISDSDKRKHFMLSVKMFYGSGHDIGVFHSKRIKVISKPSKKKQSLKNADLCIASGTKVALFNRLRSQTVSTRYLHVENGNFHASSTQWGAFTIHLLDDNESESEEFQVRDGYVHYGSTVKLVCSVTGMALPRLVIRKVDKQMASLEADDPVSQLHKCAFYMKDTDHMYLCLSQERIIQFQATPCPKEANKEMINDG 
D.m  KTLFISDSDKRKHFMLSVKMFYGNGHDIGVFNSKRIKVISKPSKKKQSLKNADLCIASGTNVALFNRLRSQTVSTRYLHVENGHFHASSTQWGAFTIHLLDDNESESEEFQVRDGYIHYGATVKLVCSVTGMALPRLIIRKVDKQMALLEADDPVSQLHKCAFYMKDTDRMYLCLSQEKIIQFQATPCPKEPNKEMINDG 
 
     401                                                                     597 
A.me ACWTIISTDKAEYQFFEGMGPVRSPVTPVPLVHSLHLNGGGDVAMLELTGDNFTPNLQVWFGDVEAETMYRCQESMLCVVPDISQFRGEWLWVRQPTQVPVSLVRNDGIIYATGLTFTYTPEPGPRPHC.PPADEIMRAPRAMHNQASMP.............................PAIADVPWNTHQPPQSGL 
D.me ACWTIISTDKAEYQFYEGMGPVASPVTPVPIVNSLNLNGGGDVAMLELSGDNFTPHLQVWFGDVEAETMYRCTETLLCVVPEISQFRGEWLWVRQPTQVPISLVRNDGIIYATGLTFTYTPEPGPRPHCNTQAEDVMRARQNNNNNNITSISNNNNSNNAGSPAAGGGLQQQQQQHQALPSISEVQWNSHGSGLS~~ 
 
         Sim/id 
         93/88 

 
 
C)  D. melanogaster and A. mellifera Groucho orthologues  
 
   1                                                                       200 
D.me MYPSPVRHPAAGGPP..PQGPIKFTIADTLERIKEEFNFLQAQYHSIKLECEKLSNEKTEMQRHYVMYYEMSYGLNVEMHKQTEIAKRLNTLINQLLPFLQADHQQQVLQAVERAKQVTMQELNLIIG...........QQIHAQQVPGGPPQPMGALNPFGALG....ATMGLPHGPQGLLNKPP.EHHRPDIKPTGLE 
A.me MVIIGMITGMGGGGSGGAAGGLKFTVADTCERIKEEFNFIQQQNHSLKIECEKLASEKTEMQRHYVMYYEMSYGLNVEMHKQTEIAKRLNAIIVQLLPFLAQEHQQQVANAVERAKQVTMSELNAIIGQQQQQGLQQLLQQIHAQQLPHGA..VVGGLPPAGLLGFAGAAAAAAAAGAQALLKPSDLQQHRAAAETPEDR 
 
     201                                                                    400 
D.me GPAA.AEERLRNSVSPADREKYRTRSPLDIENDSKRRKDEKL.QEDEGEKSDQDLVVDVANEMESHSPRPNGEHVSMEVRDRESL.......NGERLEKPSSSGIKQERPPSRSGSSSSRSTPSLKTKDMEKPGTPGAKARTP...TPNAAAPAPGVNPKQMMP...QGPPPAGYPGAPYQRPADPYQRPP..SDPAYGR 
A.me KPIALTDERLRRSVSPS..EKFRSRTP.DLESDPKRRKEEKLGHDSDGEKSDQDLVVDVANE.EASSPHANGEHS..DPRENGTLEKLGAPGHVGPISGAGSTSVK.DRPPSRSGSSSARSTPSLKSKDIDKPGTPVAAARGSRSCTPTMGGIPGPLASRVYHPPSSQQTPPQGYQGLP.SRGNEPPQSPSPYSNLPYAR 
 
     401                                                                    600 
D.me PPPMPYDPHAHVRTNGIPHPSALTGGKPAYSFHMNGEGSLQPVPFPPDALVGVGIPRHARQINTLSHGEVVCAVTISNPTKYVYTGGKGCVKVWDISQ..PGNKNPVSQLDCLQRDNYIRSVKLLPDGRTLIVGGEASNLSIWDLASPTPRIKAELTSAAPACYALAISPDSKVCFSCCSDGNIAVWDLHNEILVRQFQG 
A.me TSMLGFDGHVRTILPSANGISNIPGGKPAYSFHMNGEGQLQPVPFPTDALIGPGIPRHARQINSLTHGEVVCAVTISNPTKYVYTGGKGCVKVWDIGHGGGGSIKHVSQLDCLQRDNYIRSVKLLPDCRTLIVGGEASQLIIWDLASPTPRIKTELTSAAPACYALAISPDSKVCFSCCSDGNIAVWDLQNETLIRQFQG 
 
 
     601                                                            756 
D.me HTDGASCIDISPDGSRLWTGGLDNTVRSWDLREGRQLQQHDFSSQIFSLGYCPTGDWLAVGMENSHVEVLHASKPDKYQLHLHESCVLSLRFAACGKWFVSTGKDNLLNAWRTPYGASIFQSKETSSVLSCDISTDDKYIVTGSGDKKATVYEVIY      sim/id 
A.me HTDGASCIDISADGSKLWTGGLDNTVRSWDLREGRQLKQHDFTSQIFSLGYCPTGEWLAVGMENSNVEVLHATKSDKYQLHLHESCVLSLRFASCGKWFVSTGKDNLLNAWRTPYGASIFQSKESSSVLSCDISADDKYIVTGSGDKKATVYEVIY      86/82 
 
 
 
 

D)  D. melanogaster and A. mellifera CtBP orthologues  
 
     1                                                                       200 
D.me MDKNLMMPKRSRID.VKGNFANGPLQARPLVALLDGRDCSIEMPILKDVATVAFCDAQSTSEIHEKVLNEAVGALMWHTIILTKEDLEKFKALRIIVRIGSGTDNIDVKAAGELGIAVCNVPGYGVEEVADTTMCLILNLYRRTYWLANMVREGKKFTGPEQVREAAHGCARIRGDTLGLVGLGRIGSAVALRAKAFGFN 
A.me MDKRKMMPKRPRMDNLRGPIANGPIQTRPLVALLDGRDCSIEMPILKDVATVAFCDAQSTSEIHEKVLNEAVGALMWHTIILTKEDLEKFKTLRIIVRIGSGVDNIDVKAAGELGIAVCNVPGYGVEEVADTTLCLILNLYRRTYWLANMVREGKKFTGPEQVREAATGCARIRGDTLGIVGLGRIGSAVALRAKAFGFT 
 
     201                                                                         387 
D.me VIFYDPYLPDGIDKSLGLTRVYTLQDLLFQSDCVSLHCTLNEHNHHLINEFTIKQMRPGAFLVNTARGGLVDDETLALALKQGRIRAAALDVHENEPYNVFQGALKDAPNLICTPHAAFFSDASATELREMAATEIRRAIVGNIPDVLRNCVNKEYFMRTPPAAAAGGVAAAVYPEGKLQMISNQEK 
A.me VIFYDPYLPDGIEKSLGLNRVYTLQDLLFQSDCVSLHCTLNEHNHHLINEFTIKQMRPGAFLVNTARGGLVDDDALAAALKQGRIRAAALDVHENEPYNVFQGPLKDAPNLLCTPHAAFYSDASCTELREMAASEIRRAIVGRIPDCLRNCVNKEYFL.............SFLRPGKLRPYV...K 
 
     350                                                                  472 
D.me CVNKEYFM....................................................................RTPPAAAAGGVAAAVY..PEGKL.....QMISNQE......... .K    sim/id 
A.me CVNKEYFLSSTGSYPEGINGGYYSGGLPVQQAHSTTPHDSAPPPPGGHSVVGGGGGGGGGGPNSSAGGAGAGGPTGPTGPTVGGGGAGGPTSAPPTGGLTGIPHSIVSEPDPRPSPPAPS PR    94/92 
 
                    
                       

 
   



E)  D. melanogaster and A. mellifera Mastermind orthologues  
  
     1                                                                      200 
D.me MDAGGLPVFQSASQAAAVAQQQQQQQQQQQQHLNLQLHQQHLGLHLQQQQQLQLQQQQHNAQAQQQQIQVQQQQQQQQQQQQQQHSPYNANLGATGGIAGITGGNGAGGPTNPGAVPTAPGDTMPTKRMPVVDRLRRRMENYRRRQTDCVPRYEQAFNTVCEQQNQETTVLQKRFLESKNKRAAKKTDKKLPDPSQQHQQ 
A.me MEAGGLLPRQPPQGPPGTAPGPISVCVGQAPNTNTNNNNVN...NLQNSVLAQSAGIHDLNAAGQLNITSQQLQLQQQ.............MGQAPGM......................GEVLTPKRQAVVDRLRRRIESYRRRQTDCIPRFDQSFNGLCEQNIQDTLVLKQRFLESKAKRQAKKTDKKQSEPVGLSSL 
 
     201                                                                    400 
D.me QQHQQQQQHQQHQQHQQAQTMLAGQLQSSVHVQQKFLKRPAEDVD.....NGPDSF.EPPHKL...PNNNNNSNSNNNNGNANANNGGNGSNTGNNTNNNGNSTNNNGGSNNNGS..ENLTKFSVEIVQQLEFTTSAANSQPQQISTNVTVKALTNTSVK...........................SEPGVGGGGGGGG 
A.me TKKTKSKEPEKKKNPFHKARGKQRSFSVFSFQQQKFVKRTAEELEPAGGGSGDGGFGEPPVKLQCTQAQHQHQQGPGAGGGGGPGHHGHGQHPAGNGASATGPAHGAGGGGGGGAGNEGLTKFSVEIVQQLEFTTSAANSQPHQICRKETVKALTNASAKRKKINASSSPKSGPDTGPAPPGPRPGGGPPGNPGAGTGPG 
 
     401                                                                    600 
D.me GGGSGNNNNNGGGGGGGNGNNNNNGGDHHQQQHQQQQQQQGGGLGGLGNNGRGGGPGGMATGPGGVAGGLGGMGMPPNMMSAQQKSALGNLANLVECKREPDHDFPDL....GSLDKDGG..GGQFPGFPDLLGDDNSEN...NDTFKDLINNLQDFNPSFLDGFDEKPLLDIKTEDGIKVEPPNAQDLINSLNVKSEGG 
A.me PGAAGGGPAAPGGIGC........................................................................VDIGNLVECKQEPDNEFVDLEQCAAALEKDAAANGAGFPGFSDFMGDDTGDEIITSDAFKDLISEISDLHPEFMKDFD........FEEKIPVEALAASNAAAAAAAAAAAA 
 
     601                                                                    800 
D.me LGHGFGGFGLGLDNPGMKMRGGNPGNQGGFPNGPNGGTGGAPNAGGNGGNSGNLMSEHPLAAQTLKQMAEQHQHKNAMGGMGGFPRPPHGMNPQQQQQQQQQQQQQQAQQQHGQMM.GQGQPGRYNDYGG.GFPNDFGLGPNGPQQQQQAQQQQPQQQHLP.PQFHQQKGPGPGA..GMNVQQNFLDIKQELFYSSQNDF 
A.me VAN..............................TNGSNGGGGANNGLGTNNGQIKIEDDKDGGLHQQQQQQQAQQQQQQAHGSVNNGNGVVNNGQTGATNNGTGSVAANSSPGALASAQYSPARLP.YSGLDFKSE..MSPAAQTLKQMAEQHQHKSQQLGLGGFNPGAAAAAAAARGPAARSPYAEFPQ...FGGTSDY 
 
     801                                                                   1000 
D.me DLKRLQQQQAMQQQQQQQHHQQQQQQQQPKMGGVPNFNKQQQQQQVPQQQLQQQQQQQQ QQQQQQQQYSPFSNQNPNAAANFLNCPPRGGPNGNQQPGNLAQQQQQPGAGPQQQQQRGNAANGQQNNPNAGPGGNTPNAPQQQQQQSTTTTLQMKQTQQLHISQQGGGAHGIQVSAGQHLHLSGDMKSNVSVAAQQGVF 
A.me .LGS..PGSGAGPGAGAQGQGAAGAGSYHKNNGAAGFQGQQAGDMFVGSQTQFAAGLADMKRAQ......PSSGGKPSMLGPSAGYKQQYSPYGS..PGSMPNH....GSPGYPLPPRGSQAGGP..NQTGSQGSFTSSTPPRPPSGPGTSTLQINQAQQLHINNPG...HQIQVSAGQHMQLTGDLKPGVSVAAQQGMY 
 
     1001                                                                 1200 
D.me FSQQQAQQQQQQQQPGGTNGPNPQQQQQQPHGGNAGGGVGVGVGVGVGNGGPNPGQQQQQPNQNMSNANVPSDGF.SLSQSQSMNFNQQQQQQAAAQQQQVQPNMRQRQTQAQAAAAAAAAAAQAQAAANASGPNVPLMQQPQVGVGVGVGVGVGVGVGNGGVVGGPGSGGPNNGAMNQMGGPMGGMPGMQMGGPMNPMQ 
A.me FSQQQTQNQSAGQ..........................................................TDTYCSVSQSQTINFTQQ..............SLRQRAAAAAA......................................................................GGVP............ 
 
     1201                                                                 1400 
D.me MNPNAAGPTAQQMMMGSGAGGPGQVPGPGQGPNPNQAKFLQQQQMMRAQAMQQQQQHMSGA....RPPPPEYNATKAQLMQAQMMQQTVGGGGVGVGGVGVGVGVGGVGGANGGRFPNSAAQAAAMRRMTQQPIPPSGPMMRPQHAMYMQQHGGAGGGPRTGMGVPYGGGAGG......PMGGPQ.QQQRPPNVQV.TPD 
A.me .QPAGAAPARSH.........PQQVQ.PNQVDQHQHAKILQQQQLMRAQQVMQQQQHMAGGMGGVRPPPPEYKAAQAQMMHA........................GIGMAQQARFPNT....GPMRRVTQQPMPPSGPMMRPQMAQ.QQQQALHAAGGNMYMGGGSMAAIGGMHQMHQRLGYPRTNNQRPPNVSVGPPD 
 
     1401                                                                 1600 
D.me GM.....PMGSQQEWRHMMMTQQQTQMGFGGPGPGGPMRQGPGGFNGGNFMPNGAPNGAAGSGPNAGGMMSGPNVPQMQLTPAQMQ.QQLMRQQQQQQQQQQQHMGPGAANNMQMQQLLQQQQSGGGGNMMASQMQMTSMHMTQTQQQITMQQQQQFVQSTTTTTHQQQQMMQMGPGGGGGGGGPGSANNNNGGGGGGAA 
A.me GLGNSIAGRGAQQEWRHVLMQQQ....GF.....QAQMR........SQFNQQG.HQGGFGMGGTGG..........MQMNAAQMQHQQLIRSQSGGIA......GSGMGNSTQMQQLLSQQH............QQQTLAMQQSNNQMSLQMQM.............SQSSSVNSVSSTGTGSPLHPHQQYGAGSPGVR 
 
     1601                                                    1668 
D.me GGGNSASTIASASSISQTINSVVANSNDFGLEFLDNLPVD..SNFSTQDL INSLDN.DNFNLQDFNMP       sim/id 
A.me SLPQQQQQHAQPPVTTTTDPSVTA..ADFSLEFLENLPAGDTSNFSAQEL LNSLDSTGGFNL...DIL       77/72 
 
 

 
F)  D. melanogaster and A. mellifera Vestigial orthologues  
 
     1                                                                       200 
D.me MAVSCPEVMYGAYYPYLYGRAGTSRSFYQYERFNQDLYSSSGVNLAASSSASGSSHSPCSPILPPSVSANAAAAVAAAAHNSAAAAVAVAANQASSSGGIGGGGLGGLGGLGGGPASGLLGSNVVPGSSSVGSVGLGMSPVLSGAAGHSLHSSHRTHAHSLAHAHTHPHSHTH.THTHQTKEEDL..IVPRSEAE..ARL  
A.me M..SCSEVMY.QYYPYLYQR.....................................P..P..PP.................................................P..........P.............P.............HPTHPHT..APHTHPHTNPHAAHDSPTRSASFQSFSAATATHQYDRL 
 
     201                          400 
D.me VGSQQHQHHNESSCSSGPDSPRHAHSHSHPLHGGGGATGGPSSAGGTGSGGGDGGGTGAIP.KNL...PALETPMGSGGGGLAGSGQGQ..AQYLSASCVVFTNYSGDTASQVDEHFSRALNYNNKDSKESSSPMSNRNFPPSFWNSNYVHPIPAPTHHQVSDLYGTATDTGYATDPWVPHAAHYGSYAHAAHAHAAHAH 
A.me ...NVHQRPLGQICPTGGSVP.QGQ.QSSA..GSVGSAPSPASPRPTPQPRPPVASTASQPSRTLDDDRSTDA.VGTGTAA.EDSDDGESIAQYVSTNCVVFTHYRGDAASEVEEHFQRALA.HDK.PKENISPMFMRNFPPSFWKSQ..HP.........GEVY......ECPTDPW..H.PHYPQYHHRA......VH 
 
     401                                                          482 
D.me AY.HHNMA...QYGSLLRLPQQYASHGSR.L.HHDQQTAH.ALEYSSYPTMAGLEAQVAQVQESS.KDLYW.....F~~~ ~~          sim/id 
A.me EYHHHNMATVTSYGGLL.LG......GARGLGHHAAHHAHSAASYKDWPSATPSQSFVDASSAPSYPHGYYAPLSGFTCN IT          61/57 
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Figure S3 

Conservation of Notch pathway components in honeybee.  

Single orthologues of Notch, Su(H), Gro, CtBP, Mam and Vg were identified in the honeybee 

genome. A.m. Protein sequences were deduced from genomic sequence and aligned with the 

respective D. melanogaster protein sequences. Blue, identical amino acids; red, highly similar 

amino acids; yellow, similar amino acids; dots represent gaps. Sequences similarities and 

identities are given in percent with respect to D. melanogaster. Gap in A.m.N is depicted by 

question marks.  

Similarity and identity scores were calculated using BESTFIT (gap weight 1, length weight 1, 

maximum penalty length 30). Multi-alignments were done with PRRN with gap extension 

penalty 1 and the gap open penalty 9, apart for the Vestigial comparison, where gap open 

penalty 4 was applied.   

 

 




