S2 Table: Sequences of analyzed SAC components
Phallusia mammillata:

Mad1:

phmamm.CG.MTP2014.S241.g05985
MKVSVDNTDLSNTFFFMFLVLACGFEHDVNSRQLRNTNLSGTSNTIKENTSKASDVMMRV
KMKQIEAAHASSERAHVKANIELESKFEQLTAQNKVLKDKADSLOGKVNSLTTKLLDMQD
EVKQMRKDKEAEISKWENSYLHLETLKQEADSRLSEEMMMVTSQNQQLSEHNLMLQSQNN
ILNLKCEEHYTHMDQYKRSLEASQTVLKDYQETKSKLARSEQQVNRLKQELATLODTKTL
AKTLKEEMNRLRHIEVEFKKIHEENYLLROQNNDNFALLQEKLHSVESKLARAELQCANVP
SLEVENNMLTQRIEQLONMSVTKNEHSSLQIELSSLSQKLSTAQEENLNLKAELSTLRNH
NIELNSSIKAIDQKLTEKSEICASLNAQLLRLRKRAGLLAKERDSIREILQSYDAELTMT
SHTTQLNKRIENEAASNKRLYHRIEELEDENKKLAEEAMKNRLGIKTLESQKELKETPDS
PMVSQTMNEENSVLREKIQKYEAERPTLIEKIEQLEAWIEQGKIKGDYNPENTKVIHFAM
NPADLAHQKSKQDVANLKEECIRLRQKLREAADGHEVSVAEVESLKLAQEEASRAELRNQ
RLKEVFTKKIQEFRQACYSLTGYRIDTLNDSQFRLVSIKAAETELCTDERERRNEVIGDG
ILNYSDGIGEFALASPKQYSNVFKCYFSESFQSTNPGIAASSKGCKF

Mad?2:

phmamm.CG.MTP2014.S64.9g02288
MAAAKQLNKITLKGSAAIVSEFFFYGINNILYQRGVYPPEMFKQEKKYGLTILVSTDETL
LTYLNDNVLPQLOQEWLEKGAVKRLVVVIRESETNETLERWQFETIQCESDKSENGKPATKS
KETINSEIRAVIRQVTATVTFLPLLECPCSFDLLFYTDKNLEVSEKWEDSSPCLIPNSEE
VKLRSFSTSVHKVDGAVSYKFSM

Bub1:

phmamm.CG.MTP2014.S849.g12351
MPLTNTGASVLTDSVYGGDNEVSEINGMFOMPLTNTGASVLTDSVYGGDNEVSMMPLAEP
VDKPAFEIFCDDETDEQOMPLKFNIFKDDDKSEDSENIPTPGYVSPPKRHNLSGILQPAV
GFELADPDEDSQEEEDDNIVGVEPLLTVEPAPTFLDDVTIAAGONLPGETNLPLNQLOQODT
PCTSSNNLTNSYQANRSAMSTTNKFDDSIQINFGNRNKISAESTTYWQGSAIHDVTKQDV
IEKTVNPPQEVTSEANCTEIGNQQOGVKKLSPILEASYEYEKSVQOSRSRLTSSETDGQAS
VAITTTGKSFIHPPTINRKPLGELSAITYDPMKTSTAPTMYDMEPEFSSFMPHQGISKLQ
LHNDNDETTTSYSPMCLPVLNNTSIHPIELNPDAIMEDELCDOMSTSLOIAPPPDHSVFED
VTTFLSETNNLTVSGRLTIVEDPWDEELLNRLLPPQFAKNLHVIHGKTPVARKGSTLNLG
DTTYHLADMLGRGGFAKVYKATVEGKSNTIAAVKIQSPPHIWESYIVSEAKRRCNSDSFR
SSLLOIHATSVFPEASFIVSEFLSGGTLLEFVRDCAVHSRVIDDIDITFKVMKIVNSLHE
AGITIHGDIKPDNFMVVSERDPCKGRLGPLAPVLKLIDFGRAIDMKAFPAGTAFKKNCGTS
GFVCSQMMDKLPWNYHIFKLDSFQQOTDFHGLAGTIHVVLYNCYMTIIKQONSGEWSITKSF
PRGNRHLWSSFFKSLLNVSTPKDELPFVDSPLPNLLQLFGEAAT

Bub3:

phmamm.CG.MTP2014.S36.g01423
MSNEFKLNECPKDGISSVKFSPSTAQFLLASSWDVSVRLYDITENTCRFRYDHKAPVLDC
CFSDSVHAWSGALDGSLLMYDFNMGRESLAGMHNAAIRCVEYCSETNVIATGGWDETVKL
WDPRNKSSIGSYSQPGKVYTMSVCGHRLIVGTSGKSVVVWDLRNMGYVEQRRESSLKYQT
RCIRSFPNKQGFVLSSIEGRVAVEYLDPSAEEQKKKYAFKCHRIKEDGIERIFSVHTIAF
HNRYNTFATGGADGFVNMWDGFNKKRLCQFHRFPAPVSSVAFSDDGSVLAVAASPLYSSD
LEPNRDVEDATIFIRHVTDAETKPK

Mps1:



phmamm.CG.MTP2014.5420.g08523
MFKENECVAESDKENTNTLNVTGKVTSNLKEVGDDPEKWNQILQODCLKLDNTLHKKRMLK
QFFLOAKKNIDPAVHRRSETYARILAQEALFISLSSRODAGVAFRFATDTCRPVPFIHVA
FAQYEVDSGRLEKAKKILELGKMVLPDSKEISDAIKRLKSNETNLGLKNDPMFNSSVLRD
NTNSMSTPKVAKYDFGDSIMKIFPTSKHSLTDTCIKSPIRPAHIKRELEALDFPESPRSS
VTKPSFFGITTPSPPRLSFSVTKSLANRHALQTKOQEHLTTSVQKPMMTSKTNGQORSGPVN
KPRRIPCALQPENDQKHKSEYPMVFPLASEVGATPTDNRIEKVFPTQPVSQVSASPTRPT
FPPPIRQPOPNLAAHAIKTDEIASWMNNVQVLRIHHKSYIVLKMIGEGGSSKVFEVFDVA
AKQIKAVKHVSLKNCDAAVKKGFLDEVKFLEQLRNNPNIVHLYTYELTGDDLYLVMECGS
TDLSKSLKRNNGRLEPYEVWYFWKKMLAALNTVHQHGIIHLDLKPANFLIVKGTLKLIDF
GIANSIQSDVTSVFKDTMVGTLNYMAPEAIVDMSSGGDGNDLKFKISPRADVWSLGCILY
LMMYGRTPFOQHINHQIRKLSAITNPNTRIEFPQYGDKRLVQIVQSCLMRDAKRRPTVEQL
IKHS

Ciona intestinalis:

Mad1: XP_002126990.1 (Gene model: KH2012:KH.C9.233)
MEQRFALGMTPDNTKVMRIMGEFHDFMSAAKENSMOOSSHISAIPFSLPSDDDHKQSTALQV
SNVLSKVKLKQLESNHSSSEKLLIQRTVNLESKIKELEMEKQILHERCSKYQVQVTDLTQQS
IDLSDKVKDLEQTKHEEILKWEESAMEIQRLKOQONEQKFAMQTOMLNERINDLMSQKLTMEK
EEQLFEINQAELCSQVEQYKSQAQAAYQLOAKYDEKTNQVLOAEHTIHELKMRLENVQEAEN
MAHILKQODMNRLRQLEIDVSHLSRENSNLKLNQENCALLKEQLIAANTKLORLEEKCNEIPK
IVAENEALKEKLNKTONATTANVDDNVSLLONHSSFNAKLEKEIETLKEQLATSKSRSLEDR
KNAAEYETIKFTEQTEAISSLKAQLIRLKKRASLFAYERDSIRSLLOTYDAELTMTSHTTQLN
KRLDNMTSVNKKLHDRIVELELESQRHVEDTLRHKLOVKOMQOLGGSLSSGOKQEEMSISSVL
EEKSNEVLALKEKITSFETERTNLMEKIANLEAWIEQRNLNGDYNPDKTKVLHFTMNPADLA
HOQOSKRDITELKEQNAKLQLKLROQLEEGHEVSMSEIEFSKEAKTKLNAAELKNQRLKEVFSK
KIQEFRQVCYSLMGFQVVCSSDGKFKLLSMYADSETDCLEFEVKSSGEIELLETEYTKTLTD
LISLHLHHONSIPMFLSALTVNLFGQQTMMAD

Mad2: XP_002131760.1 (Gene model: KH2012:KH.C14.279
MASNKQLNKITLKGSAAIVSEFFFYGINNILYQRGVYPPEMFKOQEKKYGLTILTTTDPNLLT
YLNENVLPOQLTEWIEQGVVKRLVVVIRECETNETLERWOFEIECQSDGKENSNPKSKDISVI
NSEIRAVIRQITATVTFLPLLEVPCSFDLLFYTNHDLVAPEHWEDSSACLINNSEVVKLRSF
STSVHKVDGAVSYKFSM

Bub1: XP_026692557.1 (Gene model: KH2012:KH.C11.241)

MSNEITWEVCKENVOPLRHGRNVSYLNASLQOTSDEISHSLMKOQKKMLEEEILTDGNLHDPID
PWDRYFKWSQQOHFPEGKEDLKNFLQOKYIVKFONSDRYRNDPRYVNAWLTMSQIHDDAPTTFA
YMKSKSIGINCASFYIMWAEELEKSGNIKKAHSIYELGEENDAEPTELLSKMRNAFQLRAAR
SISTKLNENEDDKNKSELDSRROROALGSLDGRGKHKVLGTTRIGNTTAGVVRSQPRTSFKE
NRSSTKFKIFSEDENNEQHCVGNFASMPNNQINSKENTTAPSVWKGAEVQLNRNKTTTAISS
SNKPFTICQODVDVPSQEQATPLASRKLSKSVEVILTERKWKKHEESDFHRAIREQHGDADHN
VVRMYPVEKVYSAVGEFQPEEILAACWLKKQREEEEQKRLOROLEEQRKQIVESERREIEAQ
RAYDDKVNQLKHREQQLRNLLQLFKDKEMQIEDKVEMVKEEQEMTIALHKVCSQLQHMQOQOKN
NIVEVATSSQAIQGGKSLLEDEVMECKPSSPTVCTKEAMGEIFGMFOQKPLNTDVNVTKHEPS
MMQOSQFSIYCDAEMKDKTPVKFDIYEDASDNSENIPTPEYKQAPKREGLSGILOPAVGFKL
EEDDFDDDGKDEDERLFDDVYPLCDDNQSLYLDDRTVARAPMEKTTKNTEFPESSFLNTLSH
NPPSLOSTMHVTNEIGDDFNNPHFSAESTTRWGGGATTATTTEEGVVKLSPILEATNEYEKS
MSTKYQSGLVSLIPSMHRTNVSTAATEKFKFGAIGLEDDITIPEQSRLVDSDVIDESQAIDY



DFKDLCDELMSTSLCKTTIDLMPDGIGDLSKPSLGLNIIPDPWNDQLLOGLIPSTLEGVIVA
SESKVFRKGSDVRIGNETYHLVKEIGKGAFAKAYKATMVSGDEVAVKVQSPAYKWEIHMLOQE
VRRRLEAKGHDVCKDYMTIMTAAVFONSSCVVTQYLPSGTLLDFLNTNKNNTVDRENIALQI
FHLVHSLHAIGVIHGDVKPDNILIANVSNRGPAPTLRLIDFGRAIDLSSLPPNTAFTDNCGT
SGFVCSOMKTNQPWNYHIDFNGVAGTLHVLLHSAYMKTMLNNKQEWVTTKKLPRWCDEKWSS
AFHDLLNFPTPTNDWCPSLODSPLPHLIQLFDA

Bub3: XP_002129118.1 (Gene model: KH2012:KH.C5.394)
MANEFKLNNCPTDGISSVKFSPSTSQFLLASSWDMSVRLYDVTENSQRFKYEHKSPVLDCCF
SDSVHSWSGGLDGSVMMYDLNTGRETVVGRHNNSIRCVEYCSDTNVVVTGSWDQTIKLWDPR
SHNNIGSYSQPGKVFTMSVCGDHIIVGTCGKSVVVWDLRNMGYVEQRRESSLKYQTRCIKSF
PNKOGYVLSSIEGRVAVEYLDPSVEVOKKKYAFKCHRIKENGIEHIYSVHATIAFHQOQRYSTFA
TGGADGYVNMWDGFNKKRLCOQFHLFPAAVSSLAFSNDGSMLAVASSPLYGAELSPSSNGEDA
IYIRHVTDAETKPKTSSGLA

Mps1: XP_002124942.1 (Gene model: KH2012:KH.L149.3)
MASQFTTEGLGDNPDKWFSMLQOSCLNLONGEEKNNLLKQIFVTANRSLTAEKHKTSEIYAKT
LAEEAAFVGSTNVNKGRNMFKHAVYVCRTIPITHLTYAQFEVRNGHFDKALHILEFGKMVTG
CKLLFEQAISKLENGYVKFNSTLSMDLNQATPLKNITNTECNEKVTECQKRSYTDTALKTPP
SYRFRALDTKYYDIKTPSPPMLKMSPTNTFPNRFTFNMPTSISKSSVTNFTPTPASATKTTG
LTKGPORVLRSLKSSLENADNDKEHDIGTHQTPYSLKHHPLVSNVEPQIPDSPKPPVIIDPS
PINPPTPIIPLKKEIFPYPSKOQTPQOQPKLTPNPPKNLGTLNPEIRQNPSKSTPMKTDTSNLNH
NSMPPPKKFPPORVPCSKPAEPONGLHTWFNPNSAICVNNKHYLVIRELGEGGSSKVLQVFC
AETKAILALKKVSLKDCDESTKNEFTNEIEFLLKLRNNPHIVHLYDFELTPDFIHLVMECGS
TDLAKLLHSHKTONSRLEVYEIIYFWKKMLLAVQTIHKHGVIHRDLKPANFLLVKGNLKLID
FGISNAINADATSVIKETQCGTLNYMAPEAILDMSGGYNPDSPKFKISPMADVWSLGCILYS
MLYGCTPFQHIKHQLLKLNAITNDQHRIEFPPFKDENFVKIVQKCLKRNPKHRPTVDQLLQF
S

Branchiostoma lanceolatum:

Mad1:

>1cl|BL00512_evm0
MMGDFNSYLAEGRRQKSNSSLLFDMGDTTAGKGDLTMQLDTTRDDSTVQWDRPETAKRNRVR
RLEQTQAIEKEGELLWTRSKVAKLETAITQLTTEKKRDKIEFEKGQETFRMQYERDLEQVND
LRHKLEFLVKEEKQAKEELAEERKKLTTIKTOMEKRIMVLOREKLCVQAELDELREASRSQTI
SNLRNQVKRLEAELEMSDSELAEAQOQOVOHHOGOAQARLEQVOOLOEDRIRAVTAEHKVKEL
ELOQLNQVOQESAAMAKLMSTRLSRYEQLEKENKKLLEQNKFYRETSENNQLLKEKLLSLETKY
GRAEHSNLELIKEVEDLRGRLKOQWEGIDPSGGQIPRSPAEIAKWIAELQRKEVLLTEKTGQL
TSSARDSEAGQKAATGRLREVESQLFAATEKTNQQADLIKKLORRLLLVTKDRDSIRNILVS
YESEVTRASSDDAMLOQRLODSEEAAQRYQRHMASLEEEMOQRVNAQASEERIKAHKLEVELSQ
MKTQTPAPAPNTISSQEVTMLRKKVEDLEKDRQKLLEEKEILEARVEQRHLOGNYDPTKTKV
VHFGLNPTALRRQHRQEELEKLREECEKLRQRLRAAEEGGGADVTASILLTPSSKEMEDLKK
QLTTAETKNTRLKEVFQOKITHEFROQACYMLLGYKVDVVKDNNYKLMSMYAERQEDCLMFQMV
PGGELQLLETEFSNSQAVMMLVDLHLKTQHSIPAFLSALTLDLFSQQTIA

Mad2:

>1cl|BL13880_evm0
MAGVLQAAKNSITLKGSAEIVAEFFSYGINSILYQRGIYPPETFSRVQKYVTGHDRQRAEDV
LKOQYWLLDKTVEKLVVVVTSIDTQEVLERWQFDIECDKTMTDDSKPREKSQKEINDEIKAVI



ROITASVITFLPLLEENCSFDLLIYTDKDLOVPETWEESGPHFIAKSEEVRLRSFSTSIHKVD
AMVCYKNAD

Bub1:

>1cl|BL16332 cuf4
MDPTENSWELSKENVQPLRQGRKIANLTAALQPVNGHDGGLTRVQHEKQAFEAELRMYSGDD
PFSVWDRYIKWTEQNYPKGGKDGSLSTLLERCLLFFKDDKRYSNDHRYLQAWIKFAGMTNQP
VDIYSFLHDQATIGAQVALFWEAWAWELEQEGDTKKADAVYMEGIQKQAQPVDLLVRKQKEFQ
ARVTRATLEGGVVQSADVSGTEAQRVTLGGLRGHGKKHQAPVNRTGAATKVYSSGLGVKPCA
PPOVGOAFSVFSEDNPQDQVIPTPTGEWTNPPLPRVTSRENTHKPGKWTEAKVSQKAVPATP
FKAVSMNASSEFSTHVEEGAAQPQPTPQKPIEMGTQVLSARKPEKSLNPLRNMYMPPFEDEP
NKIPKYCKKFVYTGLEEFQFEELRAARHVEMEKKRKMEEEMRRQEEQRREMEKQHQLMLAQQ
ROQOLOOMQOOTFQOEQLALOQERKQMMEQCROOMLRERAEMERLLVDRMRDTTLESAQLPGAA
PDGEPQDMPDSHAAQDSHIMPDSHAMQONSHVMQODSHAAQNSHTLKGSHVVQODSHIMLDSRQT
MODSHIMQDSHAAQENDPSTAAGLTESHREHTVTKHLNFEESLASGLQPSVVSAMAEIEDYK
TDVEMVEPTPVKTAPQADTGDLRSGQFLLSSATPASTGKMVTSREQSLVKTPNTSTCSGPTP
STTPGRRPITDPSPTINTKAAMMELGEFFRDDIGFGAVGGSDGFEDMFAAGPSGGTASSGLS
FSAPQAQTTDFKGFTIFDESKDTGLEDRMDMKDNIVLEDQENNPPGGYQTGAKRRGLGVLQP
SQGIPVEEIKEVDDLDGIEPFADDNPDMTFASTGNQSSFCTMARMASTPFNRTGPELPELPA
SSIRPVHNSTRKALGMLEISTTEDLAEAGGSGAGRVSAESTEETFDMTVGNRPAAALSPIME
NSSEEKSQVSTDHGSTDSAPSLSVAMQOSTSCADPSSESEAVATLNSPAEDEVFVTDVNPFDP
EVVSSLLAKVRGSLTSHQEYQEEDGHMPQIKPGVAINLGTELYHIDKLVGSGAFAKIYQASM
LDADDLTDLEGERKVTLKVQQPGCPWEFYINSQVHERVNRLOQDPMDIKPSLMSIDAMHVFSD
GSVLVNEQHSCGSLLDIINLYRTAGKKMSEVMVVFYTLEILYIVEQLHRCHITHADLKPDNF
LIRDGFEDKTECLFSGELRGLKLIDFGISLDMELFPPNTTFRARSNTSAFQCIEMQTGKPWS
YOADLYATIVSTVHCMLFGEYMKAYYEGGRWKITQTPRRTHDPVWRRFFDTFLNIPSCDELPS
LSYWISEFHQCWEEKKKTFDKEKWAQYTMYFEKH

Bub3:

>1c1l|BL20329 cuf2
ICOSYNYCPTYLHATNMPTVAETPNEFKLNNCPTDGISAVKFSPTSSQLLLVSSWDCSVRLY
DVSGNNLRNKYTHSSAVLDCCFFDPVHPYSGGLDOMLKTCDLNTSQETVVGNHDAAIRCVEY
CPEVNVVITGSWDQTVKLWDPRTPCNAGSFSQPGKVYTMAVTGDRLIVGTAGRRVLVWDLRN
MGYVQQRRESSLKYQTRCIRAFPNKQGYVLSSIEGRVAVEYLDPSPETQKKKYAFKCHRIKE
DGIEKIYPVNAIAFHSLHNTFATGGSDGFVNIWDGFHKKRLCQFHRYPTSIASLAFSHDGSV
LATASSYMYEELDVEHPEDAIYIRNVTDQETKPK

Mps1:

>1c1|BL08039_evm0
MVEKSDRQIMSRLKSLOSRLOSTIYSRDEKDDTNNTGNLTGTGTYNLTDHTSWIDRISAAGNK
PSDWLEFLTQAQGRTSFSSPOARYTYLLTVYDKALHHMPVELCRRDESYAKILIQLAHIKGD
HNEEDGQTGFKFARVNAKTFAFVHVAAAQFELSRGREEKAQSILQOKGLDVGAEPTEMLNTAL
IRLGNKEKLLMEDKENVWGICYPDSVQPSFSAAKPKGPALTKQQPPONQTTVDPSPSLVSMD
STIVFQKOGGCRNDSGGSSSLDENDTLPLLWGHREKPPQLSRSTWSATKLPGRELHTPQSQT
QORVVTSHTEGPNANKRQPARVPLRVKRSSLPKLREMSTEDVNDDDSDDTDCFLGVKPLKNIS
PPTEGMDTLAARAKPPLPFTGRKVSPESNTNTTNDSKAFKGLSLCKFSKSSSLLSHTTPRGQ
MLSKETSPTENTASSKPTEPLRETSKAPLVSNPGHHSTHKNPITDSARKAQSISPTSTVVSF
PERQPPCAKVPSASDTADAATVAFNSMOVPGAQASHMHIPPVSSNLPPGNKTIEHLPSQHAH
OAPKMLDSLKSVVPEVRSNSLHTVGISHEVSGGQGSVQLGTRSGPATGPTVVPKNSQMPTPN
IVNONTMPGFFTPSASLPGAQQHVOOPHSQHFQQVAPPPOQPOQFATPRMPCAPTERSDVICVK
GKPFRILSIIGKGGSSKVYQVYDEKGKVYALKLVNLEEGDETTVQGYINEITHLSNLQHSPR
VIKLYDFEVTDERIVLVMEKGSVDLATFLRNKKKQQOGSIADDVLWFYWRHMLEAVDTIHRQG



IVHSDLKPANFLFVDGDLKLIDFGIANAIQSDKTSVIKDOQOQVGTLNYMSPETIREYNPAQYR
DGNSKKLFKINCRSDVWSLGCILYYMVYGKTPFOQHIPNHFAKLOAIVDPNYEIQFPPIKNHL
LLDMLKKCLIRDPYNRPSTADLLAHPYLNSERSSGAKEQPCPAAPALPMTADQIQQLLTQLS
OAQSMSPNSISTVSKGLAAQLOSGOAPDLSAVLKKROGPSODKENLPPOHLLRKGPGCTLQH

ALPRPPSEHTLGRP



