
HsPrp19/SNEV     1 MSLICSISNEVPEHPCVSPVSNHVYERRLIEKYIAENGTDPINNQPLSEEQLIDIKVAHPIRPKPPSAT--------SIPAILKALQDEWDAVMLHSFTL 
MmPrp19/SNEV     1 MSLICSISNEVPEHPCVSPVSNHVYERRLIEKYIAENGTDPINNQPLSEEQLIDIKVAHPIRPKPPSAT--------SIPAILKALQDEWDAVMLHSFTL 
DrPrp19          1 MSLVCAISNEVPEHPCVSPVSNQVFERRLIEKYIAENGADPINGQPLSEEQLIDIKVSHPIRPKAPSAT--------SIPAILKSLQDEWDAVMLHSFTL 
MAC3A            1 --MNCAISGEVPEEPVVSKKSGLLYEKRLIQTHISDYGKCPVTGEPHTLDDIVPIKTGKIVKPKPLHTA--------SIPGLLGTFQTEWDSLMLSNFAL 
MAC3B            1 --MNCAISGEVPVEPVVSTKSGLLFERRLIERHISDYGKCPVTGEPLTIDDIVPIKTGEIIKPKTLHTA--------SIPGLLGTFQNEWDGLMLSNFAL 
SpPrp19/Cwf8p    1 --MFCSISGETPKEPVISRVSGNVYEKRLIEQVIRETSKDPVTQQECTLEDLVPVKVPDFVRPRPPSAT--------SLPALLSLFQEEWDSVALEQFEL 
ScPrp19          1 --MLCAISGKVPRRPVLSPKSRTIFEKSLLEQYVKDTGNDPITNEPLSIEEIVEIVPSAQQASLTESTNSATLKANYSIPNLLTSLQNEWDAIMLENFKL 
 
 
HsPrp19/SNEV    93 RQQLQTTRQELSHALYQHDAACRVIARLTKEVTAAREALATLK---PQAGLIVPQAVPSS--QPSVVGAG-EPMDLGELVGMTPEIIQKLQDKATVLTTE 
MmPrp19/SNEV    93 RQQLQTTRQELSHALYQHDAACRVIARLTKEVTAAREALATLK---PQAGLIVPQAVPSS--QPSVVGAG-EPMDLGELVGMTPEIIQKLQDKATVLTTE 
DrPrp19         93 RQQLQTTRQELSHALYQHDAACRVIARLTKEVTAAREALATLK---PQAGLVAPQAAPAS--QPAAVGAGGEAMEVSEQVGMTPEIIQKLQDKATVLTTE 
MAC3A           91 EQQLHTARQELSHALYQHDAACRVIARLKKERDESRQLLAEAERQLPAAPEVATSNAALSNGKRGIDDGEQGPNAKKMRLGISAEVITELTDCNAALSQQ 
MAC3B           91 EQQLHTARQELSHALYQHDSACRVIARLKKERDEARQLLAEVERHIPAAPEAVTANAALSNGKRAAVDEELGPDAKKLCPGISAEIITELTDCNAALSQK 
SpPrp19/Cwf8p   91 RRNLTETKQELSTALYSLDAALRVISRLTKERDEAREALAKFS-------DNIGTVSSKTIEVQEVEMGESDDQLKTSLRSTVEKTFQELSSKRKRTKLQ 
ScPrp19         99 RSTLDSLTKKLSTVMYERDAAKLVAAQLLMEKNEDSKDLPKSS--------QQAVAITREEFLQGLLQSSRDFVARGKLKAPKWPILKNLELLQAQNYSR 
 
 
HsPrp19/SNEV   187 RKKRGKTVPEELVKPEELSKYRQVASHVGLHSASIPGILALDLCPSDTNKILTGGADKNVVVFDKSSEQILATLKGHTKKVTSVVFHPSQDLVFSASPDA 
MmPrp19/SNEV   187 RKKRGKTVPEELVKPEELSKYRQVASHVGLHSASIPGILALDLCPSDTNKILTGGADKNVVVFDKSTEQILATLKGHTKKVTSVVFHPSQELVFSASPDA 
DrPrp19        188 RKKRGKTVPEELVRAEDLSKYRQVGSHAGLHSASVPGILSLDLCPTDTNKVLTGGADKNVVVFDRREEQIVATLKGHTKKVSSVIYHPAQAVVFSASSDS 
MAC3A          191 RKKR--QIPKTLASVDALEKFTQLSSHP-LHKTNKPGIFSMDILHS-KDVIATGGIDTTAVLFDRPSGQILSTLTGHSKKVTSIKFVGDTDLVLTASSDK 
MAC3B          191 RKKR--QIPQTLASIDTLERFTQLSSHP-LHKTNKPGICSMDILHS-KDVIATGGVDATAVLFDRPSGQILSTLTGHSKKVTSVKFVGDSDLVLTASADK 
SpPrp19/Cwf8p  184 PKWATDDAVSQLLQATPSTILENLETESTTSFFPSPENSSFVLCLHKDELLCLDIQSNSTLKIFEGSALACCWLTSSKIAVATADAISIFEFPVSSSGLQ 
ScPrp19        191 NIKTFPYKELNKSMYYDKWVCMCRCEDGALHFTQLKDSKTITTITTPNPRTGG---EHPAIISRGPCNRLLLLYPGNQITILDSKTNKVLREIEVDSANE 
 
 
HsPrp19/SNEV   287 TIRIWSVP---NASCVQVVRAHESAVTGLSLHATGDYLLSSSDDQYWAFSDIQTGRVLTKVTDETSG-CSLTCAQFHPDGLIFGTGTMDSQIKIWDLKER 
MmPrp19/SNEV   287 TIRIWSVP---NTSCVQVVRAHESAVTGLSLHATGDYLLSSSDDQYWAFSDIQTGRVLTKVTDETSG-CSLTCAQFHPDGLIFGTGTMDSQIKIWDLKER 
DrPrp19        288 TIRVWSVT---GGNCVQVVRAHESAVTGLSLHATGDYLLSSSEDQYWAFSDIQTGRVLTKVTDETAG-CALTCAQFHPDGLIFGTGTGDSQIKIWDLKER 
MAC3A          287 TVRIWGCSEDGNYTSRHTLKDHSAEVRAVTVHATNKYFVSASLDSTWCFYDLSSGLCLAQVTDASENDVNYTAAAFHPDGLILGTGTAQSIVKIWDVKSQ 
MAC3B          287 TVRIWRNPGDGNYACGYTLNDHSAEVRAVTVHPTNKYFVSASLDGTWCFYDLSSGSCLAQVSDDSKN-VDYTAAAFHPDGLILGTGTSQSVVKIWDVKSQ 
SpPrp19/Cwf8p  284 SVGEPTSS-----------IPIDEKVNFLQAHPSGEYLLAASNEKCYIFSLKSQVYNITVAQH-------ITSLAVHPDGNLFVAGLENGELRFFETSSG 
ScPrp19        288 IIYMYGHN-----------------------EVNTEYFIWADNRGTIGFQSYEDD--SQYIVHSAKSDVEYSSGVLHKDSLLLALYSPDGILDVYNLSSP 
 
 
HsPrp19/SNEV   383 TNVAN--FPGHSGPITSIAFSENGYYLATAADDSS-VKLWDLRK----LKNFKTLQLDNNFEVKSLIFDQSGTYLALGGTDVQIYICK----QWTEILHF 
MmPrp19/SNEV   383 TNVAN--FPGHSGPITSIAFSENGYYLATAADDSS-VKLWDLRK----LKNFKTLQLDNNFEVKSLIFDQSGTYLALGGTDVQIYICK----QWTEILHF 
DrPrp19        384 TNVAN--FPGHSGPVTAIAFSENGYYLATGAQDSS-LKLWDLRK----LKNFKTITLDNNYEVKSLVFDQSGTYLAVGGSDIRVYICK----QWSEVLNF 
MAC3A          387 ANVAK--FGGHNGEITSISFSENGYFLATAALDG--VRLWDLRK----LKNFRTFDFP---DANSVEFDHSGSYLGIAASDIRVFQAASVKAEWNPIKTL 
MAC3B          386 ANVAK--FDGHTGEVTAISFSENGYFLATAAEDG--VRLWDLRK----LRNFKSFLSA---DANSVEFDPSGSYLGIAASDIKVYQTASVKAEWNLIKTL 
SpPrp19/Cwf8p  366 NELTK--FGPHSSPVKTLQFGENGYWLVVTTNDDSDIFIWDLRK----SELVQKIPLQTKVAAVSLDIT-SQLLVSSDGETLYVHIYVKSSKSWRCMSQT 
ScPrp19        363 DQASSRFPVDEEAKIKEVKFADNGYWMVVECDQT--VVCFDLRKDVGTLAYPTYTIPEFKTGTVTYDIDDSGKNMIAYSNESNSLTIYKFDKKTKNWTKD 
 
 
HsPrp19/SNEV   472 TEHS--GLTTGVAFGHHAKFIASTGMDRSLKFYSL---------------- 
MmPrp19/SNEV   472 TEHS--GLTTGVAFGHHAKFIASTGMDRSLKFYSL---------------- 
DrPrp19        473 SDHS--GLVTGVAFGEHAQFLASTGMDRSLKFYSL---------------- 
MAC3A          476 PDLSGTGKATSVKFGLDSKYIAVGSMDRNLRIFGLPDDDNT---EDSAQDS 
MAC3B          475 PDLSGTGKATCVKFGSDAQYVAVGSMDRNLRIFGLPGDEKANVDDDSAQDS 
SpPrp19/Cwf8p  459 HVSS---ISNLVWLNELHQLLFSTSNGAILRLG------------------ 
ScPrp19        461 EESALCLQSDTADFTDMDVVCGDGGIAAILKTNDSFNIVALTP-------- 
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Figure S1. Protein sequence alignment of MAC3A and MAC3B with homologs in other
eukaryotes. 

Amino acid sequences from Homo sapiens (Hs; human) Prp19/SNEV (accession number 
NP_055317); Mus musculus (Mm; mouse) Prp19/SNEV (accession NP_598890); Danio rerio (Dr; 
zebra fish) Prp19 (accession number AAH45954); Arabidopsis thaliana (At; thale cress) MAC3A 
(accession number AAN13133) and MAC3B (accession number FJ820118); Shizosaccharomyces 
pombe (Sp; fission yeast) Prp19/Cwf8p (accession number CAB10135); and Saccharomyces 
cerevisae (Sc; baker’s yeast) Prp19 (accession number CAA97487), are compared.  Identical amino 
acids are coloured black, and similar amino acids are coloured grey.  Alignment was generated using 
ClustalW2. Boxshade version 3.21 was used to colour identical and similar amino acids. The 
conserved U-box and predicted nuclear localization signal (NLS) are indicated. 


