NuMA

Homo sapiens:

>sp|Q14980 |NUMAL_HUMAN Nuclear mitotic apparatus protein 1 OS=Homo sapiens OX=9606 GN=NUMAl PE=1 SV=2
MTLHATRGAALLSWVNSLHVADPVEAVLOLODCSIFIKIIDRIHGTEEGQQTLKQPVSER
LDFVCSFLOKNRKHPSSPECLVSAQKVLEGSELELAKMTMLLLYHSTMSSKS PROWEQFE
YKIQAELAVILKFVLDHEDGLNLNEDLENFLOKAPVPSTCSSTFPEELSPPSHOAKREIR
FLELQKVASSSSGNNFLSGS PASPMGDILQTPQFOMRRLKKQLADERSNRDELELELAEN
RKLLTEKDAQIAMMOORIDRLALLNEKQAASPLEPKELEELRDKNESLTMRLHETLKQOCO
DLKTEKSQMDRKINQLSEENGDLSFKLREFASHLOQOLODALNELTEEHSKATOEWLEKOA
OLEKELSAALQDKKCLEEKNEILQGKLSQLEEHLSQLODNPPQEKGEVLGDVLOLETLKQ
EAATLAANNTQLQARVEMLETERGOQEAKLLAERGHFEEEKQOLSSLITDLOSSISNLSQ
AKEELEQASQAHGARLTAQVASLTSELTTLNATIQQODOELAGLKQOQAKEKOAQLAQTLQ
QQEQASQGLRHQVEQLSSSLKQKEQQLKEVAEKQEATRQDHAQQLATAAEEREASLRERD
AALKQLEALEKEKAAKLEILOQQLQVANEARDSAQTSVTQAQREKAELSRKVEELQACVE
TARQEQHEAQAQVAELELQLRSEQOKATEKERVAQEKDQLOEQLOALKESLKVTKGSLEE
EKRRAADALEEQQRC I SELKAETRSLVEQHKRERKELEEERAGRKGLEARLOOLGEAHQA
ETEVLRRELAEAMAAQHTAESECEQLVKEVAAWRERYEDSQQEEAQYGAMFQEQLMTLKE
ECEKARQELQEAKEKVAGIESHSELQISRQONELAELHANLARALQQVQEKEVRAQKLAD
DLSTLQEKMAATSKEVARLETLVRKAGEQQETASRELVKE PARAGDRQPEWLEEQQGROF
CSTQAALQAMEREAEQMGNELERLRAALMESQGOQOEERGQOEREVARLTQERGRAQADL
ALEKAARAELEMRLONALNEQRVEFATLQEALAHALTEKEGKDQELAKLRGLEAAQIKEL
EELRQTVKQLKEQLAKKEKEH. QSEAAGRTEPTGPKLEALRAEVSKLEQQCQKQQ
EQADSLERSLEAERASRAERDSALETLQGQLEEKAQELGHSQSALASAQRELAAFRTKVQ
DHSKAEDEWKAQVARGROEAERKNSLISSLEEEVSILNRQVLEKEGESKELKRLVMAESE
KSQKLEERLRLLQAETASNSARAAERSSALREEVQSLREEAEKQRVASENLRQELTSQAE
RAEELGOELKAWQEKFFOKEQALSTLOLEHTSTQALVSELLPAKHLCQOLOAEQAAAEKR
HREELEQSKQAAGGLRAELLRAQORELGELIPLROKVAEQERTAQOLRAEKASYAEQLSML
KKAHGLLAEENRGLGERANLGROFLEVELDQAREKYVQELAAVRADAETRLAEVOREAQS
TARELEVMTAKYEGAKVKVLEERQRFQEERQKLTAQVEQLEVFQREQTKQVEELSKKLAD
SDQASKVQQQKLKAVQAQGGESQQEAQRLOAQLNELQAQLSQKEQAAEHYKLOMEKAKTH
YDAKKQQNQELQEQLRSLEQLOKENKELRAEAERLGHELQQAGLKTKEAEQTCRHLTAQV
RSLEAQVAHADQQLRDLGKFQVATDALKSREPQAKPQLDLS IDSLDLSCEEGTPLSITSK
L.PREQPDEES PGEPASPISQRLPPKVESLESLYFTPI PARSQAPLESSLDSLGDVFLDS
GRKTRSARRRTTQIINITMTKKLDVEEPDSANSSFYSTRSAPASOASLRATSSTQSLARL
GSPDYGNSALLSLPGYRPTTRSSARRSQAGVSSGAPPGRNSFYMGTCQDEPEQLDDWNRI
AELQQRNRVCPPHLKTCYPLESRPSLSLGTITDEEMKTGDPQETLRRASMOPIQIAEGTG
ITTRQORKRVSLEPHQGPGTPESKKATSCFPRPMTPRDRHEGRKOSTTEAQKKAAPASTK
OADRRQSMAFSILNTPKKLGNSLLRRGASKKALSKASPNTRSGTRRSPRIATTTASAATA
ARIGATPRAKGKAKH

Pongo abelii:

>XP_002822235.1 nuclear mitotic apparatus protein 1 isoform X1 [Pongo abelii]
MTLHTTRGSALLSWVNSLHVADPVEAVLQLQDCSIFIKIIDRIHGTEEGQQILKQPVSERLDFVCSFLOK
NRKHPSSPECLVSAQKVLEGSELELAKMTMLLLYHSTMSSKSPRDWEQFEYKIQAELAVILKFVLDHEDG
LNLNEDLENFLQKAPVPSTCSSTFPEELSPPSHOAKREIRFLELOKVASSSSGNNFLSGSPASPMGDILQ
TPQFOMRRLKKQLADERSNRDELELELAENRKLLTEKDAQIAMMOORIDRLALLNEKQAASPLEPKELEE
LRDKNESLTMRLHETLKQCQDLKTEKSQMDRK INQLSEENGDLSFKLREFASHLOQLODALNELTEEHSK
ATQEWLEKQAQLEKELSAALQDKKCLEEKNEILQGKLSQLEEHLSQLRENPPQEKGEVLGDVLQLETLKQ
EAATLAANNTQLQARVETLETERGQQEARLLAERDHFEEEKQQLSSLITDLOSSISNLSQAKEELEQASQ
AHGVRLTAQVASLTCELTTLNATIQQQDQELAGLKQQOAKEKQAQLAQTLOQOEQASQGLRHOVEQLSSSL
KOKEQQLKEVVEKQEATRRDHAQQLATAAEEREASLRERDAALKQLEALEKEKAAKLETLOQQLOAANE.
RDSAQTSVTQAQREKAELSQKVEELRACVETARQEQHEAQAQVAELEFQLRSEQOKATEKERVAQEKDOL
EQLRALKESLKVTKGSLEEEKRRAADALEEQQRCISELKAETRSLVEQHKREQKELEEERAGRKGLEAR
LOQLGEAHQAETEVLRQELAEAIAAQRTAESECEQLVKEVAAWRERYEDSQQEEAQYGAMFQEQLMTLKE
ECEKARQELQEAKEKVAGIESHSELQISRQONELAELHANLARALQQVQEKEVRAQKLADDLSTLOEKMA
ATSKEVARLETLVRKAGEQQETASRELVKEPARAGDGQPEWLEEQQGRQFCSTQAALQAMEREAEQMGNE
LERLRAALMESQGOQQEERGOQEREVARLTQERGRAQADLALEKAARAELEMRLONALNEQRVEFATLOE
LAHALTEKEGKDQELAKLRGLEAAQIKELEELRQTMKQLKEQLAKKEKEHASGSGAQSEAAGRTEPTGP
KLEALRAEVSKLEQQCQQQOKQADSLERSLEAERASRAERDSSLETLRGOLEEKAQELGHSQSVLASAQQ
ELAALRTKVQDHSKAEDEWKAQVARGRQEAERKNSLISSLEEEVSILNRQVLEKEGESKELKQLVMAESE
KSQKLEERLRLLOAETASNSARAAERSCALREEVOSLREEAEKQRVASENLROELTSQAERAEELGOELK
AWQEKFFQKEQALSTLQLEHTSTQALVSELLPAKHLCQQLQAEQAAAEKRHREELEQSKQAAGGLRAELL
RAQRELGELIPLRQKVAEQERTAQQLRAEKASYAEQLSMLKKAHGLLAEENRGLGERANLGRQFLEVELD
QAREKYVQELAAVRADAETRLAEVOREAQSTARELEVMTAKYEGAKVKVLEERQRFOEERQKLTAQVEQL
EVFQREQTKQVEELSKKLVESDQASKVQQQKLKAVQAQGGESQQEAQRLOAQLNELQAQLSQKEQAREHY
KLOMEKAKTHYDAKKQONQELQEQLRSLEQLQKENKELRAEAERLGHELQOAGLKTKEAEQTCRHLTAQV
RSLEAQVAHADQOLRDLGKFQVATDALKSREPQAKPQLDLS IDSLDLSCEEGTPLS ITSKLE)
VPGEPASPISQRLPPKVESLESLYFTPIPARSQAPLESSLDSLGDVFLDSGRKTRSARRRTTQIINITMT
KKLDVEEPDSANSSFYSTRSAPASQASLRATSSTQSLARLGSPDYGNSALLSLPGYRPTTRSSARRSQAG
VSSGAPPGRNSFYMGTCQDEPEQLDDWNRIAELQQRNRVCPPHLKTCY PLESRPSLSLGTITDEEMKTGD
PQETLRRASMQPIQIAEGTGITTRQORKRVSLEPHQGPGTPESKKATSCFPRPMTPRDRHEGRKQSTTEA
OKKAAPASTKQADRROSMAFSILNTPKKLGNSLLRRGASKKALSKASPNTRSGTRRSPRIATTTASAATA
AIAATPRAKGKAKH

Mus musculus:

>NP_001390473.1 nuclear mitotic apparatus protein 1 isoform a [Mus musculus]
MTLHATRAATLLSWVNSLHVADPVETVLQLODCSIFIKIINTIHDTKEGQQILQQPLPERLDFVCSFLQK
NRKHPSSTQCLVSVQKVIEGSEMELAKMIMLFLYQSTMSSRNLRDWEQFEYGVQAELAVILKFMLDHEES
LNLTEDLESFLEKVPYTHASTLSEELSPPSHQTKRKIRFLEIQRIASSSSENNFLSGSPSSPMGDILQTP
QFQMRRLKKQLADERSNRDDLELELSESLKLLTEKDAQIAMMOQRIDHLALLNEKQAASSQEPSELEELR
GKNESLTVRLHETLKQCQONLKTEKSQMDRKISQLSEENGDLSFKVREFANHLQQLQGAFNDLIEEHSKAS
QEWAEKQARLENELSTALQDKKCLEEKNEILQGKLSQLEDQATRLQESPAPEKGEVLGDALQLDTLKQEA
AKLATDNTQLQTRVETLECERGKQEAQLLAERSRFEDEKQQLASLIADLQSSVSNLSQAKEELEQASQAQ
GAQLTAQLTSMTGLNATLOQRDOELASLKEQAKKEQAQMLOTMOEQEQAAQGLRQOVEQLSSSLKLKEQQ
LEEAAKEQEATRQDHAQQLAIVAEAREASLRERDTARQQLETVEKEKDAKLESLQQOLQAANDARDNAQT
SVTQAQQEKAELSQKIGELHACIEASHQEQRQVQARVTELEAQLKAEQQKTTEREKVVQEKAQLQEQLRA
LEESLKITKGSLEEEKRRAADALKEQQCRATEMEAESRSLMEQREREQKELEQEKAGRKGLEARIQQLEE
AHQAETEALRHELAEATASQHRAESECERLIREVESRQKRFEARQQEEARYGAMFQEQLMALKGEKTGQE
VQEEAVEIHSEGQPGQQQOSQLAQLHASLAKATQQVOEKEVRAQKLVDDLSALQEKMAATNKEVACLKTLY
LKAGEQQETASLELLKEPPRAANRASDQLGEQQGRPFSSTHAAVKAMEREAEQMGGELERLRAALIKSQG
QQOEERGQQEREVARLTQERGQAQADLAQEKAAKAELEMRLONTLNEQRVEFAALQEALAHALTEKEGTD
QELAKLRGQEAAQRTELKELQQTLEQLKIQLVKKEKEHPAGG. EDASGPGTQSETAGKTDAPGPELQA
LRAEISKLEQQCQQOQQQQVEGLTHSLKSERACRAEQDKALETLQGQLEEKARELGHNQAASASAQRELQA
LRAKAQDHSKAEEEWKAQVARGQQEAERKSSLISSLEEEVSILNRQVLEKEGESKELKRLVVAESEKSQK
LEERLRLLQVETASNSARAAERSSALREEVQSLREEVEKQRVVSENSRQELASQAERAEELGQELKAWQE
KFFQKEQALSALQLEHTSTQALVSELLPAKHLCQQLQAEQAAAEKRFREELEQSKQAAGGLOAELMRAQR
ELGELGSLRQKIVEQERAAQQLRAEKASYAEQLSMLKKAHGLLAEENRGLGERANLGRQFLEVELDQARE
KYVQELAAVRTDAETHLAEMRQEAQSTSRELEVMTAKYEGAKVKVLEERQRFQEERQKLTAQVEQLEVEQ
REQTKQVEELSKKLTEHDQASKVQQOQKLKAFQAQRGESQQEVORLOTQLNELQAQLSQKEQAAEHYKLOM
EKAKTHYDAKKQONQKLQEQLQODLEELQKENKELRSEAERLGRELQQAGLKTKEAEQTCRHLTAQVRSLE




AQVAHADQQLRDLGKFQVATDALKSREPQVKPQLDLSIDSLDLSLEEGTPCSVASKLPREQPDGHES Y PGE
PASPISQRLPPKVESLESLYFTPTPARGQAPLETSLDSLGDAFPDSGRKTRSARRRTTQIINITMTKKLE
LEEPDSANSSFYSTQSAPASQANLRATSSTQSLARLGSPDDGNSALLSLPGYRPTTRSSARRSQARMSSG
APQGRNSFYMGTCQDEPEQLDDWNRIAELQORNRVCPPHLKTCY PLESRPTLSLATITDEEMKTGDPRET
LRRASMQPAQTAEGVGITTRQORKRVSSETHQGPGTPESKKATSCFPRPMTPRDRHEGRKQSSTADTQKK
AAPVLKQADRRQSMAFSILNTPKKLGNSLLRRGASKKTPAKVSPNPRSGTRRSPRIATTTTGTATVATTP
RAKGKVKH

Gallus gallus:

>CBN80053.1 nuclear mitotic apparatus protein [Gallus gallus]
MPLHTTRATALLAWVNSTKACAEPLGDLSQLQDCRVFIQIINKIHRTEEGESVLEQSLAERAAFICGFLQ
KLCKHKSATENLVSAQKLLEGEELELAKVAVLLLYH: PRDWNEFDYQIQVELATILKFVLDHEE
SLSENLEVFLQRRAPLSSPGTSSSSSEERSPGLSHPQVRFLELQKIASSSSSMNNMLPGTPASPVGDVLQ
TPQFQLRRLKKQLAIERENRDELEMELAENRKLITEKEAQITMMQHRIDRLALLNEKQAADQLEPREMEE
LRERNESLLVRLHEALKQCQDLKTEKGQMDRKINQLSEENGDLSFKLRE IASHLVQLQDALNELSEEHNS
ALMQSQAKQAQLEGELRAVLQEKKCLEEKVEILQGKISLLEDQLVKLGDCSTQEKGEVMGDVLKLEELKQ
EVSSLTTKGIELQASVLRLEEEKSQRDAALQAERNHFEMEKLQLGTHISNLQSSVSELHLAKEKLEQELR
AQEAHLTAQADALTAEVGKLSGFLQQQEKEAAELRMOAEQERAQAEELRHRDMASQEALSELSRRVEQLG
ASLKHSEEELVRVTQEAEGKARQLGAEHEKAVQERDAALQQLOHLOQAKEKQLAALSSQLOSLE. K
SMEMQQEKAELNQKVQELQARVLELSAQCQQSSAQAGSAETLRAQLRELEGKLKDSQQKLADKEKVAKEN
TRLQERLLFLEESVRNTEGILEDEKRRAAESLEGNLARIAELEAEKQQLVORGEQALQQHSEELARRQAL
ETRLOQVAEERREETAALQRQLAEVAKGEEGERGRLEKRLOELSREHGQACQRLOAEQERVAELEARVAR
MASEQQEQLAALQDQLARAKEKEGKEQEKL ERVGKLEAEVRKASEALEAVSKELSEERLKFKELEAV
ATQEASEVARL: LEEAAREHGQELARREEEAKRLQKELEDAKAD:! EKARKVELEVQLQNSINEQRV
ERSAHQQELARSLELIEEKEGELDELRLKNVSRGEELRDLQKTVSKLKGELASVEAVKERASKMDSELQG
FLEAARSRDAEMDSIKAVYAKEASLKNLEEKIRHREQESGSSQDLYQEKLKEAQMLSVEVERLEQKCREQ
QDTIAGLEKAVAEGSQQQQAELEALQREAVRHRETAAELQRLLDASRSAQALQDGTVESLRKELQDKSKE
LAQSKMAVAAAEKEVASLRAAAQEKGHLEEGWKEQLSQCIQELERKNSLLGSLEHEVSILHRQLTEKEGE
SKELKRLIMAESEKSKKLEERLRVLQTEMATAASRAAERCSLMKVEVQRCQEEMEKQRMTIEALKRDRHC
QSEREEELRQEVKVCQDKFFQKEQLLSSLQQELG: LAGEVVPLKHLCQQLQAERASLESKHREDLEQ
RAKATTALQAELARARVEVAELPALRDRAAEQERALQRLQKETASSSERLAALQAANSRLAEENRALSES
VSRGQQRLDAELGQAREKHTRELECVRLEAEKAMASSRQEAEEAARKLEAMSNKYENTKVKVLEERQKFQ
EERQKLMAQVEQLEVFOKEQAKQVEELNKKLVQHEKATRSQQORVKVLEGELQSEATRQOERVAELEEQL
OKEQAAREHYKAQMEKAKTHYDAKKQONQDLAEKLKAMEQLQOKENAELRTESERLAKELQQSVLQAKEAE
LSCRELSGQVRSLETQLEFADQQLRELGKFPAPKATLKEPESFRQNPSDLSTDSLDLSLDEGQPLNSTRK
ATRSHSDGSAAPGGTEPRASQRLPRKVESLESLYFTPIASRTQPKLESSAGSLADVSLESGCRTRSGRRR
TTQIINITMTKKETTTEEPGGADASFSSILSEQPQKAAPARARLRSARSLASFPSQDSLSKLDTSSPQEP
SGHAALLSLPGYRPATRSSLRRSQAGSSSSLGRSSIYLGTCQDEPEQLDDWNRIAELQQRNRACPPHLKT
CYPLESRPSDVLGTITDEEMKTGDPTETLRRASMQPLOIAEGAATRRGTLGGGWAHGGITTRQORKRLSD
ESHQGPDTPESKKPVSCFPRPQTPRERRSSHLSRRSEQQAPSKQPERRQSMAFSILNTPKKLGNSLLRRA
ANRKTTPKNSPRGTARRSPRIASTKS PKGKAGRRALKDTKF

Xenopus laevis:

>XP_018103294.2 nuclear mitotic apparatus protein 1 isoform X3 [Xenopus laevis]
MALHSGKMEALICWVNSLKVDEPVERFSQLQDLNILLKVVGVLSGNLEETTSVLQONPEQRLNFLGSFLQ
KYCRPGSSAENLVQWQOK I LOGENLELEFSKVIVLLEYYSTMSSKNPKKSEDFDHKTQTELASILRFVLDN
EESLCLDDKLINFLORKARFPSSGDDASGSSDAMS PYMSHRRKTEVRFLELHRVASSSTIKSLPADAPSS
PMIEVLHTPQFOMRRLKKQLSEVRECRDELEVELAQNHKHLAEKEAQT SLLQQQIEHLRILRENQAELQE
PKELEELREKNESLMMRLRDTLKQCQDMKTDKKQLERKNDQWAEENGELTYKVRDLSNRLAQLQEALYET
TEEHERSLSNWQOKONQLESELSGAVGEKKYLEEHDLILQGKISMLEDQLKKMGEREVQETGDCMGDILK
LDDLKQEVAVHSTQCLSLKEQIRQLEEEKSIAEVEMEAQRSRFESEKAQLOEIVTNLQTSLSEITFQKER
LDNEARAQQEHLMCOMTTLKLEISKIKSSLMHKDKELKDIHHKVEEERSEKNQLLENLKMLEESSKKDRQ
ELIHQVEHLDSSLKVSEGNLVGITQQLESKTKEADYLREEQQKIICERDSSLSTLNEYKCKKDEEFIALN
GTLRTMEQDHQTSLSVIEELKREKAELASKVQELDAT ILDLIAKCONLDSENDSQSKSHAITVESLKAQL
SEQESQVKIYQKKLSSNELVSKENSQLKEQLLSMEESVRNLSEHLDKEKMKFAASLDGDSKRISHLEEEM
KKLTESRDAALRNLDEERTAGKK IESQLKNLEEEYHRSNESQHAQLAESCAAIKQREEERDELSKVVDIW
KAKYGESQQOKIAQNSCHMQEQIEELKKTHSDVYQQLEGERSKVLMIEAKASETKSSQLEKINQLEGELSA
ANACIKEREAEEKKLVSALHSAEEKLKIAYQGESERLSHLETALSNAKQDLDCLAKELSDEKYKKAEFEA
MVKVLKEQNSERIASLESELKNSLAVVKERKCESEKLSGEVEHLKRQLDDSSQKHKEALAQKNIEIKQLI
DAKEKATSDLAIKSEMGAQLQKAVDTHKSEFSALQNELSRSLDFIALKEGEVERLNKEAALRQEEIQ00Q
QTMTKLTEELTALAALKEKVALQEKEIKQQVOATKGAEEEMANLKS I ISEKSKRIECLEQDIKNQKTDLS
SIQEQYQSKLSEAQGHQALIADLEKKCKEQKELICEAQNKAAEAKTLASEKASMSEKQLKGIQTLENEIQ
KERQKTCDLOKQLEVSQALQAEKETELEALKKELFHKVQELEQSQKSFTDSNRELS SMLSEVOERQQALT
EAKEQAEQYQKVIDMKNKEVNSLOAEINILSSKVTSKEEVSADFEQRLLOETSKSAKLEEKLKKLHTEVE
VSSKELVEKNCAVDILRTEAQTFKGEADEQRMAVDCLQQKLS SQAETNNNLQQEIQSWOKNCAEKEQKIC
SLQONLNSNQSLLEEFASLKRSYQEILAERGLMQOOKHQEELLSHKNLTERFQAELEKTKEDMAEIVLLKE
KLNNQELQLHKLQOSENSDQSSQISNLOQVNSRLLGENQSLSQISDQDAKKLS IEMSTLKEQHEEEMKTLR
LOYEKTQREGNEQVODLSLRLETATSKYDHVKSKVLKDOKTFQEEKQMLLLRVEELAAAKKEQSEQVQEL
NKQLRQOEKTLOSQQOKLKQREGETHEEAEKTHKRVIELESQLEQQTQAVEHYKAQMEKAKVHYDAKKKQ
NQELSDELQSHIREQEHLRKENADLKAESEQLSKELQHSLLOSKEAEQNCKNLSNRVRSLEAQVEYSDRQ
LODLGKFQLATDSTKRRDTFCVPRETRSHADVSIDSLDLSFEEDQLLNSTSKNGRCNQEPATSSVHASSL
DSPASSQLPKKVESLESLYFTPIPTRAQSKLESSIGSIGDLSLDSSKKTRSARRRTTQI INITMTKKTKE
EREPESANTSFYSLRSAPSYONLHOONPRKAARPQAAISTPALASLPSQESLAKTEHFSSDDSLNNSVLM
NLPGYRAPARRSSRLSQTGGRSSFYMSTCODEPDPOEDWTRIAELOARNKTCPPHLKTSYPLESKPSLES
STLTDEEVKLGDPKETLRRATMLPSQIQDSTTSTRRLTLAGSGAEHLKGHGISTRQOMKRVSEESHYGPD
TPEGKKTATCFPRPMTPKDKHDARRLSTMESKASSSHOQVQPTRRQTSAFSTFNTPKKLGSSLLKRGLNK
KTTPKNSPRGRGTNSSASSTSSKSPHLSLRKSPSRRSPRVSTAKSPKASNKVGQEEQIQFFERKQQRNK

Salmo salar:

>XP_045580741.1 nuclear mitotic apparatus protein 1 isoform X1 [Salmo salar]
MVLHLDKEHALLEWVNHLNVDLPVRS INDLODGVLLMKLVYKLRKEEPANSYLDQHVQERLKVVSDFLQG
DCRCSTERGALISWDNISNGLNLEVELSKVLVLLYYHSVINNHVDLNQLEYKFEVELASMLRFVLDNENS
LYLSENLEKYLRKKPLFSFNSDISSTSSSSLFNDDESPVFQRRKKMGSVQFLDLQTVASSSVSSPLQDVM
NTPQFQLKKLQRQLRQERDMRDELEKDLTTSATTLTQRESQICQLQHRIEKLLREQAEQEQEPRDELQEL
HSKNEGLRTRLHEVLKECQALKTNSSQMERKVDSLTEENGTLSAQMREVVARLASAEAEVDRLIEAQDSA
QGEWSSRHCHLODELNRATAQKECLSEQMLILQSKISSLEDELSKAKMQEKGEVMGPILEWEQLKQELAD
ATLRHAECECTIARLKGEKEQAAALHAQERASLOAESQRLQVLVTELQEALSALRADREALELASKEERE
SLTAQLHTLTAEVASLTQTVQQREQEVKALGEEVQQECMORGELNLAMERQDREAREEIQELTSHVDTMG
ASLRRAEEEVQVREKQLTKQQQESALQREVLQEEMAASEKALKELKKQEEAVREEATRLHQEITTHVTDL
CSLRQEHTALQEQLARQQEEISLEKEAQAAAHREKEAVEAELSRLOQEEVRSLGEQMAQLEEAQREKERLL
LQSTENMETLQTERAAASSLAEAKDLELSILREEVRAREEQLAMQQEEYRLRQEELQEELAAQENE INNM
RERLAGLLDQISLLKEVCQEGKNMEALREEHAAQLEQLRLVKEQVEQVQERNEETSAALREKESSLREKE
SSLREKEESLRGLEEELQSTTSLASQRQQEELTSLKEEVISLQEEVERRRAAEALAVEEARELEESVSAL
QQQLDSAIQDNDMKRQKCERLEQDLEQRGTLVEELRQQEHSARLEATRLRQEISTHLSRLEVVQREKEEL
RGEVSLHQQRAAVLQQOSLEEQEVAMRVLKEQKESIREETTVKIEALQAQLEVVSSLAAAKDLQLSTLREE
TALQEQLAKREQEISLOKEVLQEAHREKESLEALREELARQQEELREELILQOQQORAQSLEQSLEEQQEA
LKELTLKEERAREEATQLRQQISTHLSRLEEVQRGKEELREQEEKAREETTVKMEALQAQLEVVSSLAAA
KDLQLSTLREEASLLCQENTKRAADLKDVQLEKIRLESLLSEEHRALKEDLAKQQEELRGEVSLHQQRAA
ELQLSLEEKQEALRELKEQLVQQQEDSSLQKVLQEAQ. LQQEAVDALRGEVSLHQQRAAELQHQEAAL
REQEEKSTEEATLKMEALKAAKDLQLSALTEKATALQEQLAKREQEISLOKEVLOEAHREKESVEALREE
LARQQEELREELILQQOQRAQSLEQSLEEQQEALKELTLKEERAREEATQLRQQISTHLSRLEEVQRGKEE
LREQEEKAREETTVKMEALQAQLEVVSSLAAAKDLQLSTLREEASLLCQENTKRAADLKDVQLEKIRLES
LLSEEHRALKEDLAKQQEELRGEVSLHQQRAAELQHQEAALREQEEKSTEEATLKMEALKAAKDLQLSAL
TEKAIALQEQLAKREQEISLQKEVLQEAHREKESLEALREELARQQEELREELILQQQRAQSLEQSLEEQ
QEALKELTLKEERAREEATLKMVALQAAKDLELSTLRQEATQLRQEISTHVSHLEEVKSEGPLREEHTAL
QVQLAKQQEENSLQKGLLQEVQATVLQEREAKEALRGEVSLHQQSLEEQQVAVRETLARQKEEGQAAGQV
QKELMEQFSVLQQEKEALLTRALQAEQNQSELEGSMAELRAQAESRESGQRQQLDALLLEKERLTEGHQV
LEMK! QRLEAVLLEELALLREQMEGTEWEKQIRDLREQLAANTEVVEHYKTQVEKAKSHYSGKKQQL




VESQEQVTELQRSLEVREHEVNAVTTEMKLLQKELEKARNKEKSLSSKVNTLEAQLAFTDRHLREQSQVR
PERGPGGIEKMRGGRESVYLKVPQSQTHOETSGDSLDLSLDDSLNTTTRPLGPDESSTPLVRSSERVARK
RRALGGESLETLYFTPMNNRQINRTSTERRLESSITCLGELALDSARKRPPTSSARRRRTTQVINITMSK
TTPGRGGAGGDSDNEMFYSLSSVRSHPNITGSTHTARPISMEVFHTPGKPAVAVSDQLLSLPGYRRSTVH
VARPQSTGQFCVGAENEPDHAADDWLRIAELQARNQSCLPHLKSSYPLESRPSLGPSFEFTDDDLRMGDP
TETIRRASVMPGQIQESLSSHRLSLHPGQADSTTASRPAYGSHRLSLMPPKPKASSTLNNONTHNLRGSN
LSLKRSAKDQEPDTPEVRMEAKRMATSCFPRPLTPKGGRFSSSNNRQPPSPAERRQSMVFSIDNTPRKAA
SKSGFLORGMNKIRSSTRKSPANKISRVPRSGDVKSPQPGGKAQRKSPRTNSSKSPKNPTSARKEPEVLV
GKPIHLSR

Petromyzon marinus:

>XP_032819484.1 nuclear mitotic apparatus protein 1l-like [Petromyzon marinus]
MVNGRKSAALISWVNCMCAEKTESLWDLKDLSTYLHIIQTIKASVDVKPLLKSSEYEKGNY IREFLHQFF
QKNACLQTVDWDALTVGEHVELELAKLTVAFLCCAVVSTEIQSRMKFLDPDTQIQLHEILKFVMDNEESP
QLQVNLELLLNVGCVVRSPGVFSIATEETSGRFSSPLSSLPLGHTAGVRFRDLQRIASSSMNNLLSSPGS
PSSPMLSFFDQPAVEVRRLKQQLRQEWEQQEKLEGELSSKSQLLKQSEQEVAELRGRVERLVQLTQTRPP
SPLPSELAELHEKTQRLSVTVKQCQELKKENELMEKRLTQLAEENGELSSKVRESCTHLAECRSLFEESS
RSAEQRHAEAEVRIHRLEEALGEALNSKASLEETVRILQGKLGALAEKEASLKEQRNLPPGEVMSEVLOM
EEWHMCOKARERADVGLPPLAKAHTNTTHGHDTPTSSREEQSADENNVSDNDSSTLIVKDRKYLMPNEST
MELEGSMVDQYNVTFREELDGHESKQTGVSQDKCVEATRAR LKQNSLEGSSTSSRREMGIARGVQEN
FEFKNNGHRDTLEQGRTLLQQERVALSKERDILERERAALEKEQMAVIAMGAGNRS ILMGHMLTTEASIA
QQRAILDQEKNKLNLEKAALKAMEDE ININLRQQKSRLDQEKRKLEQDMI ILKQKWNCVEQEQDNLVKER
AIEDQSKASFTKEIIYLKASLEEETSGMKARVEQERVLLENEREKIIQSITANQNDTASLORERIAMQOE
VDVREQARSALICVVAALEKIEVMPGNEKGSVICALEEGMTTLKAILGLDKGIACEGTHIDMADNGIVAQ
AVLQQQRTEPAQDNYFISVGKHGMGHRERDTLCQEKDKTNIEETTWDGERSLSQRESLVSLDQSNDVLDR
DQADLETVRDVLLKADTKMAVLAPMQESAAVKDFMEEDCSPLDOEDSDATVRNQKAFTPAETVRLVQANL
DHEQIVFRDSLQHEVAVLEQKRTTLTASLEQERNRLCELEQASMSVRMEADSLKAALQLEEIVFRATLNE
ERTVLEEMKFKVQODNTLLQDOEKVKLQRDRDLLEDEKVSIERERVALDKMKATLEEMKAIWERERVVLVA
PLEQERVTLKRELAALHQERAKWTTESERLVQEQALLEQORVALQQERESLDOHRGNLKVKSEQERAAQS
ETMYKVEQENACLRTEQKTLIHDMAELRTTVDEEEMSWARKRVALDKEKAENERVKSNLDREMAVIKKQK
SLLDQSMAKFALERTDFLHQKAMIENKSNLKTLIETDCIVLEQEKTGPKQVKGLLDLESATAKQERDVCK
AKQASNTLTQRRAAEALSSSVERHSVVLEQEMYDAVPAKPRQAATQHHETEDTAPPGKVNAALKALQDLE
TDTEIQEMSSPGATEDRKTARSEIRRENVNSSFDQEKGHLELEKNALEKGKENFREDDIMAATMEENLDT
TMQYEVSTDVARSDIVTETGMAPSNTIFTKEECATLQANVSEIEDHFNTGVENTRILSKENLEQTPSEDG
RRHSMVTRSARKRSSRYSQETLYFTPLQTRPSLVGGQAPALDWSLNSLEDLVIDSAKKKPRTSSTRRRTM
HVIDITLNKKVESCRRDSVSSSASTMRSSTTTAYELRSHGDRPTPVQSSNWSLGFPASSASFVTLDTFTS
QNSLQLEDMRSGRLSDASLRSLPGYRPLGPHGTDGRNLEQLQAPPTTRRRKGNASYYMSCVDEPDPEAEW
DELERQGLGAHALPRRQPRAALGTSACYTEGLQENQPPVNCKVDFSEKSDTRNDHLLRQEELGKRNQATL
PHLRSCYPLKVETFMPGEDLCTAKPEMTARRMFLRPALADANADMRKRKSGIGHNTECSPESKKSATMCF
VVPATPRERPPPRASPRRDDHPQRSWPITRRLRQSMSRKKSPSSKASKP

Branchiostoma belcheri:

>XP_019634543.1 PREDICTED: LOW QUALITY PROTEIN: nuclear mitotic apparatus protein 1l-like [Branchiostoma belcheri]
MFNRGKLDALLGWVNLLGVGTVESLKELRDGNILVRIVQLIDPKIEYEAEDPAGRVEVVKSFLEGFHVTS
LGDDTYVRWHLIRQANEDEIAKAATLLLYTAFVSDAREQFMSKMDGRMGKAWEVTIKDILOFNITNNERK
GPRPDFADILKEQSMVSPDAICNGGGGRDGSLTHTNRRHVSVATPMS PGPVVTRLFDSPMSPVRNLMOSP
OMOYKIALTKAQQQVQQLKIELGTKKHI IDENDVQLRKMORALEQKESEMRELSARLDGLRALQDENDAL
QARESERKQLEQRCEKLTKALHEYEVYKTECQELKKQNDRLFEERHGME DAMKRCDOMALQVOELQTELH
CTGQOLOALRDSLKAKDQALQOHMOQEKAQLLEQARHTEERLRETQLELQETMHS SGMESMGESLGS IVEK
RAQELEQELAYTQENWTKPEEAAKLVESLAAARAANASLEDNIRSLIAEGDKQRKDLTEHLDNAVQKYQT
AEQQLNEEMARHKAEIQQHQQEYQALKTDAAMEREALRSKLGAVSSTKTALEVTLENERWTFKAKEEAYR
EEILSTEKKLEGAKQKVAQLEEENSVTMAVMODEKDALERQLKEVSAAAEQKCLOLNDQVSLLOEEKAAY
VANLEGYKARVEAEMTGLQKELEQTLHDKTSAESALHNTKEQLTAVSQEKAAITSALEQVKQQKEEEAGQ
LODQLVTAATENSSLAADLESKAKLCRTLEAEKAMLADAIGKLGASSEKEKSELQSLMSDLOTERDSLOG
QLEDLQQQKEDLTQONSDLHTELDEHSKDKGAALSKIKEVATSNTELKTSLKHSGKRLDSISDCLDILLS
CQEKAMDSLHQEHTELSLENRDLTSKVSELEKQLEESTGOLTHVTEEKESQVLNLELGLRDLOASLDKAE
EKWSMOAETISQRERAAAVLOEQHAKRLOHLESESREQLERAEALRVQLLESNSR EQSCGKLQAEL
QTLOQTQADREAETEKQAADMOTELQFVODRLILSESAKNRAEAQNADLCNELQTMKEQVLSLEADSKAQ
QOQLRDREAAMAAANKAGKELOGOLE I SQVEREAVOQOLDMVHAALDQAEASKCDLKGOLSTAQQOLEQS
KSGSEELRRQLGTAQGQLEEMKTSRDDLOSHLOTAQEQLOQKDAVQGELOKQLOTAQVNLOQSEATRNDL
ONHLOTAQGTAPTKGQVCRVNOKQLOTVEANLQOTEATKNDLOSHLOTAQEQLOOKNTAQAELOKQLOTA
QANVQQTEAARNDLQSHLQIAQEQLKLKDTALGELQNQLQT. LOHTEATRNDLOSHLOTAQEHLOQK
DTAQVELQKQLQTAQVNLQQAECTRNDLQSQLQTAQEQLQOQKDTVQGELQKQLOARQANLQQTEATRNNL
QGQLHTAQEHLOQKDADLONQLOT. KLEHSEAVRNDLQSQLQAMQOEQLNKKD. GVLQIQLKTALAN
LOETEATKSNLOSQLOTAQGOLOEKCTAHDGLOVOLOSSMAKLEQSEASRSDLOGOLOTAQEQLOQKE.
VGCLNSQLEASQVQLEKAEAGRNDLQSQVDLVQAQYMQSQNSSDETVAELRVQAAHFEQECSQLOEEKQQ
LLKQWEDMMAYKVRVEQQCSTLORELGEAAAHSQQLELNNAQLCSQQQEMAAKEKS YROKVEAMOQHFEE
OLRGLKELQGAMEEVQGOKNMLEEQLKMSQSQQQELSEQLHSYOMHYQRKKET IQDLEKSLOKQENAHES
VKNQLQTVQQOERNKLKKENSSLSTDVKTAIEKLKEEEATTKKLYQQVRSLEAQVDLANRQLRQOKHQVSF
ATPAARSLNTSTDSIEDTADETFDLEPRSRQRHSTSRDDLDRTLSNSQVAGEEEGDKKNRTISTDSLEGD
SLDTSIFSRTSQDSGMSTRSQRRRTTVSIEMVQTEDSRRLSRTSTEHVDLGSSIGSASSWRGAAPREFVS
ECEEEPEQYDWDRLSELQRRNTLQPRHLQOSCYPTETQGTALEETEDLSKTLRRTTLRSSQAAKTFSITPG
KKRRHEADENSASRKKTVVMPSTPSKTPSVFKTPKKIASAAAGIFKKPTGKTPSSRRRSPRLOGRGKSPA
GRLNKAKTPTKTPNKHOAKQDPRROSIAFNIGFSPLKGFRKSARKAKEKREAQKEPSQRRMS IANVKSFL
SVNNSKTNKTKAARKPLGTRNNAQTGV

Drosophila melanogaster:

No homolog found.

Hydra wvulgaris:

No homolog found.

Nematostella vectensis:

>XP_032223093.1 nuclear mitotic apparatus protein 1 isoform X1 [Nematostella vectensis]
MNNERVTALLEWINSVSGVNVLFIRDFSTVENVKLLVKTIHLIDKDSDEVLPGYDDATVEGLVGFIISSL
EGIYRQKLDGIVINPNLITVDADEVEIGKVIALMLSAAVQCENANYFVKKIQSFEESVQYQIKEIIETLL
QQVEHGGLDASAITKLLKHTTGKNKEKQELPAGTDCVESPLPGKSPTETLFSSSPFLSLMSSPQLKTKQH
QFTMNKLHQKVSKLQLSLDAQMHMQOATLEEELADKCKEIDVKDTKMKELNKDVVHLKMVIDELESTQHYK
ADYEKLERESERMKQRVAELEAFREQSCNLDERMADFLEKKAMFKKSVEDMEQLKTKCERYKSQLHEHEF
KASELKAALERRVKDVERLEKERDEALFAASEAMELWKARKSVEIPDEEERLDGDGSPVDTQHTNLDSRI
IELEFTNEKLRAQLASAIDPSEVQRLNDALEDAEQSKRSYEASYVEAKCKILELEDSVCKTETQFKVREK
ELNSRLEELTKNVELSQEKLTHNRKELSRLQSELSLARGEVEAHAIASEKQRATASKALDELLDERKAAE
QAACTRYNELRREMESKERRAEEKVEEIRRDCDHKIRHVTEELHGILETQRQEMRQKRDEFSTREDELKA
AVERVTEERDAVKNAYEEMVGDLKTELENEVKSRVLLEESLQQASTSWESAEAALTEAKAILEKELVSLK
ESQALLNEDNASLNKELVAMCEKEKYIISVNKELEAQISNLKMREEEEKREASRQIADLEEKLAGMVQET
GRLESNIKGWEEEANVWVEEKAQIGKEVACLKDAFSTEMQTEKQSLEAKHSRDIEGMTKINEELKAKLCS
QKQSLDEVTQNYGRLOREMCATEDKLLQITRERNKIEEQLLAEQQGGEERAARQAEEMDHIKADHAKAMQ
EATDLLNRERDAFKAQSLELERACQGLKVAGDEIEGFKRSQNETQELLTIHEKHRAKQMEEELEQLRQDFS
TKQKNLYEDTTKKQTQVRQEYEMERAAWKKKLETANEELVKLRGEMFENSQKHSAELICLRRQTQEKEDE
MEGEKKNMQEHTRQTQEKLQTSETIIKGLRADIKQLEIVKKTLEVEKGQLKSICEDFAKKEKDRLLEVEK
MTKDHEEKIAKIKNENQRALALKDEDAQKLMKETEELKAKMEDEHQKALGLKDEDIQKLMKETDELKAKM
EDEHQKALGLKDEDAQRLIKETEELKAKMAE IEEARKGEVAMAEEERRQKAEEQKKSMDAETHELKRKLE
QSEESLKESDAKFTKTNDELDKVKKALETTQESWKEKETEMAAKLAQSEQLCEDMKDDQELLERLQDEIA




KMEEQVNVLNEEKGLLEEQLEEEQDTNKRLGMQVNSLEAQVKHADMT IREQKAKMOSFENQSEKVKKTRK
MLIEVEKVLPVQEAQELLDESTTESDDSEMRVDDLKLTRQGSSVSFASVNGTDFGKSLSSTSSISRTSLR
STVRPSASRRQSAMYVKGSTPPTRRTTSSAAFFIVGDEFANNMEQESEYEFDWDRLAELERRNTICPPHL
KTSYPVETQTRPSEGNGLHAARSETALTRKRKPEDTLTSSVKERKDMTTSKSEGQIKRSRSKRITDMVSS
KINSLRPSKSNENIKEKQKSGNSLAFEITPPKKRKAEPKAASDTTPRRESTKKETVAFTIENSPPKKCKV
QRTRTINRSTATTQLVRDKDRETFKREKKLETKNRIPLRSSNRKIAK

Amphimedon queenslandica:

No homolog found.
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