
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

Q6ZWR6 SYNE1_MOUSE Mus
musculus

Nesprin-
1

38.570782 S2430;S2437;T5822;S7661 S732;T2268;S5655;S8227;T8278;S8
281;S8284;S8308;T8363;S377;S377
;S8225

34418053;40885482 MATSRASSRSHRDITNVMQRLQDE
QEIVQKRTFTKWINSHLAKRKPPMV
VDDLFEDMKDGIKLLALLEVLSGQK
LPCEQGHRVKRIHAVANIGTALKFLE
GRKIKLVNINATDIADGRPSIVLGLM
WTIILYFQIEELTSNLPQLQSLSSSAS
SVDSMVSTETASPPSKRKVAAKIQG
NAKKTLLKWVQHTAGKQMGIEVKD
FGKSWRTGLAFHSVIHAIQPELVDLE
KVKTRSNRENLEDAFTIAETQLGIPR
LLDPEDVDVDKPDEKSIMTYVAQFL
TQYPDIHGAGCDGQEDDVVFVGFTN
NIALLLGFQRDDRLILKETKVWIEQF
ERDFTRAQMTESSLQDKYQAFKHFR
VQYEMKRKQVEHIIQPLQRDGKLTL
DQALVKQCWERVSSRLFDWHIQLD
KSLPAPLGTIGAWLYRAEVALREEITI
QQVHEETANTIQRKLEQHKDLLQNT
DAHKRAFHEIYQTRSVNGIPMPPDQ
LEDMAERFHFVSSTSELHLMKMEF
LELKYRLLSLLVLAESKLKSWIIKYGR
RESVELLLQSYISFIENSKFFEQYEVT
YQILKQTADIYVKAEGSVEEAENVM
KFMSEATAQWRNLSVEVRSVRSML
EEVISNWDRYGDTVASLQAWLEDAE
KMLSQSEHAKKDFFRNLPHWIQQH
TAMNDAGNFLIETCDEIVSRDLKQQ
LLLLNGRWRELFMEVKQYARADEM
DRMKKEYIDVTTTLFGFATEAHRKL
SEPLEVSFINVKLLIQDLEDLEKRVP
VMDAQYKMIAKKAHLFAKESPQEEA
NEMLTTMSKLKEQLSKVKECCSPLL
YEAQQLTVPLEELETQITSFYDSLGKI
NEILSVLEQEAQSSTLFKQKHQELLA
SQENCKKSLTLIEKGSQSVQKLVTSS
QARKPWDHTKLQKQIADVHHAFQS
MIKKTGDWKKHVEANSRLMKKFEE
SRAELEKVLRVAQEGLEEKGDPEEL
LRRHTEFFSQLDQRVLNAFLKACDE
LTDILPEQEQQGLQEAVRKLHKQWK
DLQGEAPYHLLHLKIAVEKDRFSAA
VEECRAELEQETKLAPQEGSEKIIKE
HRVFFSDKGPHHLCEKRLQLIEELC
GKLPVQDPVRDTCGACHTALKELKA
SIDNTYTMLVDDPDKWKDYTSRFSE
FSSWVSAKKACLKKIKDEPIDTGNH
DEVKHMVDEIRNDITKKGESLSWLK
SRLKYLIDISSENEAQKRGDELAELS
SSFKALVALLSEVEKLLSNFGECVQY
KEIVKSSLEGLISGPQESKEEAEMIL
DSKNLLEAQQLLLHHQQKTKMISAK
KRDLQEQMEQAQQGGQAGPGQEEL
RKLESTLTGLEQSRERQERRIQVSLR
KWERFETNKETVVRYLFQTGSSHER
FLSFSSLESLSSELEQTKEFSKRTESI
ATQAENLVKEAAELPLGPRNKRVLQ
RQAKSIKEQVTTLEDTLEEDIKTME
MVKSKWDHFGSNFETLSIWILEKEN
ELSSLEASASAADVQISQIKVTIQEIE
SKIDSIVGLEEEAQSFAQFVTTGESA
RIKAKLTQIRRYWEELQEHARGLEG
TILGHLSQQQKFEENLRKIRQSVSEF
AERLADPIKICSSAAETYKVLQEHMD
LCQAVESLSSTVTMFSASAQKAVNR
ESCTQEAAALQQQYEEILHKAKEMQ
TALEDLLARWQRLEKGLSPFLTWLE
RCEAIASSPEKDISADRGKVESELQLI
QALQNEVVSQASLYSNLLQLKEALF
SVASKEDVAVMKLQLEQLDERWGD
LPQIISKRMHFLQSVLAEHKQFDELL
FSFSVWIKQFLGELQRTSEINLRDH
QVALTRHKDHAAEIEKKRGEITHLQ
GHLSQLRSLGRAQDLHPLQSKVDDC
FQLFEEASQVVERRKLALAQLAEFL
QSHACMSTLLYQLRQTVEATKSMSK
KQSDSLKTDLHSAIQDVKTLESSAIS
LDGTLTKAQCHLKSASPEERTSCRA
TTDQLSLEVERIQNLLGTKQSEADAL
VALKEAFREQKEELLRSIEDIEERMD
RERLKVPTRQALQHRLRVFNQLEDE

True False 1.495 5.0 1.532 1.768 2.837



LNSHEHELCWLKDKAKQIAQKDVA
FAPEVDREINGLEATWDDTRRQIHE
NQGQCCGLIDLVREYQSLKSTVCNV
LEDASNVVVMRATIKDQGDLKWAFS
KHETSRNEMNSKQKELDSFTSKGK
HLLSELKKIHSGDFSLVKTDMESTL
DKWLDVSERIEENMDMLRVSLSIW
DDVLSRKDEIEGWSNSSLPKLAENIS
NLNNSLRAEELLKELESEVKIKALKL
EDLHSKINNLKELTKNPETPTELQFI
EADLRQKLEHAKEITEEARGTLKDFT
AQRTQVERFVKDITAWLINVEESLTR
CAQTETCEGLKKAKDIRKELQSQQN
SITSTQEELNSLCRKHHSVELESLGR
AMTGLIKKHEATSQLCSQTQARIQD
SLEKHFSGSMKEFQEWFLGAKAAA
RESSNLTGDSQILEARLHNLQGVLD
SLSDGQSKLDVVTQEGQTLYAHLPK
QIVSSIQEQITKANEEFQAFLKQCLK
EKQALQDCVSELGSFEDQHRKLNL
WIHEMEERLKTENLGESKHHISEKK
NEVRKVEMFLGELLAARESLDKLSQ
RGQLLSEESHSAGKGGCRSTQLLTS
YQSLLRVTKEKLRSCQLALKEHEAL
EEATQSMWARVKDVQDRLACAEST
LGNKETLEGRLSQIQDILLMKGEGE
VKLNLAIGKGDQALRSSNKEGQQAI
QDQLEMLKKAWAEAMNSAVHAQST
LESVIDQWNDYLEKKSQLEQWMES
VDQRLEHPLQLQPGLKEKFSLLDHF
QSIVSEAEDHTGALQQLAAKSRELY
QKTQDESFKEAGQEELRTQFQDIMT
VAKEKMRTVEDLVKDHLMYLDAVQ
EFADWLHSAKEELHRWSDTSGDPS
ATQKKLLKIKELIDSREIGAGRLSRVE
SLAPAVKQNTAASGCELLNSEMQAL
RADWRQWEDCLFQTQSSLESLVSE
MALSEQEFFGQVTQLEQALEQFCTL
LKTWAQQLTLLEGKNSDEEILECWH
KGREILDALQKAEPMTEDLKSQLNE
LCRFSRDLSPYSEKVSGLIKEYNCLC
LQASKGCQNKEQILQERFQKASRGF
QQWLVNAKITTAKCFDLPQNLSEVS
SSLQKIQEFLSESENGQHKLNTMLF
KGELLSSLLTEEKAQAVQAKVLTAKE
EWKSFHANLHQKESALENLKIQMK
DFEVSAELVQNWLSKTERLVQESSN
RLYDLPAKRREQQKLQSVLEEIQCYE
PQLHRLKEKARQLWEGQAASKSFV
HRVSQLSSQYLALSNVTKEKVSRLD
RIIAEHNRFSQGVKELQDWMSDAV
HMLDSYCLPTSDKSVLDSRMLKLEA
LLSVRQEKEIQMKMVVTRGEYVLQS
TSLEGSAAVQQQLQAVKDMWESLL
SAAIRCKSQLEGALSKWTSYQDDVR
QFSSWMDSVEVSLTESEKQHTELRE
KITALGKAKLLNEEVLSHSSLLETIE
VKRAAMTEHYVTQLELQDLQERHQ
ALKEKAKEAVTKLEKLVRLHQEYQR
DLKAFESWLEQEQEKLDRCSVHEG
DTNAHETMLRDLQELQVRCAEGQA
LLNSVLHTREDVIPSGLPQAEDRVLE
SLRQDWQVYQHRLAEARMQLNNVV
NKLRLMEQKFQQADEWLKRMEEKI
NFRSECQSSRSDKEIQLLQLKKWHE
DLSAHRDEVEEVGTRAQGILDETHIS
SRMGCQATQLTSRYQALLLQVLEQI
KFFEEELQCLEETESSLSSYSDWYG
STHKNFKNVATKIDKVDESMMGKK
LKTLEVLLKDMEKGHSLLKSAREKG
ERAMKFLAEHEAEALRKEIHTYMEQ
LKNLTSTVRKECMSLEKGLHLAKEF
SDKYKVLAQWMAEYQEILCTPEEPK
MELYEKKAQLSKYKSLQQMVLSHEP
SVTSVQEKSEALLELVQDQSLKDKIQ
KLQSDFQDLCSRAKERVFSLEAKVK
DHEDYNTELQEVEKWLLQMSGRLV
APDLLEMSSLETITQQLAHHKAMM
EEIAGFEDRLDNLKAKGDTLIGQCPE
HLQAKQKQTVQAHLQGTKDSYSAIC
STAQRVYRSLEYELQKHVSSQDTLQ
QCQAWISAVQPDLKPSPQPPLSRAE
AVKQVKHFRALQEQARTYLDLLCSM



0

CDLSNSSVKNTAKDIQQTEQLIEQRL
VQAQNLTQGWEEIKSLKAELWIYLQ
DADQQLQNMKRRHTELEINIAQNM
VMQVKDFIKQLQCKQVSVSTIVEKV
DKLTKNQESPEHKEITHLNDQWQD
LCLQSDKLCAQREQDLQRTSSYHDH
MRVVEAFLEKFTTEWDSLARSNAES
TAIHLEALKKLALALQEEMYAIDDLK
DCKQKLIEQLGLDDRELVREQTSHL
EQRWFQLQDLVKRKIQVSVTNLEEL
NVIQSRFQELMEWAEEQQPNIVEAL
KQSPPPGMAQHLLMDHLAICSELEA
KQVLLKSLMKDADRVMADLGLNER
KVIQKALSEAQKHVSCLSDLVGQRR
KYLNKALSEKTQFLMAVFQATSQIQ
QHERKIVFREYICLLPDDVSKQVKTC
KTAQASLKTYQNEVTGLCAQGRELM
KGITKQEQEEVLGKLQELQTVYDTVL
QKCSHRLQELEKSLVSRKHFKEDFD
KACHWLKQADIVTFPEINLMNEKTE
LHAQLDKYQSILEQSPEYENLLLTLQ
TTGQAMLPSLNEVDHSYLSEKLSAL
PQQFNVIVALAKDKFYKTQEAILARK
EYTSLIELTTQSLGDLEDQFLKMRK
MPSDLIVEESVSLQQSCSALLGEVVA
LGEAVNELNQKKESFRSTGQPWQP
EKMLQLATLYHRLKRQAEQRVSFLE
DTTSVYKEHAQMCRQLESQLEVVKR
EQAKVNEETLPAEEKLKVYHSLAGS
LQDSGILLKRVATHLEDLSPHLDPTA
YEKAKSQVQSWQEELKQMTSDVGE
LVTECESRMVQSIDFQTEMSRSLDW
LRRVKAELSGPVCLDLSLQDIQEEIR
KIQIHQEEVLSSLRIMSALSHKEQEK
FTKAKELISADLEHTLAELQELDGDV
QEALRTRQATLTEIYSRCQRYYQVFQ
AANDWLDDAQEMLQLAGNGLDVES
AEENLRSHMEFFKTEGQFHSNMEE
LRGLVARLDPLIKATGKEELAQKMA
SLEKRSQGIIQESHTQRDLLQRCMV
QWQEYQKAREGVIELMNDAEKKLS
EFAVLKTSSIHEAEEKLSKHKALVSV
VDSFHEKIVALEEKASQLEQTGNDT
SKATLSRSMTTVWQRWTRLRAVAQ
DQEKILEDAVDEWKRLSAKVKETTE
VINQLQGRLPGSSTEKASKAELMTL
LESHDTYLMDLESQQLTLGVLQQRA
LSMLQDRAFPGTEEEVPILRAITALQ
DQCLNMQEKVKNHGKLVKQELQER
EAVETRINSVKSWVQETKDYLGNPTI
EIDTQLEELKRLLAEATSHQESIEKIA
EEQKNKYLGLYTVLPSEISLQLAEVA
LDLKIHDQIQEKVQEIEEGKAMSQE
FSCKIQKVTKDLTTILTKLKAKTDDL
VHAKAEHKMLGEELDGCNSKLMEL
DAAIQTFSERHSQLGQPLAKKIGKLT
ELHQQTIRQAENRLSKLNQALSHM
EEYNEMLETVRKWIEKAKVLVHGNI
AWNSASQLQEQYILHQTLLEESGEI
DSDLEAMAEKVQHLANVYCTGKLS
QQVTQFGREMEELRQAIRVRLRNLQ
DAAKDMKKFEGELRNLQVALEQAQ
TILTSPEVGRRSLKEQLCHRQHLLSE
MESLKPKMQAVQLCQSALRIPEDVV
ASLPLCHAALRLQEEASQLQHTAIQ
QCNIMQAKKHSLIFPPKEAVVQYEQ
YKQEMKHLQQLIEEAHREIEDKPVA
TSNIQELQAQISLHEELAQKIKGYQE
QIDSLNSKCKMLTMKAKHATMLLT
VTEVEGLAEGTEDLDRELHPTPSAH
PSVVMMTAGRCHTLLSPVTEESGEE
GTNSEISSPPACRSPSPVANTEAAVN
QDIAYYQALSAEGLQTDAARIPPSAA
VSQELYEPGLEPSATAKLGDLQRSW
ETLKNVISEKQRTLYEVLERQQKYQ
DSLQSISTKMEAMEMKLGESLEPSR
SPESQMAEHQALMDEVQMLQDEIN
GLQVSLAEELVAESQESDPAEQLAL
QSTLTVLAERMSTIRMKAAGKRQLL
EEKLSDQLEEQRQEQALQRYRCEAD
ELDHWLLNTKATLDVALGTSQEPM
DMDAQLVDCQNMLVEIEQKVVALS
QLSVHNENLLLEGKAHTKEEAEQLA



VKLRLLKGSLGELQRALHDRQLDM
QGVTQEKEENDVDFTDTQSPGVQE
WLAQARTTRTHQRQSSLQQQKEFE
QELAEQKSLLRSVASRGEEILTQHST
AEGSGGLGEKPDVLSQELGIAEDQM
RVKWESLHQEFSAKQKLLQNILEQE
QEQVLYSSPNRLLSGVLPFRGEAQT
QDKTSVTSLLDGLSQAFGEASSQSG
GTDRQSIHLEQKLYDGVSATSTWLN
DVEERLFVATAPLPEETEACLFNQE
ALAKDIKEMSEEMDKNKNLFSQAFP
EDSDNRDVIEDTLGCLLGRLSLLDS
VVDQRCHQMKERLQQILRFQNDLK
VLFTSLADSKYIILQKLANVFEQPIVE
QMQAIQQAEEGLRDLEGGISELKRW
ADKLQVEQSAVQELSKLQDMYDELL
MTVSSRRSSLHQNLALKSQYDKALQ
DLVDLLDTGQEKMTGDQKIIVCSKE
EIQQLLGKHKEYFQGLESHMILTEIL
FRKIVGFAAVKETQFHTDCMAQASA
VLKQAHKRGVELEYILEMWSHLDE
NRQELSRQLEVIENSIPSVGLVEESE
DRLVERTNLYQHLKSSLNEYQPKLY
QALDDGKRLLMSVSCSELESQLNQL
GEHWLSNTNKVSKELHRLETILKH
WTRYQSEAAALNHWLQCAKDRLAF
WTQQSVTVPQELEMVRDHLSAFLE
FSKEVDAKSALKSSVTSTGNQLLRL
KKVDTAALRAELSRMDSQWTDLLTG
IPVVQEKLHQLQMDKLPSRHAISEV
MSWISLMESVILKDEEDIRNAIGYKA
IHEYLQKYKGFKIDLNCKQLTADFVN
QSVLQISSQDVESKRSDKTDFAEQL
GAMNKSWQLLQGRVGEKIQMLEGL
LESWSEYENSVQSLKAWFANQERK
LKEQHLLGDRNSVENALKDCQELE
DLIKAKEKEVEKIEQNGLALIQNKRE
EVSGSVMSTLQELRQTWISLDRTVE
QLKIQLTSALGQWSNHKAACDEING
HLMEARYSLSRFRLLTGSSEAVQVQ
VDNLQNLHDELEKQEGGLQKFGSIT
NQLLKECHPPVAETLSSTLQEVNMR
WNNLLEEIAEQLHSSKALLQLWQRY
KDYSKQCASAIQRQEEQTSVLLKAAT
NKDIADDEVTKWIQDCNDLLKGLET
VKDSLFILRELGEQLGQQVDVSAAA
AIQCEQLCFSQRLGALEQALCKQQA
VLQAGVVDYETFAKSLEALEVWMVE
AEGILQGQDPTHSSDLSTIQERMEE
LKGQMLKFSSLAPDLDRLNELGYRL
PLNDKEIKRMQNLNRHWSLTSSQT
TERFSKLQSFLLQHQTFLEKCETWM
EFLVQTEHKLAVEISGNYQHLLEQQ
RAHELFQAEMFSRQQILHSIIVDGQ
NLLEQGQVDDREEFSLKLTLLSNQ
WQGVIRRAQQRRGIIDSQIRQWQRY
REMAEKLRKWLAEVSHLPLSGLGNI
PVPLQQVRMLFDEVQFKEKVFLRQQ
GSYILTVEAGKQLLLSADSGAEAALQ
AELTDIQEKWKAASMHLEEQKKKLA
FLLKDWEKCERGIANSLEKLRMFKK
RLSQPLPDHHEELHAEQMRCKELE
NAVGRWTDDLTELMLVRDALAVYLS
AEDISMLKERVELLQRQWEELCHQV
SLRRQQVSERLNEWAVFSEKNKEL
CEWLTQMESKVSQNGDILIEEMIEK
LKKDYQEEIAVAQENKIQLQEMGER
LAKASHESKASEIQYKLSRVKDRWQ
HLLDLMAARVKKLKETLVAVQQLDK
NMGSLRTWLAHMESELAKPIVYDS
CNSEEIQRKLNEQQELQRDIEKHST
GVASVLNLCEVLLHDCDACATDAEC
DSIQQATRNLDRRWRNICAMSMER
RLKIEETWRLWQKFLDDYSRFEDWL
EVSERTAAFPSSSGVLYTVAKEELKK
FEAFQRQVHESLTQLELINKQYRRL
ARENRTDSACSLRQMVHGGNQRW
DDLQKRVTSILRRLKHFISQREEFET
ARDSILVWLTEMDLQLTNIEHFSEC
DVQAKIKQLKAFQQEISLNHNKIEQI
IAQGEQLIEKSEPLDAAVIEEELDELR
RYCQEVFGRVERYHKKLIRLPVRLPD
DHDLSDRELDLEDSTALSDLRWQDP



SADGMPSPQPSSNPSLSLPQPLRSE
RSGRDTPASVDSIPLEWDHDYDLSR
DLESASRTLPSEDEEGEEDKEFYLR
GAVGLSGDPSSLESQMRQLDKALDD
SRFQIQQTANILRSKTPTGPDLDTSY
KGYMKLLGECSGSIDSVRRLEHKLA
EEESFPGFVNLNSTETQTAGVIDRW
ELLQAQAMSKELRMKQNLQKWQQ
FNSDLNNIWAWLGETEEELDRLQH
LALSTDIHTIESHIKKLKELQKAVDH
RKAIILSINLCSSEFTQADSKESHDL
QDRLSQMNGRWDRVCSLLEDWRG
LLQDALMQCQEFHEMSHALLLMLE
NIDRRKNEIVPIDSTLDPETLQDHHK
QLMQIKQELLKSQLRVASLQDMSRQ
LLVNAEGSDCLEAKEKVHVIGNRLK
LLLKEVSHHIKDLEKLLDMSSSQQD
LSSWSSADELDTSGSVSPTSGRSTP
NRQKSPRGKCSLSQPGPSVSSPKSR
STRDGSDSSRSDPRPERVGRAFLFRI
LRAALPFQLLLLLLIGLTCLVPMSEK
DYSCALSNNFARSFHPMLRYTNGPP
PL


