
UniprotKB
ID Entry	name organism full

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

reticulum
golgi
apparatus

P20929 NEBU_HUMAN Homo
sapiens

Nebulin 23.93148 T1867;S1868;S4129;S4131;S4665;S
5685

NaN 28411811;30379171;31492838;382
53038

MADDEDYEEVVEYYTEEVVYEEVPG
ETITKIYETTTTRTSDYEQSETSKPAL
AQPALAQPASAKPVERRKVIRKKVDP
SKFMTPYIAHSQKMQDLFSPNKYKE
KFEKTKGQPYASTTDTPELRRIKKVQ
DQLSEVKYRMDGDVAKTICHVDEKA
KDIEHAKKVSQQVSKVLYKQNWEDT
KDKYLLPPDAPELVQAVKNTAMFSK
KLYTEDWEADKSLFYPYNDSPELRR
VAQAQKALSDVAYKKGLAEQQAQFT
PLADPPDIEFAKKVTNQVSKQKYKE
DYENKIKGKWSETPCFEVANARMN
ADNISTRKYQEDFENMKDQIYFMQT
ETPEYKMNKKAGVAASKVKYKEDYE
KNKGKADYNVLPASENPQLRQLKAA
GDALSDKLYKENYEKTKAKSINYCET
PKFKLDTVLQNFSSDKKYKDSYLKDI
LGHYVGSFEDPYHSHCMKVTAQNS
DKNYKAEYEEDRGKGFFPQTITQEY
EAIKKLDQCKDHTYKVHPDKTKFTQ
VTDSPVLLQAQVNSKQLSDLNYKAK
HESEKFKCHIPPDTPAFIQHKVNAY
NLSDNLYKQDWEKSKAKKFDIKVDA
IPLLAAKANTKNTSDVMYKKDYEKN
KGKMIGVLSINDDPKMLHSLKVAKN
QSDRLYKENYEKTKAKSMNYCETPK
YQLDTQLKNFSEARYKDLYVKDVLG
HYVGSMEDPYHTHCMKVAAQNSDK
SYKAEYEEDKGKCYFPQTITQEYEAI
KKLDQCKDHTYKVHPDKTKFTAVTD
SPVLLQAQLNTKQLSDLNYKAKHEG
EKFKCHIPADAPQFIQHRVNAYNLS
DNVYKQDWEKSKAKKFDIKVDAIPL
LAAKANTKNTSDVMYKKDYEKSKGK
MIGALSINDDPKMLHSLKTAKNQSD
REYRKDYEKSKTIYTAPLDMLQVTQA
KKSQAIASDVDYKHILHSYSYPPDSI
NVDLAKKAYALQSDVEYKADYNSW
MKGCGWVPFGSLEMEKAKRASDIL
NEKKYRQHPDTLKFTSIEDAPITVQS
KINQAQRSDIAYKAKGEEIIHKYNLP
PDLPQFIQAKVNAYNISENMYKADL
KDLSKKGYDLRTDAIPIRAAKAARQA
ASDVQYKKDYEKAKGKMVGFQSLQ
DDPKLVHYMNVAKIQSDREYKKDYE
KTKSKYNTPHDMFNVVAAKKAQDV
VSNVNYKHSLHHYTYLPDAMDLELS
KNMMQIQSDNVYKEDYNNWMKGI
GWIPIGSLDVEKVKKAGDALNEKKY
RQHPDTLKFTSIVDSPVMVQAKQNT
KQVSDILYKAKGEDVKHKYTMSPDL
PQFLQAKCNAYNISDVCYKRDWYDL
IAKGNNVLGDAIPITAAKASRNIASDY
KYKEAYEKSKGKHVGFRSLQDDPKL
VHYMNVAKLQSDREYKKNYENTKT
SYHTPGDMVSITAAKMAQDVATNV
NYKQPLHHYTYLPDAMSLEHTRNV
NQIQSDNVYKDEYNSFLKGIGWIPIG
SLEVEKVKKAGDALNERKYRQHPDT
VKFTSVPDSMGMVLAQHNTKQLSD
LNYKVEGEKLKHKYTIDPELPQFIQA
KVNALNMSDAHYKADWKKTIAKGY
DLRPDAIPIVAAKSSRNIASDCKYKE
AYEKAKGKQVGFLSLQDDPKLVHYM
NVAKIQSDREYKKGYEASKTKYHTPL
DMVSVTAAKKSQEVATNANYRQSY
HHYTLLPDALNVEHSRNAMQIQSD
NLYKSDFTNWMKGIGWVPIESLEVE
KAKKAGEILSEKKYRQHPEKLKFTYA
MDTMEQALNKSNKLNMDKRLYTEK
WNKDKTTIHVMPDTPDILLSRVNQI
TMSDKLYKAGWEEEKKKGYDLRPD
AIAIKAARASRDIASDYKYKKAYEQAK
GKHIGFRSLEDDPKLVHFMQVAKM
QSDREYKKGYEKSKTSFHTPVDMLS
VVAAKKSQEVATNANYRNVIHTYNM
LPDAMSFELAKNMMQIQSDNQYKA
DYADFMKGIGWLPLGSLEAEKNKKA
MEIISEKKYRQHPDTLKYSTLMDSM
NMVLAQNNAKIMNEHLYKQAWEA

None None None None None None None



0

DKTKVHIMPDIPQIILAKANAINMSD
KLYKLSLEESKKKGYDLRPDAIPIKAA
KASRDIASDYKYKYNYEKGKGKMVG
FRSLEDDPKLVHSMQVAKMQSDRE
YKKNYENTKTSYHTPADMLSVTAAK
DAQANITNTNYKHLIHKYILLPDAM
NIELTRNMNRIQSDNEYKQDYNEW
YKGLGWSPAGSLEVEKAKKATEYAS
DQKYRQHPSNFQFKKLTDSMDMVL
AKQNAHTMNKHLYTIDWNKDKTKI
HVMPDTPDILQAKQNQTLYSQKLYK
LGWEEALKKGYDLPVDAISVQLAKA
SRDIASDYKYKQGYRKQLGHHVGFR
SLQDDPKLVLSMNVAKMQSEREYK
KDFEKWKTKFSSPVDMLGVVLAKKC
QELVSDVDYKNYLHQWTCLPDQND
VVQAKKVYELQSENLYKSDLEWLRG
IGWSPLGSLEAEKNKRASEIISEKKY
RQPPDRNKFTSIPDAMDIVLAKTNA
KNRSDRLYREAWDKDKTQIHIMPDT
PDIVLAKANLINTSDKLYRMGYEELK
RKGYDLPVDAIPIKAAKASREIASEYK
YKEGFRKQLGHHIGARNIEDDPKM
MWSMHVAKIQSDREYKKDFEKWKT
KFSSPVDMLGVVLAKKCQTLVSDVD
YKNYLHQWTCLPDQSDVIHARQAYD
LQSDNLYKSDLQWLKGIGWMTSGS
LEDEKNKRATQILSDHVYRQHPDQF
KFSSLMDSIPMVLAKNNAITMNHRL
YTEAWDKDKTTVHIMPDTPEVLLAK
QNKVNYSEKLYKLGLEEAKRKGYD
MRVDAIPIKAAKASRDIASEFKYKEG
YRKQLGHHIGARAIRDDPKMMWSM
HVAKIQSDREYKKDFEKWKTKFSSP
VDMLGVVLAKKCQTLVSDVDYKNYL
HQWTCLPDQSDVIHARQAYDLQSD
NMYKSDLQWMRGIGWVSIGSLDVE
KCKRATEILSDKIYRQPPDRFKFTSV
TDSLEQVLAKNNAITMNKRLYTEAW
DKDKTQIHIMPDTPEIMLARQNKINY
SETLYKLANEEAKKKGYDLRSDAIPI
VAAKASRDVISDYKYKDGYRKQLGH
HIGARNIEDDPKMMWSMHVAKIQS
DREYKKDFEKWKTKFSSPVDMLGV
VLAKKCQTLVSDVDYKNYLHEWTCL
PDQNDVIHARQAYDLQSDNIYKSDL
QWLRGIGWVPIGSMDVVKCKRAAEI
LSDNIYRQPPDKLKFTSVTDSLEQVL
AKNNALNMNKRLYTEAWDKDKTQV
HIMPDTPEIMLARQNKINYSESLYR
QAMEEAKKEGYDLRSDAIPIVAAKAS
RDIASDYKYKEAYRKQLGHHIGARAV
HDDPKIMWSLHIAKVQSDREYKKDF
EKYKTRYSSPVDMLGIVLAKKCQTLV
SDVDYKHPLHEWICLPDQNDIIHAR
KAYDLQSDNLYKSDLEWMKGIGWV
PIDSLEVVRAKRAGELLSDTIYRQRP
ETLKFTSITDTPEQVLAKNNALNMN
KRLYTEAWDNDKKTIHVMPDTPEIM
LAKLNRINYSDKLYKLALEESKKEGY
DLRLDAIPIQAAKASRDIASDYKYKE
GYRKQLGHHIGARNIKDDPKMMWS
IHVAKIQSDREYKKEFEKWKTKFSSP
VDMLGVVLAKKCQILVSDIDYKHPL
HEWTCLPDQNDVIQARKAYDLQSDA
IYKSDLEWLRGIGWVPIGSVEVEKVK
RAGEILSDRKYRQPADQLKFTCITDT
PEIVLAKNNALTMSKHLYTEAWDAD
KTSIHVMPDTPDILLAKSNSANISQK
LYTKGWDESKMKDYDLRADAISIKS
AKASRDIASDYKYKEAYEKQKGHHIG
AQSIEDDPKIMCAIHAGKIQSEREYK
KEFQKWKTKFSSPVDMLSILLAKKC
QTLVTDIDYRNYLHEWTCMPDQNDI
IQAKKAYDLQSDALYKADLEWLRGIG
WMPQGSPEVLRVKNAQNIFCDSVY
RTPVVNLKYTSIVDTPEVVLAKSNAE
NISIPKYREVWDKDKTSIHIMPDTPEI
NLARANALNVSNKLYREGWDEMKA
GCDVRLDAIPIQAAKASREIASDYKY
KLDHEKQKGHYVGTLTARDDNKIR
WALIADKLQNEREYRLDWAKWKAKI
QSPVDMLSILHSKNSQALVSDMDYR



NYLHQWTCMPDQNDVIQAKKAYEL
QSDNVYKADLEWLRGIGWMPNDSV
SVNHAKHAADIFSEKKYRTKIETLNF
TPVDDRVDYVTAKQSGEILDDIKYRK
DWNATKSKYTLTETPLLHTAQEAARI
LDQYLYKEGWERQKATGYILPPDAV
PFVHAHHCNDVQSELKYKAEHVKQ
KGHYVGVPTMRDDPKLVWFEHAGQ
IQNERLYKEDYHKTKAKINIPADMVS
VLAAKQGQTLVSDIDYRNYLHQWM
CHPDQNDVIQARKAYDLQSDNVYRA
DLEWLRGIGWIPLDSVDHVRVTKNQ
EMMSQIKYKKNALENYPNFRSVVDP
PEIVLAKINSVNQSDVKYKETFNKAK
GKYTFSPDTPHISHSKDMGKLYSTIL
YKGAWEGTKAYGYTLDERYIPIVGAK
HADLVNSELKYKETYEKQKGHYLAG
KVIGEFPGVVHCLDFQKMRSALNYR
KHYEDTKANVHIPNDMMNHVLAKR
CQYILSDLEYRHYFHQWTSLLEEPN
VIRVRNAQEILSDNVYKDDLNWLKG
IGCYVWDTPQILHAKKSYDLQSQLQ
YTAAGKENLQNYNLVTDTPLYVTAV
QSGINASEVKYKENYHQIKDKYTTVL
ETVDYDRTRNLKNLYSSNLYKEAWD
RVKATSYILPSSTLSLTHAKNQKHLA
SHIKYREEYEKFKALYTLPRSVDDDP
NTARCLRVGKLNIDRLYRSVYEKNK
MKIHIVPDMVEMVTAKDSQKKVSEI
DYRLRLHEWICHPDLQVNDHVRKV
TDQISDIVYKDDLNWLKGIGCYVWD
TPEILHAKHAYDLRDDIKYKAHMLK
TRNDYKLVTDTPVYVQAVKSGKQLS
DAVYHYDYVHSVRGKVAPTTKTVDL
DRALHAYKLQSSNLYKTSLRTLPTGY
RLPGDTPHFKHIKDTRYMSSYFKYK
EAYEHTKAYGYTLGPKDVPFVHVRR
VNNVTSERLYRELYHKLKDKIHTTP
DTPEIRQVKKTQEAVSELIYKSDFFK
MQGHMISLPYTPQVIHCRYVGDITS
DIKYKEDLQVLKGFGCFLYDTPDMV
RSRHLRKLWSNYLYTDKARKMRDK
YKVVLDTPEYRKVQELKTHLSELVYR
AAGKKQKSIFTSVPDTPDLLRAKRGQ
KLQSQYLYVELATKERPHHHAGNQT
TALKHAKDVKDMVSEKKYKIQYEKM
KDKYTPVPDTPILIRAKRAYWNASDL
RYKETFQKTKGKYHTVKDALDIVYH
RKVTDDISKIKYKENYMSQLGIWRSI
PDRPEHFHHRAVTDTVSDVKYKEDL
TWLKGIGCYAYDTPDFTLAEKNKTLY
SKYKYKEVFERTKSDFKYVADSPINR
HFKYATQLMNEKKYRADYEQRKDK
YHLVVDEPRHLLAKTAGDQISQIKYR
KNYEKSKDKFTSIVDTPEHLRTTKVN
KQISDILYKLEYNKAKPRGYTTIHDTP
MLLHVRKVKDEVSDLKYKEVYQRN
KSNCTIEPDAVHIKAAKDAYKVNTNL
DYKKQYEANKAHWKWTPDRPDFLQ
AAKSSLQQSDFEYKLDREFLKGCKL
SVTDDKNTVLALRNTLIESDLKYKEK
HVKERGTCHAVPDTPQILLAKTVSN
LVSENKYKDHVKKHLAQGSYTTLPE
TRDTVHVKEVTKHVSDTNYKKKFVK
EKGKSNYSIMLEPPEVKHAMEVAKK
QSDVAYRKDAKENLHYTTVADRPDI
KKATQAAKQASEVEYRAKHRKEGSH
GLSMLGRPDIEMAKKAAKLSSQVKY
RENFDKEKGKTPKYNPKDSQLYKV
MKDANNLASEVKYKADLKKLHKPVT
DMKESLIMNHVLNTSQLASSYQYKK
KYEKSKGHYHTIPDNLEQLHLKEAT
ELQSIVKYKEKYEKERGKPMLDFETP
TYITAKESQQMQSGKEYRKDYEESIK
GRNLTGLEVTPALLHVKYATKIASEK
EYRKDLEESIRGKGLTEMEDTPDML
RAKNATQILNEKEYKRDLELEVKGR
GLNAMANETPDFMRARNATDIASQI
KYKQSAEMEKANFTSVVDTPEIIHA
QQVKNLSSQKKYKEDAEKSMSYYET
VLDTPEIQRVRENQKNFSLLQYQCD
LKNSKGKITVVQDTPEILRVKENQK
NFSSVLYKEDVSPGTAIGKTPEMMR



VKQTQDHISSVKYKEAIGQGTPIPDL
PEVKRVKETQKHISSVMYKENLGTG
IPTTVTPEIERVKRNQENFSSVLYKE
NLGKGIPTPITPEMERVKRNQENFS
SVLYKENMGKGTPLAVTPEMERVK
HNQENISSVLYKENVGKATATPVTP
EMQRVKRNQENISSVLYKENLGKAT
PTPFTPEMERVKRNQENFSSVLYKE
NMRKATPTPVTPEMERAKRNQENIS
SVLYSDSFRKQIQGKAAYVLDTPEM
RRVRETQRHISTVKYHEDFEKHKGC
FTPVVTDPITERVKKNMQDFSDINY
RGIQRKVVEMEQKRNDQDQETITGL
RVWRTNPGSVFDYDPAEDNIQSRSL
HMINVQAQRRSREQSRSASALSISG
GEEKSEHSEAPDHHLSTYSDGGVFA
VSTAYKHAKTTELPQQRSSSVATQQ
TTVSSIPSHPSTAGKIFRAMYDYMAA
DADEVSFKDGDAIINVQAIDEGWMY
GTVQRTGRTGMLPANYVEAI


