
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q9NRC6 SPTN5_HUMAN Homo
sapiens

Spectrin
beta	chain,
non-
erythrocytic
5

19.994096 NaN NaN 37217939 MAGQPHSPRELLGAAGHRSRRPSTE
LRVPPSPSLTMDSQYETGHIRKLQA
RHMQMQEKTFTKWINNVFQCGQA
GIKIRNLYTELADGIHLLRLLELISGE
ALPPPSRGRLRVHFLENSSRALAFLR
AKVPVPLIGPENIVDGDQTLILGLIWV
IILRFQISHISLDKEEFGASAALLSTK
EALLVWCQRKTASYTNVNITDFSRS
WSDGLGFNALIHAHRPDLLDYGSLR
PDRPLHNLAFAFLVAEQELGIAQLLD
PEDVAAAQPDERSIMTYVSLYYHYCS
RLHQGQTVQRRLTKILLQLQETELL
QTQYEQLVADLLRWIAEKQMQLEAR
DFPDSLPAMRQLLAAFTIFRTQEKPP
RLQQRGAAEALLFRLQTALQAQNRR
PFLPHEGLGLAELSQCWAGLEWAE
AARSQALQQRLLQLQRLETLARRFQ
HKAALRESFLKDAEQVLDQARAPPA
SLATVEAAVQRLGMLEAGILPQEGR
FQALAEIADILRQEQYHSWADVARR
QEEVTVRWQRLLQHLQGQRKQVAD
MQAVLSLLQEVEAASHQLEELQEPA
RSTACGQQLAEVVELLQRHDLLEAQ
VSAHGAHVSHLAQQTAELDSSLGTS
VEVLQAKARTLAQLQQSLVALVRAR
RALLEQTLQRAEFLRNCEEEEAWLK
ECGQRVGNAALGRDLSQIAGALQKH
KALEAEVHRHQAVCVDLVRRGRDLS
ARRPPTQPDPGERAEAVQGGWQLL
QTRVVGRGARLQTALLVLQYFADAA
EAASWLRERRSSLERASCGQDQAAA
ETLLRRHVRLERVLRAFAAELRRLEE
QGRAASARASLFTVNSALSPPGESLR
NPGPWSEASCHPGPGDAWKMALPA
EPDPDFDPNTILQTQDHLSQDYESL
RALAQLRRARLEEAMALFGFCSSCG
ELQLWLEKQTVLLQRVQPQADTLEV
MQLKYENFLTALAVGKGLWAEVSSS
AEQLRQRYPGNSTQIQRQQEELSQR
WGQLEALKREKAVQLAHSVEVCSFL
QECGPTQVQLRDVLLQLEALQPGSS
EDTCHALQLAQKKTLVLERRVHFLQ
SVVVKVEEPGYAESQPLQGQVETLQ
GLLKQVQEQVAQRARRQAETQARQ
SFLQESQQLLLWAESVQAQLRSKEV
SVDVASAQRLLREHQDLLEEIHLWQ
ERLQQLDAQSQPMAALDCPDSQEV
PNTLRVLGQQGQELKVLWEQRQQW
LQEGLELQKFGREVDGFTATCANHQ
AWLHLDNLGEDVREALSLLQQHRE
FGRLLSTLGPRAEALRAHGEKLVQS
QHPAAHTVREQLQSIQAQWTRLQG
RSEQRRRQLLASLQLQEWKQDVAEL
MQWMEEKGLMAAHEPSGARRNIL
QTLKRHEAAESELLATRRHVEALQQ
VGRELLSRRPCGQEDIQTRLQGLRS
KWEALNRKMTERGDELQQAGQQE
QLLRQLQDAKEQLEQLEGALQSSET
GQDLRSSQRLQKRHQQLESESRTLA
AKMAALASMAHGMAASPAILEETQK
HLRRLELLQGHLAIRGLQLQASVEL
HQFCHLSNMELSWVAEHMPHGSP
TSYTECLNGAQSLHRKHKELQVEVK
AHQGQVQRVLSSGRSLAASGHPQA
QHIVEQCQELEGHWAELERACEAR
AQCLQQAVTFQQYFLDVSELEGWVE
EKRPLVSSRDYGRDEAATLRLINKH
QALQEELAIYWSSMEELDQTAQTLT
GPEVPEQQRVVQERLREQLRALQEL
AATRDRELEGTLRLHEFLREAEDLQ
GWLASQKQAAKGGESLGEDPEHAL
HLCTKFAKFQHQVEMGSQRVAACR
LLAESLLERGHSAGPMVRQRQQDL
QTAWSELWELTQARGHALRDTETTL
RVHRDLLEVLTQVQEKATSLPNNVA
RDLCGLEAQLRSHQGLERELVGTER

True False 4.49 1.815 1.614 0.916 0.665 3.789 1.113



QLQELLETAGRVQKLCPGPQAHAVQ
QRQQAVTQAWAVLQRRMEQRRAQL
ERARLLARFRTAVRDYASWAARVRQ
DLQVEESSQEPSSGPLKLSAHQWLR
AELEAREKLWQQATQLGQQALLAAG
TPTKEVQEELRALQDQRDQVYQTWA
RKQERLQAEQQEQLFLRECGRLEEI
LAAQEVSLKTSALGSSVEEVEQLIRK
HEVFLKVLTAQDKKEAALRERLKTL
RRPRVRDRLPILLQRRMRVKELAES
RGHALHASLLMASFTQAATQAEDWI
QAWAQQLKEPVPPGDLRDKLKPLLK
HQAFEAEVQAHEEVMTSVAKKGEA
LLAQSHPRAGEVSQRLQGLRKHWE
DLRQAMALRGQELEDRRNFLEFLQ
RVDLAEAWIQEKEVKMNVGDLGQD
LEHCLQLRRRLREFRGNSAGDTVGD
ACIRSISDLSLQLKNRDPEEVKIICQR
RSQLNNRWASFHGNLLRYQQQLEG
ALEIHVLSRELDNVTKRIQEKEALIQ
ALDCGKDLESVQRLLRKHEELEREV
HPIQAQVESLEREVGRLCQRSPEAA
HGLRHRQQEVAESWWQLRSRAQKR
REALDALHQAQKLQAMLQELLVSA
QRLRAQMDTSPAPRSPVEARRMLEE
HQECKAELDSWTDSISLARSTGQQL
LTAGHPFSSDIRQVLAGLEQELSSLE
GAWQEHQLQLQQALELQLFLSSVE
KMERWLCSKEDSLASEGLWDPLAP
MEPLLWKHKMLEWDLEVQAGKISA
LEATARGLHQGGHPEAQSALGRCQ
AMLLRKEALFRQAGTRRHRLEELRQ
LQAFLQDSQEVAAWLREKNLVALEE
GLLDTAMLPAQLQKQQNFQAELDA
SMHQQQELQREGQRLLQGGHPASE
AIQERLEELGALWGELQDNSQKKVA
KLQKACEALRLRRSMEELENWLEPI
EVELRAPTVGQALPGVGELLGTQRE
LEAAVDKKARQAEALLGQAQAFVRE
GHCLAQDVEEQARRLLQRFKSLREP
LQERRTALEARSLLLKFFRDADEEM
AWVQEKLPLAAAQDYGQSLSAVRHL
QEQHQNLESEMSSHEALTRVVLGT
GYKLVQAGHFAAHEVAARVQQLEKA
MAHLRAEAARRRLLLQQAQEAQQF
LTELLEAGSWLAERGHVLDSEDMG
HSAEATQALLRRLEATKRDLEAFSP
RIERLQQTAALLESRKNPESPKVLAQ
LQAVREAHAELLRRAEARGHGLQEQ
LQLHQLERETLLLDAWLTTKAATAE
SQDYGQDLEGVKVLEEKFDAFRKEV
QSLGQAKVYALRKLAGTLERGAPRR
YPHIQAQRSRIEAAWERLDQAIKART
ENLAAAHEVHSFQQAAAELQGRMQ
EKTALMKGEDGGHSLSSVRTLQQQ
HRRLERELEAMEKEVARLQTEACRL
GQLHPAAPGGLAKVQEAWATLQAK
AQERGQWLAQAAQGHAFLGRCQEL
LAWAQERQELASSEELAEDVAGAEQ
LLGQHEELGQEIRECRLQAQDLRQE
GQQLVDNSHFMSAEVTECLQELEG
RLQELEEAWALRWQRCAESWGLQK
LRQRLEQAEAWLACWEGLLLKPDY
GHSVSDVELLLHRHQDLEKLLAAQE
EKFAQMQKTEMEQELLLQPQELKP
GRAGSSLTSFQWRPSGHQGLGAQL
AETRDPQDAKGTPTMEGSLEFKQHL
LPGGRQPSSSSWDSCRGNLQGSSLS
LFLDERMAAEKVASIALLDLTGARCE
RLRGRHGRKHTFSLRLTSGAEILFAA
PSEEQAESWWRALGSTAAQSLSPKL
KAKPVSSLNECTTKDARPGCLLRSD
P


