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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

P16086 SPTN1_RAT Rattus
norvegicus

Spectrin
alpha
chain,	non-
erythrocytic
1

36.054081 NaN S587;S924;S982;S999;S1029;S1031
;S1041;T1176;S1190;S1207;S1217;
S1291;S1306;S1323;S1338;S1550;S
1557;S1578;S1615;S1647;T2020;T2
066

18683930;38843836 MDPSGVKVLETAEDIQERRQQVLDR
YHRFKELSTLRRQKLEDSYRFQFFQ
RDAEELEKWIQEKLQVASDENYKDP
TNLQGKLQKHQAFEAEVQANSGAIV
KLDETGNLMISEGHFASETIRTRLM
ELHRQWELLLEKMREKGIKLLQAQK
LVQYLRECEDVMDWINDKEAIVTSE
ELGQDLEHVEVLQKKFEEFQTDLAA
HEERVNEVNQFAAKLIQEQHPEEEL
IKTKQEEVNAAWQRLKGLALQRQGK
LFGAAEVQRFNRDVDETIGWIKEKE
QLMASDDFGRDLASVQALLRKHEG
LERDLAALEDKVKALCAEADRLQQS
HPLSANQIQVKREELITNWEQIRTLA
AERHARLDDSYRLQRFLADFRDLTS
WVTEMKALINADELANDVAGAEALL
DRHQEHKGEIDAHEDSFKSADESG
QALLAAGHYASDEVREKLSILSEERA
ALLELWELRRQQYEQCMDLQLFYR
DTEQVDNWMSKQEAFLLNEDLGDS
LDSVEALLKKHEDFEKSLSAQEEKIT
ALDEFATKLIQNNHYAMEDVATRRD
ALLSRRNALHERAMHRRAQLADSF
HLQQFFRDSDELKSWVNEKMKTAT
DEAYKDPSNLQGKVQKHQAFEAELS
ANQSRIDALEKAGQKLIDVNHYAKE
EVAARMNEVISLWKKLLEATELKGV
KLREANQQQQFNRNVEDIELWLYE
VEGHLASDDYGKDLTNVQNLQKKH
ALLEADVAAHQDRIDGITIQARQFQD
AGHFDAENIKKKQEALVARYEALKE
PMVARKQKLADSLRLQQLFRDVEDE
ETWIREKEPIAASTNRGKDLIGVQNL
LKKHQALQAEIAGHEPRIKAVTQKG
NAMVEEGHFAAEDVKAKLSELNQK
WEALKAKASQRRQDLEDSLQAQQY
FADANEAESWMREKEPIVGSTDYGK
DEDSAEALLKKHEALMSDLSAYGSS
IQALREQAQSCRQQVAPMDDETGKE
LVLALYDYQEKSPREVTMKKGDILTL
LNSTNKDWWKVEVNDRQGFVPAAY
VKKLDPAQSASRENLLEEQGSIALR
QGQIDNQTRITKEAGSVSLRMKQVE
ELYQSLLELGEKRKGMLEKSCKKFM
LFREANELQQWINEKEAALTSEEVG
ADLEQVEVLQKKFDDFQKDLKANES
RLKDINKVAEDLESEGLMAEEVQAV
QQQEVYGMMPRDEADSKTASPWKS
ARLMVHTVATFNSIKELNERWRSLQ
QLAEERSQLLGSAHEVQRFHRDADE
TKEWIEEKNQALNTDNYGHDLASV
QALQRKHEGFERDLAALGDKVNSL
GETAQRLIQSHPESAEDLKEKCTEL
NQAWTSLGKRADQRKAKLGDSHDL
QRFLSDFRDLMSWINGIRGLVSSDE
LAKDVTGAEALLERHQEHRTEIDAR
AGTFQAFEQFGQQLLAHGHYASPEI
KEKLDILDQERTDLEKAWVQRRMM
LDHCLELQLFHRDCEQAENWMAAR
EAFLNTEDKGDSLDSVEALIKKHED
FDKAINVQEEKIAALQAFADQLIAVD
HYAKGDIANRRNEVLDRWRRLKAQ
MIEKRSKLGESQTLQQFSRDVDEIE
AWISEKLQTASDESYKDPTNIQSKH
QKHQAFEAELHANADRIRGVIDMG
NSLIERGACAGSEDAVKARLAALAD
QWQFLVQKSAEKSQKLKEANKQQN
FNTGIKDFDFWLSEVEALLASEDYG
KDLASVNNLLKKHQLLEADISAHED
RLKDLNSQADSLMTSSAFDTSQVKE
KRDTINGRFQKIKSMATSRRAKLSES
HRLHQFFRDMDDEESWIKEKKLLV
SSEDYGRDLTGVQNLRKKHKRLEAE
LAAHEPAIQGVLDTGKKLSDDNTIG
QEEIQQRLAQFVEHWKELKQLAAAR
GQRLEESLEYQQFVANVEEEEAWIN
EKMTLVASEDYGDTLAAIQGLLKKH
EAFETDFTVHKDRVNDVCTNGQDLI
KKNNHHEENISSKMKGLNGKVSDL
EKAAAQRKAKLDENSAFLQFNWKA

True True 4.543 2.676 1.814 1.446 0.948 5.0 1.745



DVVESWIGEKENSLKTDDYGRDLSS
VQTLLTKQETFDAGLQAFQQEGIANI
TALKDQLLAAKHIQSKAIEARHASLM
KRWTQLLANSATRKKKLLEAQSHFR
KVEDLFLTFAKKASAFNSWFENAEE
DLTDPVRCNSLEEIKALREAHDAFR
SSLSSAQADFNQLAELDRQIKSFRVA
SNPYTWFTMEALEETWRNLQKIIKE
RELELQKEQRRQEENDKLRQEFAQ
HANAFHQWIQETRTYLLDGSCMVE
ESGTLESQLEATKRKHQEIRAMRSQ
LKKIEDLGAAMEEALILDNKYTEHST
VGLAQQWDQLDQLGMRMQHNLEQ
QIQARNTTGVTEEALKEFSMMFKHF
DKDKSGRLNHQEFKSCLRSLGYDLP
MVEEGEPDPEFEAILDTVDPNRDGH
VSLQEYMAFMISRETENVKSSEEIES
AFRALSSEGKPYVTKEELYQNLTRE
QADYCVSHMKPYVDGKGRELPTAFD
YVEFTRSLFVN


