}Jl;l iprotKB Entry name organism [full name |oglcnacscore oglcnac phosp ylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi
sites reticulum |apparat
Q13813 SPTN1_HUMAN Homo Spectrin 19.160175 S1550 [S587;5924;5982;5999;S1029;S1031 [34725712;38665916;34019948;332 [MDPSGVKVLETAEDIQERRQQVLDR [True False 4.291 |1.453 |False False False
sapiens [alpha ;S1041;T1176;S1190;S1207;S1217; |14551;30379171;30620550;350084 [YHRFKELSTLRRQKLEDSYRFQFFQ
chain, non- S$1291;S1306;S1323;S1338;51550;S |09;35083852;35138101;26853435;4 |RDAEELEKWIQEKLQIASDENYKDP
erythrocytic 1557;51578;S1615;S1647;T2020 0596516;22121020 TNLQGKLQKHQAFEAEVQANSGAIV
1 KLDETGNLMISEGHFASETIRTRLM

ELHRQWELLLEKMREKGIKLLQAQK
LVQYLRECEDVMDWINDKEAIVTSE
ELGQDLEHVEVLQKKFEEFQTDMA
AHEERVNEVNQFAAKLIQEQHPEEE
LIKTKQDEVNAAWQRLKGLALQRQG
KLFGAAEVQRFNRDVDETISWIKEK
EQLMASDDFGRDLASVQALLRKHE
GLERDLAALEDKVKALCAEADRLQQ
SHPLSATQIQVKREELITNWEQIRTL
AAERHARLNDSYRLQRFLADFRDLT
SWVTEMKALINADELASDVAGAEAL
LDRHQEHKGEIDAHEDSFKSADESG
QALLAAGHYASDEVREKLTVLSEER
AALLELWELRRQQYEQCMDLQLFY
RDTEQVDNWMSKQEAFLLNEDLGD
SLDSVEALLKKHEDFEKSLSAQEEKI
TALDEFATKLIQNNHYAMEDVATRR
DALLSRRNALHERAMRRRAQLADS
FHLQQFFRDSDELKSWVNEKMKTA
TDEAYKDPSNLQGKVQKHQAFEAEL
SANQSRIDALEKAGQKLIDVNHYAK
DEVAARMNEVISLWKKLLEATELKG
IKLREANQQQQFNRNVEDIELWLYE
VEGHLASDDYGKDLTNVQNLQKKH
ALLEADVAAHQDRIDGITIQARQFQD
AGHFDAENIKKKQEALVARYEALKE
PMVARKQKLADSLRLQQLFRDVEDE
ETWIREKEPIAASTNRGKDLIGVQNL
LKKHQALQAEIAGHEPRIKAVTQKG
NAMVEEGHFAAEDVKAKLHELNQK
WEALKAKASQRRQDLEDSLQAQQY
FADANEAESWMREKEPIVGSTDYGK
DEDSAEALLKKHEALMSDLSAYGSS
IQALREQAQSCRQQVAPTDDETGKE
LVLALYDYQEKSPREVTMKKGDILTL
LNSTNKDWWKVEVNDRQGFVPAAY
VKKLDPAQSASRENLLEEQGSIALR
QEQIDNQTRITKEAGSVSLRMKQVE
ELYHSLLELGEKRKGMLEKSCKKFM
LFREANELQQWINEKEAALTSEEVG
ADLEQVEVLQKKFDDFQKDLKANES
RLKDINKVAEDLESEGLMAEEVQAV
QQQEVYGMMPRDETDSKTASPWKS
ARLMVHTVATFNSIKELNERWRSLQ
QLAEERSQLLGSAHEVQRFHRDADE
TKEWIEEKNQALNTDNYGHDLASV
QALQRKHEGFERDLAALGDKVNSL
GETAERLIQSHPESAEDLQEKCTEL
NQAWSSLGKRADQRKAKLGDSHDL
QRFLSDFRDLMSWINGIRGLVSSDE
LAKDVTGAEALLERHQEHRTEIDAR
AGTFQAFEQFGQQLLAHGHYASPEI
KQKLDILDQERADLEKAWVQRRMM
LDQCLELQLFHRDCEQAENWMAAR
EAFLNTEDKGDSLDSVEALIKKHED
FDKAINVQEEKIAALQAFADQLIAAG
HYAKGDISSRRNEVLDRWRRLKAQ
MIEKRSKLGESQTLQQFSRDVDEIE
AWISEKLQTASDESYKDPTNIQSKH
QKHQAFEAELHANADRIRGVIDMG
NSLIERGACAGSEDAVKARLAALAD
QWQFLVQKSAEKSQKLKEANKQQN
FNTGIKDFDFWLSEVEALLASEDYG
KDLASVNNLLKKHQLLEADISAHED
RLKDLNSQADSLMTSSAFDTSQVKD
KRDTINGRFQKIKSMAASRRAKLNE
SHRLHQFFRDMDDEESWIKEKKLL
VGSEDYGRDLTGVQNLRKKHKRLEA
ELAAHEPAIQGVLDTGKKLSDDNTIG
KEEIQQRLAQFVEHWKELKQLAAAR
GQRLEESLEYQQFVANVEEEEAWIN
EKMTLVASEDYGDTLAAIQGLLKKH
EAFETDFTVHKDRVNDVCTNGQDLI
KKNNHHEENISSKMKGLNGKVSDL
EKAAAQRKAKLDENSAFLQFNWKA




DVVESWIGEKENSLKTDDYGRDLSS
VQTLLTKQETFDAGLQAFQQEGIANI
TALKDQLLAAKHVQSKAIEARHASL
MKRWSQLLANSAARKKKLLEAQSH
FRKVEDLFLTFAKKASAFNSWFENA
EEDLTDPVRCNSLEEIKALREAHDA
FRSSLSSAQADFNQLAELDRQIKSFR
VASNPYTWFTMEALEETWRNLQKII
KERELELQKEQRRQEENDKLRQEFA
QHANAFHQWIQETRTYLLDGSCMV
EESGTLESQLEATKRKHQEIRAMRS
QLKKIEDLGAAMEEALILDNKYTEH
STVGLAQQWDQLDQLGMRMQHNL
EQQIQARNTTGVTEEALKEFSMMFK
HFDKDKSGRLNHQEFKSCLRSLGY
DLPMVEEGEPDPEFEAILDTVDPNR
DGHVSLQEYMAFMISRETENVKSSE
EIESAFRALSSEGKPYVTKEELYQNL
TREQADYCVSHMKPYVDGKGRELPT
AFDYVEFTRSLFVN




