}Jl;l iprotKB Entry name organism [full name |oglcnacscore zgicsnac phosphorylation sites PMIDS 'sequence intracellular extracellular cytosol nucleus mitochndrion ::tcil gll:ll:fnmlc g;:)galra v
P16546 SPTN1_MOUSE |Mus Spectrin 37.526017 NaN S587;5924;5982;5999;S1029;S1031 [22645316;36064721;33300544;362 [MDPSGVKVLETAEDIQERRQQVLDR (None None None [None |None None None
musculus [alpha ;S1041;T1176;S1190;S1207;S1217; (88343 YHRFKELSTLRRQKLEDSYRFQFFQ
chain, non- S1291;S1306;S1323;S1338;51550;S RDAEELEKWIQEKLQVASDENYKDP
erythrocytic 1557;S1578;S1615;S1647;T2020;T2 TNLQGKLQKHQAFEAEVQANSGAIV
1 066 KLDETGNLMISEGHFASETIRTRLM

ELHRQWELLLEKMREKGIKLLQAQK
LVQYLRECEDVMDWINDKEAIVTSE
ELGQDLEHVEVLQKKFEEFQTDLAA
HEERVNEVSQFAAKLIQEQHPEEELI
KTKQDEVNAAWQRLKGLALQRQGK
LFGAAEVQRFNRDVDETIGWIKEKE
QLMASDDFGRDLASVQALLRKHEG
LERDLAALEDKVKALCAEADRLQQS
HPLSASQIQVKREELITNWEQIRTLA
IAERHARLDDSYRLQRFLADFRDLTS
WVTEMKALINADELANDVAGAEALL
DRHQEHKGEIDAHEDSFKSADESG
QALLAASHYASDEVREKLSILSEERT
IALLELWELRRQQYEQCMDLQLFYR
DTEQVDNWMSKQEAFLLNEDLGDS
LDSVEALLKKHEDFEKSLSAQEEKIT
IALDEFATKLIQNNHYAMEDVATRRD
IALLSRRNALHERAMHRRAQLADSF
HLQQFFRDSDELKSWVNEKMKTAT
DEAYKDPSNLQGKVQKHQAFEAELS
IANQSRIDALEKAGQKLIDVNHYAKE
EVAARMNEVISLWKKLLEATELKGI
KLREANQQQQFNRNVEDIELWLYE
IVEGHLASDDYGKDLTNVQNLQKKH
IALLEADVAAHQDRIDGITIQARQFQD
IAGHFDAENIKKKQEALVARYEALKE
PMVARKQKLADSLRLQQLFRDVEDE
ETWIREKEPIAASTNRGKDLIGVQNL
LKKHQALQAEIAGHEPRIKAVTQKG
NAMVEEGHFAAEDVKAKLSELNQK
WEALKAKASQRRQDLEDSLQAQQY
FADANEAESWMREKEPIVGSTDYGK
DEDSAEALLKKHEALMSDLSAYGSS
IQALREQAQSCRQQVAPMDDETGKE
LVLALYDYQEKSPREVTMKKGDILTL
LNSTNKDWWKVEVNDRQGFVPAAY
IVKKLDPAQSASRENLLEEQGSIALR
QGQIDNQTRITKEAGSVSLRMKQVE
ELYQSLLELGEKRKGMLEKSCKKFM
LFREANELQQWITEKEAALTNEEVG
IADLEQVEVLQKKFDDFQKDLKANES
RLKDINKVAEDLESEGLMAEEVQAV
QQQEVYGAMPRDEADSKTASPWKS
IARLMVHTVATFNSIKELNERWRSLQ
QLAEERSQLLGSAHEVQRFHRDADE
TKEWIEEKNQALNTDNYGHDLASV
QALQRKHEGFERDLAALGDKVNSL
GETAQRLIQSHPESAEDLKEKCTEL
NQAWTSLGKRADQRKAKLGDSHDL
QRFLSDFRDLMSWINGIRGLVSSDE
LAKDVTGAEALLERHQEHRTEIDAR
IAGTFQAFEQFGQQLLAHGHYASPEI
KEKLDILDQERTDLEKAWVQRRMM
LDHCLELQLFHRDCEQAENWMAAR
EAFLNTEDKGDSLDSVEALIKKHED
FDKAINVQEEKIAALQAFADQLIAVD
HYAKGDIANRRNEVLDRWRRLKAQ
MIEKRSKLGESQTLQQFSRDVDEIE
IAWISEKLQTASDESYKDPTNIQSKH
QKHQAFEAELHANADRIRGVIDMG
NSLIERGACAGSEDAVKARLAALAD
QWQFLVQKSAEKSQKLKEANKQQN
FNTGIKDFDFWLSEVEALLASEDYG
KDLASVNNLLKKHQLLEADISAHED
RLKDLNSQADSLMTSSAFDTSQVKE
KRDTINGRFQKIKSMATSRRAKLSES
HRLHQFFRDMDDEESWIKEKKLLV
SSEDYGRDLTGVQNLRKKHKRLEAE
LAAHEPAIQGVLDTGKKLSDDNTIG
QEEIQQRLAQFVEHWKELKQLAAAR
GQRLEESLEYQQFVANVEEEEAWIN
EKMTLVASEDYGDTLAAIQGLLKKH
EAFETDFTVHKDRVNDVCTNGQDLI
KKNNHHEENISSKMKGLNGKVSDL
EKAAAQRKAKLDENSAFLQFNWKA




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




