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D Entry name organism full name |oglcnacscore oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol \nucleus mitochnd
P11277 SPTB1_HUMAN [Homo Spectrin 25.006206 S671;S767;5S1297;S1652;T1928;S19 |S36;T104;51297;5S2043;T2073;T211 [28411811;30379171;37217939;189 [MTSATEFENVGNQPPYSRINARWDA [None None None [None [None
sapiens |beta chain, 36 0;S2114;S2117;S2123;S2125;S2128 (84734 PDDELDNDNSSARLFERSRIKALAD

erythrocytic

EREVVQKKTFTKWVNSHLARVSCRI
TDLYKDLRDGRMLIKLLEVLSGEML
PKPTKGKMRIHCLENVDKALQFLKE
QRVHLENMGSHDIVDGNHRLVLGLI
WTIILRFQIQDIVVQTQEGRETRSAK
DALLLWCQMKTAGYPHVNVTNFTS
SWKDGLAFNALIHKHRPDLIDFDKL
KDSNARHNLEHAFNVAERQLGIIPL
LDPEDVFTENPDEKSIITYVVAFYHY
FSKMKVLAVEGKRVGKVIDHAIETE
KMIEKYSGLASDLLTWIEQTITVLNS
RKFANSLTGVQQQLQAFSTYRTVEK
PPKFQEKGNLEVLLFTIQSRMRANN
QKVYTPHDGKLVSDINRAWESLEEA
EYRRELALRNELIRQEKLEQLARRFD
RKAAMRETWLSENQRLVAQDNFGY
DLAAVEAAKKKHEAIETDTAAYEERV
RALEDLAQELEKENYHDQKRITARK
DNILRLWSYLQELLQSRRQRLETTL
ALQKLFQDMLHSIDWMDEIKAHLLS
AEFGKHLLEVEDLLQKHKLMEADIA
IQGDKVKAITAATLKFTEGKGYQPCD
PQVIQDRISHLEQCFEELSNMAAGR
KAQLEQSKRLWKFFWEMDEAESWI
KEKEQIYSSLDYGKDLTSVLILQRKH
KAFEDELRGLDAHLEQIFQEAHGMV
IARKQFGHPQIEARIKEVSAQWDQLK
DLAAFCKKNLQDAENFFQFQGDAD
DLKAWLQDAHRLLSGEDVGQDEGA
TRALGKKHKDFLEELEESRGVMEHL
EQQAQGFPEEFRDSPDVTHRLQALR
ELYQQVVAQADLRQQRLQEALDLYT
VFGETDACELWMGEKEKWLAEME
MPDTLEDLEVVQHRFDILDQEMKTL
MTQIDGVNLAANSLVESGHPRSREV
KQYQDHLNTRWQAFQTLVSERREA
'VDSALRVHNYCVDCEETSKWITDKT
KVVESTKDLGRDLAGIIAIQRKLSGL
ERDVAAIQARVDALERESQQLMDSH
PEQKEDIGQRQKHLEELWQGLQQS
LQGQEDLLGEVSQLQAFLQDLDDFQ
AWLSITQKAVASEDMPESLPEAEQL
LQQHAGIKDEIDGHQDSYQRVKESG
EKVIQGQTDPEYLLLGQRLEGLDTG
WNALGRMWESRSHTLAQCLGFQEF
QKDAKQAEAILSNQEYTLAHLEPPD
SLEAAEAGIRKFEDFLGSMENNRDK
VLSPVDSGNKLVAEGNLYSDKIKEK
VQLIEDRHRKNNEKAQEASVLLRDN
LELQNFLQNCQELTLWINDKLLTSQ
DVSYDEARNLHNKWLKHQAFVAEL
ASHEGWLENIDAEGKQLMDEKPQF
TALVSQKLEALHRLWDELQATTKEK
TQHLSAARSSDLRLQTHADLNKWIS
IAMEDQLRSDDPGKDLTSVNRMLAK
LKRVEDQVNVRKEELGELFAQVPSM
GEEGGDADLSIEKRFLDLLEPLGRR
KKQLESSRAKLQISRDLEDETLWVE
ERLPLAQSADYGTNLQTVQLFMKKN
QTLQNEILGHTPRVEDVLQRGQQLV
EAAEIDCQDLEERLGHLQSSWDRLR
EAAAGRLQRLRDANEAQQYYLDADE
IAEAWIGEQELYVISDEIPKDEEGAIV
MLKRHLRQQRAVEDYGRNIKQLASR
IAQGLLSAGHPEGEQITRLQGQVDKH
YAGLKDVAEERKRKLENMYHLFQLK
RETDDLEQWISEKELVASSPEMGQD
FDHVTLLRDKFRDFARETGAIGQER
VDNVNAFIERLIDAGHSEAATIAEWK
DGLNEMWADLLELIDTRMQLLAASY
DLHRYFYTGAEILGLIDEKHRELPED
VGLDASTAESFHRVHTAFERELHLL
GVQVQQFQDVATRLQTAYAGEKAEA
IQNKEQEVSAAWQALLDACAGRRTQ
LVDTADKFRFFSMARDLLSWMESIT
RQIETQERPRDVSSVELLMKYHQGI
NAEIETRSKNFSACLELGESLLQRQ
HQASEEIREKLQQVMSRRKEMNEK




WEARWERLRMLLEVCQFSRDASVA
EAWLIAQEPYLASGDFGHTVDSVEK
LIKRHEAFEKSTASWAERFAALEKPT
TLELKERQIAERPAEETGPQEEEGET
IAGEAPVSHHAATERTSPVSLWSRLS
SSWESLQPEPSHPY




