}Jl;l iprotKB Entry name organism [full name [oglcnacscore °g lcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enc!oplasmlc golgi plasma o3
sites reticulum apparatus membrane re
E9Q4F7 IANR11_MOUSE [Mus Ankyrin  (38.939326 T2030 [S276;S408;T410;S411;5S838;51070; [40997131;36852467 MPKGGCSKTPQQEDFALSNDMVEK (True False 3.33 4.641 [1.007 0.619 False 0.867 0.
musculus [repeat T1111;S1114;S1676;S1777;S1832;T QTGKKDKDKVSLTKTPKLDRSDGGK
domain- 1835;T1836;S1837;S1844;51981;S2 EVRERATKRKLPFTVGANGEQKDSD
containing 139 TEKQGPERKRIKKEPVARKSGLLFG
protein 11 MGLSGIRAGYPLSERQQVALLMQMT

AEESANSPVDTTPKHPSQSTVCQKG
TPNSASKTKDKVNKRNERGETRLHR
AATRGDARRIKELISEGADVNVKDFA
GWTALHEACNRGYYDIAKQLLAAGA
EVNTKGLDDDTPLHDAANNGHYKV
VKLLLRYGGNPQQSNRKGETPLKVA
NSPTMVNLLLGKGTYTSSEESSTES
SEEEDAPSFAPSSSVDGNNTDSEFE
KGLKLKAKNPEPQKTVTPVKDEYEF
DEDDEQDRVPPVDDKHLLKKDYRK
EAKANSFISIPKMEVKSYSKNNTLAP
KKAAHRILSDTSDEEDVSVSIGAGEK
LRLSAHTMLPGSKARESSSSRQQKE
KNKLKKKRKKETKGKEVRFGKRSDK
FCSSGSESESSESEEDDGDSVGSSG
CLKGSPLVLKDPSLFSSLSASSTSSH
GSAVAQKHGSGHTDQHTKHWRTD
NWKAISSPAWSEVSSLSDSSRTGLT
SESDCSSEGSSVESLKPTRRKQEHR
KRGVLQSAPSEKRSSFHPCTDGAVP
KLDKEGKVVKKHKTKHKHKHKEKG
QCSVSQELKLKSFTYEYEDSKQKSD
KAILLESDLSTENKLKVLKHDREHL
KKEDKLGRMKPEDKDWLFKDEKVL
KRIKDANKDMSRAFREDKDRASKAE
RERATKDKSPKEEKLRLYKEERKKK
SKDRASRLERKNDMKEDKLSKEKE
KAFKEDKEKLKKEKLYREDAAFDDY
CNKSQFLDHEDTKFSLSDDQQERW
FSDLSDSSFDFKGEDSWDSVTDYRD
IKNDSVAKLILETVKEDSKEKKRDNK
IREKRDFKDSFFRKRDRDCLDKNSE
KRRDQTEKHKSIPSYLSEKDKKRRE
SAEGGRDRRDGRIRSEEVHREDLKE
CGFESSFKDKSDCDFPKNLEPWERP
HAAREKEKKDALEKERKEKGRADKY
KEKSSERERSDKSTLDKCQKDKEFE
KCFKEKKDGKEKHKDIHSKDRKASF
DQLREKKEKVFSSIISEDFSERKDDR
KGKEKSWYIADIFTDESEDEKDDCV
AGSFKATEASDTQRVDGLPEKEEGR
EHPSDRHRKSSSDRQHTEKPRDKEP
KEKKKDRGASEGGKDKKEKMEKIFE
KHKEKKDKECAERYKDRKERASADS
APEKKNKQKLPEKVEKKHFAEDKVK
SKHKEKPEKEHSRERERKPSRGPDV
EKSLLEKLEEEALHDYREDSNDKISE
'VSSDSFADHGQEPSLSTLLEVSFSEP
PAEDKARDSACLSEKLREKERHRHS
SSSSKKSHERERAKKEKAEKKEKSE
DYKDSISSVRKDASQFEKDFLDAETY
GVSYPTKADVEEELDKAIELFSSEKK
DRSDPEREPAKRIEKELKPYGSSAISI
LKEKKKREKHRERWREEKERHRDK
HVDGFLRHHKDEPKPAAKDKDNPP
NSFKEKSREESLKLSETKLKEKFKE
NTEREKGDSIKMSNGNDKLVPSRDS
GKKDSRPREKLLGDGDLMMTSFER
MLSQKDLEIEERHKRHKERMKQME
KMRHRSGDPKLKEKKPTEDGRKKS
LDFPSKKALGLDKKVKEPAPTLTTGE
SKPHSGPGTESKDWLSGQPLKEVLP
ASPRTEQSRPTGVPTPTSVVSCPSYE
EVMHTPRTPSCSADDYPDLVFDCTD
SQHSMPVSTASTSACSPPFFDRFSV
IASSVVSENAAGQTPTRPISTNLYRSI
SVDIRRTPEEEFSAGDKLFRQQSVPA
PSSFDSPVQHLLEEKAPLPPVPAEKF
ACLSPGYYSPDYGIPSPKVDTLHCPP
TAVVSATPPPDSVFSNLPPKSSPSPR
GELLSPAIEGTLPPDLGLPLDATEDQ
QATAAILPQEPSYLEPLDEGPFTTVIT
EEPVEWTHTAAEQGLSSSSLIASASE
NPVSWPVGSELMLKSPQRFAESPKH
FCPGESLHSTTPGPYSAAEPTYPVSP




GSYPLPAPEPALEEVKDGGTGAIPVA
ISAAEGAAPYAAPARLESFFSNCKSH
PDAPLDTAPEPTGVTAVAQVEALGPL
ESSFLDSNPSISTLSQVEPVSWHEAF
TSPEDDLDLGPFSLPELPLQAKDASD
VEAEAAKASPVPPAESPPGPTGVLGG
GDVPAPAAEEPPAPPPQEASPQLSTE
PEPSEEPKLDVVLEATVETEVLADDS
APEASISNSVPAPSPPQQQPPGGGDE
EAETEDPSATPCCAPDGPTTDGLAQ
AHNSAEASCVVAAAEGPPGNVQAEA
TDPEPKPTSEVPKAPKVEEVPQRMT
RNRAQMLASQSKQGIPAAEKDPMPT
PASRAKGRASEEEDAQAQHPRKRRF
QRSSQQLQQQLNTSTQQTREVIQQT
LAAIVDAIKLDAIEPYHSDRSNPYFEY
LQIRKKIEEKRKILCCITPQAPQCYAE
YVTYTGSYLLDGKPLSKLHIPVIAPPP
SLAEPLKELFKQQEAVRGKLRLQHSI
EREKLIVSCEQEILRVHCRAARTIAN
QAVPFSACTMLLDSEVYNMPLESQG
DENKSVRDRFNARQFISWLQDVDD
KYDRMKTCLLMRQQHEAAALNAVQ
RMEWQLKAQELDPAGHKSLCVNEV
PSFYVPMVDVNDDFVLLPA




