UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular extracellular|cytosol jnucleus mitochndrion enqoplasmlc golgi plasma extl:acellular

1D mame sites sites reticulum |apparatus membrane region

K3W4R2  |K3W4R2_MOUSE [Mus NaN [24.557655 NaN NaN 36064721;37507081 [MAAVTMSVSGRKVASRPGPVPEAAQ [None None None [None |None None None None None
musculus SFLYAPRTPNVGGPGGPQVEWTARR

MVWVPSELHGFEAAALRDEGEEEA
EVELAESGRRLRLPRDQIQRMNPPK
FSKAEDMAELTCLNEASVLHNLRER
YYSGLIYTYSGLFCVVINPYKQLPIYT
EAIVEMYRGKKRHEVPPHVYAVTEG
IAYRSMLQDREDQSILCTGESGAGKT
ENTKKVIQYLAHVASSPKGRKEPGVP
VSHTALGHGELERQLLQANPILEAF
GNAKTVKNDNSSRFGKFIRINFDIAG
YIVGANIETYLLEKSRAIRQAKDECSF
HIFYQLLGGAGEQLKADLLLEPCSHY
RFLTNGPSSSPGQERELFQETLESLR
VLGLLPEEITAMLRTVSAVLQFGNIV
LKKERNTDQATMPDNTAAQKLCRL
LGLGVTDFSRALLTPRIKVGRDYVQK
IAQTKEQADFALEALAKATYERLFRW
LVLRLNRALDRSPRQGASFLGILDIA
GFEIFQLNSFEQLCINYTNEKLQQLF
NHTMFVLEQEEYQREGIPWTFLDFG
LDLQPCIDLIERPANPPGLLALLDEE
CWFPKATDKSFVEKVAQEQGSHPKF
QRPRNLRDQADFSVLHYAGKVDYKA
SEWLMKNMDPLNDNVAALLHQST
DRLTAEIWKDVEGIVGLEQVSSLGD
GPPGGRPRRGMFRTVGQLYKESLSR
LMATLSNTNPSFVRCIVPNHEKRAG
KLEPRLVLDQLRCNGVLEGIRICRQG
FPNRILFQEFRQRYEILTPNAIPKGF
MDGKQACEKMIQALELDPNLYRVG
QSKIFFRAGVLAQLEEERDLKVTDII
IVSFQAAARGYLARRAFQRRQQQQSA
LRVMQRNCAAYLKLRNWQWWRLFI
KVKPLLQVTRQDEVLQARAQELQKV
QELQQQSAREVGELQGRVAQLEEER
TRLAEQLRAEAELCSEAEETRARLAA
RKQELELVVTELEARVGEEEECSRQ
LQSEKKRLQQHIQELESHLEAEEGA
RQKLQLEKVTTEAKMKKFEEDLLLL
EDQNSKLSKERRLLEERLAEFSSQA
IAEEEEKVKSLNKLRLKYEATISDME
DRLKKEEKGRQELEKLKRRLDGESS
ELQEQMVEQKQRAEELLAQLGRKE
DELQAALLRAEEEGGARAQLLKSLR
EAQAGLAEAQEDLEAERVARAKAEK
QRRDLGEELEALRGELEDTLDSTNA
QQELRSKREQEVTELKKALEEESRA
HEVSMQELRQRHSQALVEMAEQLE
QARRGKGVWEKTRLSLEAEVSELKA
ELSSLQTSRQEGEQKRRRLESQLQE
IVQGRSSDSERARSEAAEKLQRAQAE
LESVSTALSEAESKAIRLGKELSSAE
SQLHDTQELLQEETRAKLALGSRVR
IALEAEAAGLREQMEEEVVARERAGR
ELQSTQAQLSEWRRRQEEEAAVLEA
GEEARRRAAREAETLTQRLAEKTEA
VERLERARRRLQQELDDATVDLGQQ
KQLLSTLEKKQRKFDQLLAEEKAAV
LRAVEDRERIEAEGREREARALSLTR
IALEEEQEAREELERQNRALRAELEA
LLSSKDDVGKNVHELERARKAAEQA
IASDLRTQVTELEDELTAAEDAKLRLE
VTVQALKAQHERDLQGRDDAGEER
RRQLAKQLRDAEVERDEERKQRALA
MAARKKLELELEELKAQTSAAGQGK
EEAVKQLKKMQVQMKELWREVEET
RSSRDEMFTLSRENEKKLKGLEAEV
LRLQEELAASDRARRQAQQDRDEM
IAEEVASGNLSKAATLEEKRQLEGRL
SQLEEELEEEQNNSELLKDHYRKLV
LQVESLTTELSAERSFSAKAESGRQ
QLERQIQELRARLGEEDAGARARQK
MLIAALESKLAQAEEQLEQESRERIL
SGKLVRRAEKRLKEVVLQVDEERRV
IADQVRDQLEKSNLRLKQLKRQLEEA
EEEASRAQAGRRRLQRELEDVTESA
ESMNREVTTLRNRLRRGPLTFTTRT
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