}Jl;l iprotKB Entry name organism [full name |oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion ::3 zgll:f:
Q8TEM1  |[PO210_HUMAN |[Homo Nuclear 24.571928 S383;5699;5700;T927 [T1844;51874;51877;S1881;S1886(34725712;34019948;33214551;303 [MAARGRGLLLLTLSVLLAAGPSAAA |False False False [4.0 False 3.112
sapiens [pore 79171;35289036;40307207;321195 |AKLNIPKVLLPFTRATRVNFTLEASE
membrane 11;35138101;35083852;40596516;2 GCYRWLSTRPEVASIEPLGLDEQQC

glycoprotein
210

2121020;39534244;37340703

SQKAVVQARLTQPARLTSIIFAEDITT
GQVLRCDAIVDLIHDIQIVSTTRELYL
EDSPLELKIQALDSEGNTFSTLAGLV
FEWTIVKDSEADRFSDSHNALRILTF
LESTYIPPSYISEMEKAAKQGDTILVS
GMKTGSSKLKARIQEAVYKNVRPAE
'VRLLILENILLNPAYDVYLMVGTSIH
'YKVQKIRQGKITELSMPSDQYELQLQ
NSIPGPEGDPARPVAVLAQDTSMVT
ALQLGQSSLVLGHRSIRMQGASRLP
NSTIYVVEPGYLGFTVHPGDRWVLE
TGRLYEITIEVFDKFSNKVYVSDNIRI
ETVLPAEFFEVLSSSQNGSYHRIRAL
KRGQTAIDAALTSVVDQDGGVHILQ
'VPVWNQQEVEIHIPITLYPSILTFPW
QPKTGAYQYTIRAHGGSGNFSWSSS
SHLVATVTVKGVMTTGSDIGFSVIQA
HDVQNPLHFGEMKVYVIEPHSMEF
IAPCQVEARVGQALELPLRISGLMPG
GASEVVTLSDCSHFDLAVEVENQGV
FQPLPGRLPPGSEHCSGIRVKAEAQ
GSTTLLVSYRHGHVHLSAKITIAAYL
PLKAVDPSSVALVTLGSSKEMLFEG
GPRPWILEPSKFFQNVTAEDTDSIGL
ALFAPHSSRNYQQHWILVTCQALGE
QVIALSVGNKPSLTNPFPAVEPAVVK
FVCAPPSRLTLAPVYTSPQLDMSCPL
LQQNKQVVPVSSHRNPRLDLAAYDQ
EGRRFDNFSSLSIQWESTRPVLASIE
PELPMQLVSQDDESGQKKLHGLQAI
LVHEASGTTAITATATGYQESHLSSA
RTKQPHDPLVPLSASIELILVEDVRV
SPEEVTTYNHPGIQAELRIREGSGYF
FLNTSTADVVKVAYQEARGVAMVHP
LLPGSSTIMIHDLCLVFPAPAKAVVY
'VSDIQELYIRVVDKVEIGKTVKAYVRV
LDLHKKPFLAKYFPFMDLKLRAASPI
ITLVALDEALDNYTITFLIRGVAIGQT
SLTASVTNKAGQRINSAPQQIEVFPP
FRLMPRKVTLLIGATMQVTSEGGPQ
PQSNILFSISNESVALVSAAGLVQGL
AIGNGTVSGLVQAVDAETGKVVIISQ
DLVQVEVLLLRAVRIRAPIMRMRTGT
QMPIYVTGITNHQNPFSFGNAVPGL
TFHWSVTKRDVLDLRGRHHEASIRL
PSQYNFAMNVLGRVKGRTGLRVVV
KAVDPTSGQLYGLARELSDEIQVQVF
EKLQLLNPEIEAEQILMSPNSYIKLQ
TNRDGAASLSYRVLDGPEKVPVVHV
DEKGFLASGSMIGTSTIEVIAQEPFG
ANQTIIVAVKVSPVSYLRVSMSPVLH
TQNKEALVAVPLGMTVTFTVHFHD
NSGDVFHAHSSVLNFATNRDDEVQI
GKGPTNNTCVVRTVSVGLTLLRVWD
IAEHPGLSDFMPLPVLQAISPELSGA
MVVGDVLCLATVLTSLEGLSGTWSS
SANSILHIDPKTGVAVARAVGSVTVY
'YEVAGHLRTYKEVVVSVPQRIMARH
LHPIQTSFQEATASKVIVAVGDRSSN
LRGECTPTQREVIQALHPETLISCQS
QFKPAVFDFPSQDVFTVEPQFDTAL
GQYFCSITMHRLTDKQRKHLSMKKT
ALVVSASLSSSHFSTEQVGAEVPFSP
GLFADQAEILLSNHYTSSEIRVFGAP
EVLENLEVKSGSPAVLAFAKEKSFG
'WPSFITYTVGVLDPAAGSQGPLSTTL
TFSSPVTNQAIAIPVTVAFVVDRRGP
GPYGASLFQHFLDSYQVMFFTLFAL
LAGTAVMIIAYHTVCTPRDLAVPAAL
TPRASPGHSPHYFAASSPTSPNALPP
IARKASPPSGLWSPAYASH




