}Jl;l iprotKB Entry name |organism [full name |oglcnacscore o.glcnac phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma extr_acellular
sites reticulum |apparatus membrane region
A2A5R2 BIG2_MOUSE |Mus Brefeldin |24.474581 NaN S214;S218;5227;T244;S355;S356;S 33300544 MQESQTKSMFVSRALEKILADKEVK (True False 4.436 [2.398 |0.837 0.963 4.366 1.466 0.892
musculus |A-inhibited 621;T623;S624;T633;S707;S1518;S RPQHSQLRRACQVALDEIKAELEKQ
guanine 1520;S1521;S1532;51535;51541;S1 RLGAAAPPKANFIEADKYFLPFELAC
nucleotide- 789 QSKSPRVVSTSLDCLQKLIAYGHITG
exchange NAPDSGAPGKRLIDRIVETICNCFQG
protein 2 PQTDEGVQLQIIKALLTAVTSPHIEIH

EGTILQTVRTCYNIYLASKNLINQTTA
KATLTQMLNVIFTRMENQVLQEARE
LEKPMQSKPQSPVIQATAGSPKFSRL
KQSQAQSKPTTPEKAELPNGDHAQS
GLGKVSLENGEAPRERGSPVSGRAE
PSRGTDSGAQEVVKDILEDVVTSAVK
EAAEKHGLPEPDRALGALECQECAV
PPGVDENSQTNGIADDRQSLSSADN
LEPDVQGHQVAARFSHILQKDAFLV
FRSLCKLSMKPLGEGPPDPKSHELR
SKVVSLQLLLSVLQNAGPVFRSHEM
FVTAIKQYLCVALSKNGVSSVPDVFE
LSLAIFLTLLSNFKMHLKMQIEVFFK
EIFLNILETSTSSFEHRWMVIQTLTRI
CADAQCVVDIYVNYDCDLNAANIFE
RLVNDLSKIAQGRSGHELGMTPLQE
LSLRKKGLECLVSILKCMVEWSKDL
'YVNPNHQATLGQERLPDQEMGDGK
GLDMARRCSVTSVESTVSSGTQTAI
QDDPEQFEVIKQQKEITEHGIELFNK
KPKRGIQFLQEQGMLGAAVEDIAQF
LHQEERLDSTQVGEFLGDSTRFNKE
VMYAYVDQLDFCEKEFVSALRTFLE
GFRLPGEAQKIDRLMEKFAARYIEC
NQGQTLFASADTAYVLAYSIIMLTTD
LHSPQVKNKMTKEQYIKMNRGIND
SKDLPEEYLSSIYDEIEGKKIAMKET
KEHTIATKSTKQSVASEKQRRLLYNV
EMEQMAKTAKALMEAVSHAKAPFT
SATHLDHVRPMFKLVWTPLLAAYSI
GLQNCDDTEVASLCLEGIRCAVRIAC
IFGMQLERDAYVQALARFSLLTASSS
ITEMKQKNIDTIKTLITVAHTDGNYL
GNSWHEILKCISQLELAQLIGTGVKT
RYLSGSGREREGSLKGHSLAGEEFM
GLGLGNLVSGGVDKRQMASFQESV
GETSSQSVVVAVDRIFTGSTRLDGN
AIVDFVRWLCAVSMDELASPHHPR
MFSLQKIVEISYYNMNRIRLQWSRI
WHVIGDHFNKVGCNPNEDVAIFAV
DSLRQLSMKFLEKGELANFRFQKDF
LRPFEHIMKKNRSPTIRDMVIRCIAQ
MVSSQAANIRSGWKNIFAVFHQAAS
DHDGNIVELAFQTTGHIVSTIFQHHF
PAAIDSFQDAVKCLSEFACNAAFPDT
SMEAIRLIRFCGKYVSERPRVLQEYT
SDDMNVAPGDRVWVRGWFPILFEL
SCIINRCKLDVRTRGLTVMFEIMKSY
GHTFAKHWWQDLFRIVFRIFDNMK
LPEQQSEKSEWMTTTCNHALYAICD
VFTQFYEALHEVLLSDVFAQLQWCV
KQDNEQLARSGTNCLENLVISNGEK
FSPAVWDETCNCMLDIFKTTIPHVL
LTWRPAGMEEEVSDRHLDVDLDRQ
SLSSIDRNASERGQSQLSNPTDDSW
KGAPYAHQKLLASLLIKCVVQLELIQ
TIDNIVFYPATSKKEDAEHMVAAQQ
DTLDAEIHIETENQGMYKFMSSQHL
FKLLDCLQESHSFSKAFNSNYEQRT
VLWRAGFKGKSKPNLLKQETSSLAC
CLRILFRMYVDENRRDSWDEIQQRL
LRVCSEALAYFITVNSESHREAWTSL
LLLLLTKTLKISDEKFKAHASMYYPY
LCEIMQFDLIPELRAVLRKFFLRIGL
VYKIWIPEEPSQVPAALSSTW




