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}Jl;l iprotKB Entry name |organism name oglcnacscore [oglcnac sites iphosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion ::'
A2AQ25 SKT _MOUSE [Mus Sickle [59.407704 S353;5357;5359;5361;S1060;T1070 |S169;T244;S361;S365;T393;T470;S [22517741;22645316;16452088;408 [MEESEGQKCEPNLPPSGDSRQMPQ (False False 1.899 [2.695 [1.757 Fa
musculus |tail ;T1340;T1348;S1819;T1833;S1836; [474;S809;5S1032;S1035;S1038;S104 [85482;36852467;35822049;400219 |QGRSNLHVTSQEDAACRRPRERLSN
protein T1894;51895 9;51466;51741;S1843;5S1899;S1902 |52 GNARAQVSKPARNIPRRHTLGGPRS

;51905

SKEILGMQPSEMDRKREAFLEHLKQ
KYPHHATAIMGHQERLRDQTKSPKL
SHSPQPPNLGDPVEHLSETSGDSLE
IAMSEGEVPSPFARGSRTRASLPVVR
SANQTKERSLGVLYLQYGDETKQLR
MPNEVTSTDTIRALFVSAFPQQLTM
KMLESPSVAIYIKDDSRNVYYELNDV
RNIQDRSLLKVYNKDPSHAFNHMT
KAVNGDMRMQREIVYARGDGLVAP
RPGSVAHPPHVIPNSPPSTPVPHSLP
PSPSRIPYGGSRPMAIPGNATIPRDR
LSSLPVSRSISPSPSAILERRDVKPDE
DMSSKNLVMFRNEGFYADPYLYHE
GRMSIASSHGGHPLDVPDHVIAYHR
TAIRSASAYCSPSLQAEMHMEQSLY
RQKSRKYPDSHLPTLGSKTPPASPH
RVGDLRMIDLHPHLNTHGPPHTLQP
DRASPSRQSFKKEPGTLVYIEKPRNT
SGLSSLVDLGPPLVEKQGFAYSTTTI
PKDRETRERMQAMEKQIASLTGLVQ
SALFKGPITSSSKEASSEKMVKATAN
RNQADGAGTAHVSAGKVLGSVEFSL
PPSQPLPAGTSPIHTSLLDMRRNVAE
LRLQLQQMRQLQLQNQEILRAMMK
KAELEISNKVKETMKRLEDPVQRQR
TLVEQERQKYLHEEERIVKKLCELE
DFVEDLKKDSSSTGRVVTLKDVEDG
IAFLLRQVGEAVATLKGEFPTLQNKM
RAVLRIEVEAVRFLKEEPHKLDSLLK
RVRSMTDVLTMLRRHVTDGLLKGT
DASQAAQYVAMEKATAAEVLKHQEE
TAHAPGQPLHCSTGSPGDVKSEVVP
LSTMTVHHVQSSPVVMQPSQHSSA
LMNPAQNLPGGTRPHTASPPAITQE
IVTSAQSAPGPQSPQTPVNGSSMQSL
FIEEIHSVSAKNRAVSIEKAEKKWEE
KRQNLEHYNGKEFEKLLEEAQANI
IMKSIPNLEMPPASSPVSKGDAAGDK
LELSEDSPNSEQELDKIGGKSPPPPP
PPPRRSYLPGSGLTTTRSGDVVYTGR
SMSKVSSEDPGPTPQTRATKCPPEE
PASAWAPSPPPVPAPSSKEEEEEEEE
GDKIMAELQAFQKCSFMDVNPNSH
IAEQSRANSHLKDTRAGATAPPKEKK
NLEFYHEDVRKSDVECENGPQVES
QKVTAGALRPSGPPKWERVMVDSIS
DTSRTSECRADTFTEENATPNKSLF
RDSRNYSQKNVPKVSFSSSGLNSLE
GEINKGPNVSGLQCAIPDLENQKLN
FGKTKEIGQQGQENADKSHIPLPTR
SAEFSIHDVKTQDQDVPVTGYGQVV
LRSKVGRHANMNMNEDGESTPSSP
SEEHTATDNIAFMITKTAVQVLSSGE
IVHDIVSQKGQDVQTVNIDGRKETAS
QHEGTEGEEPVVCLDKKPVIIIFDEP
IMDIRSAYKRLSTIFEECDEELERMLT
EEKIEEEEEDENEDSGVRTSSQMSC
EQVDSRSDRMGQKAETQSQPHVLS
IAELLTPGVQGVRKAEQRKLSSADSP
DSGNKCGMVDDQFESPKKKFKFKF
PKKQLAALTQAIRTGTKTGKKTLQVV
VYEEEEEDGTLKQHKEAKRFEITRS
QPEDALKTMARRQEQLSPEGTLPAS
RTDEIRKSTYRTLDSLEQTIKQLENTI
SEMSPRALVDTSCSSNRDCGASLPH
IMAQEVSPRSLLVLDEVPPAPEPPTSI
SPASRKGSSTTPQTSRMPVPMTSKN
RPGSLDKASKQSKLQDPRQYRQANG
SAKKAGGDCKPTSPSLPASKIPALSP
SSGKSSSLPSASGDSSNLPNAPATKP
SIASTPLSPQAGRSAHSASLIPSVSN
GSLKFQSPPHAGKGHHHLSFALQTQ
INGRAAPTTSSSSSPPSPASPTSLNQG
IARGIRTIHTPSLASYKAQNGSSSKAT
PSTAKETS




