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D Entry name organism hame oglcnacscore (oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus jmitochndrio
Q9H792 PEAK1_HUMAN |Homo Inactive |17.008463 $500;S501;S502;T504;T510;S511;S |S281;S540;S572;S587;T635;T641;S [39302247;39531497;23301498;386 |MSACNTFTEHVWKPGECKNCFKPK (True False 4.466 (3.383 [1.115
sapiens  |tyrosine- 512 648;T665;5826;5854;5898;T1151;T |65916;34019948;31492838;395342 |SLHQLPPDPEKAPITHGNVKTNANH
protein 1188;S1374 44;35289036;35254053 SNNHRIRNTGNFRPPVAKKPTIAVKP
kkinase TMIVADGQSICGELSIQEHCENKPVI
PEAK1 IGWNRNRAALSQKPLNNNNEDDEG

ISHVPKPYGNNDSAKKMSDNNNGL
TEVLKEIAGLDTAPQIRGNETNSRET
FLGRINDCYKRSLERKLPPSCMIGGI
KETQGKHVILSGSTEVISNEGGRFCY
PEFSSGEESEEDVLFSNMEEEHES
WDESDEELLAMEIRMRGQPRFANF
RANTLSPVRFFVDKKWNTIPLRNKS
LQRICAVDYDDSYDEILNGYEENSVV
SYGQGSIQSMVSSDSTSPDSSLTEES
RSETASSLSQKICNGGLSPGNPGDS
KDMKEIEPNYESPSSNNQDKDSSQA
SKSSIKVPETHKAVLALRLEEKDGKI
IAVQTEKEESKASTDVAGQAVTINLVP
TEEQAKPYRVVNLEQPLCKPYTVVD
'VSAAMASEHLEGPVNSPKTKSSSST
PNSPVTSSSLTPGQISAHFQKSSAIR
'YQEVWTSSTSPRQKIPKVELITSGTG
PNVPPRKNCHKSAPTSPTATNISSKT
IPVKSPNLSEIKFNSYNNAGMPPFPII
IHDEPTYARSSKNAIKVPIVINPNAYD
NLATYKSFLGTSGELSVKEKTTSVIS
HTYEEIETESKVPDNTTSKTTDCLQT
KGFSNSTEHKRGSVAQKVQEFNNC
LNRGQSSPQRSYSSSHSSPAKIQRAT
QEPVAKIEGTQESQMVGSSSTREKA
STVLSQIVASIQPPQSPPETPQSGPKA
CSVEELYAIPPDADVAKSTPKSTPVR
PKSLFTSQPSGEAEAPQTTDSPTTKV
QKDPSIKPVTPSPSKLVTSPQSEPPA
PFPPPRSTSSPYHAGNLLQRHFTNW
TKPTSPTRSTEAESVLHSEGSRRAAD
IAKPKRWISFKSFFRRRKTDEEDDKE
KEREKGKLVGLDGTVIHMLPPPPVQ
RHHWFTEAKGESSEKPAIVFMYRCD
PAQGQLSVDQSKARTDQAAVMEKG
RAENALLQDSEKKRSHSSPSQIPKKI
LSHMTHEVTEDFSPRDPRTVVGKQD
GRGCTSVTTALSLPELEREDGKEDIS
DPMDPNPCSATYSNLGQSRAAMIPP
KQPRQPKGAVDDAIAFGGKTDQEAP
NASQPTPPPLPKKMIIRANTEPISKD
LQKSMESSLCVMANPTYDIDPNWD
IASSAGSSISYELKGLDIESYDSLERPL
RKERPVPSAANSISSLTTLSIKDRFS
NSMESLSSRRGPSCRQGRGIQKPQR
QALYRGLENREEVVGKIRSLHTDAL
KKLAVKCEDLFMAGQKDQLRFGVD
SWSDFRLTSDKPCCEAGDAVYYTAS
'YAKDPLNNYAVKICKSKAKESQQYY
HSLAVRQSLAVHFNIQQDCGHFLAE
'VPNRLLPWEDPDDPEKDEDDMEET
EEDAKGETDGKNPKPCSEAASSQKE
NQGVMSKKQRSHVVVITREVPCLTV
IADFVRDSLAQHGKSPDLYERQVCLL
LLQLCSGLEHLKPYHVTHCDLRLEN
LLLVHYQPGGTAQGFGPAEPSPTSSY
PTRLIVSNFSQAKQKSHLVDPEILRD
QSRLAPENITATQYKKCDEFQTGILIY
EMLHLPNPFDENPELKEREYTRADL
PRIPFRSPYSRGLQQLASCLLNPNPS
ERILISDAKGILQCLLWGPREDLFQT
FTACPSLVQRNTLLQNWLDIKRTLL
MIKFAEKSLDREGGISLEDWLCAQY
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