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D Entry name organism hame oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion ;
Q12815 TROAP_HUMAN [Homo Tastin [31.406829 S170;S243;5246;T252;S342;S344;S |S16;598;S170;S324;5334;5344;S36 |40136647;40307207;35132862;306 [MTTRQATKDPLLRGVSPTPSKIPVRS |False False 1.651 [2.818 [1.807
sapiens 644;T648 2;T363;S376 20550;37340703;39531497;300592

00;41350704;35254053;33214551;3
4019948;39302247

QKRTPFPTVTSCAVDQENQDPRRWV
QKPPLNIQRPLVDSAGPRPKARHQA
ETSQRLVGISQPRNPLEELRPSPRGQ
NVGPGPPAQTEAPGTIEFVADPAALA
TILSGEGVKSCHLGRQPSLAKRVLVR
GSQGGTTQRVQGVRASAYLAPRTPT
HRLDPARASCFSRLEGPGPRGRTLC
PQRLQALISPSGPSFHPSTRPSFQEL
RRETAGSSRTSVSQASGLLLETPVQP
AFSLPKGEREVVTHSDEGGVASLGL
AQRVPLRENREMSHTRDSHDSHLM
PSPAPVAQPLPGHVVPCPSPFGRAQ
RVPSPGPPTLTSYSVLRRLTVQPKTR
FTPMPSTPRVQQAQWLRGVSPQSCS
EDPALPWEQVAVRLFDQESCIRSLE
GSGKPPVATPSGPHSNRTPSLQEVKI
QRIGILQQLLRQEVEGLVGGQCVPL
NGGSSLDMVELQPLLTEISRTLNAT
EHNSGTSHLPGLLKHSGLPKPCLPE
ECGEPQPCPPAEPGPPEAFCRSEPEI
PEPSLQEQLEVPEPYPPAEPRPLESC
CRSEPEIPESSRQEQLEVPEPCPPAE
PRPLESYCRIEPEIPESSRQEQLEVPE
PCPPAEPGPLQPSTQGQSGPPGPCP
RVELGASEPCTLEHRSLESSLPPCCS
QWAPATTSLIFSSQHPLCASPPICSL
QSLRPPAGQAGLSNLAPRTLALRER
LKSCLTAIHCFHEARLDDECAFYTSR
APPSGPTRVCTNPVATLLEWQDALC
FIPVGSAAPQGSP




