}Jl;l iprotKB Entry name organism [full name |oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi
sites reticulum |appara
Q6Y7W8  |GGYF2_MOUSE Mus GRB10-  |47.035857 S672;T681(S19;526;530;S140;S161;S190;5237; |22645316;40885482;35822049;368 |MAAETQTLNFGPEWLRALSSGGSIT |False False 3.441 [3.349 |1.307 2.663 2.0
musculus [interacting T383;5594;5995;S1276 52467 SPPLSPALPKYKLADYRYGREEMLAL
GYF FLKDYKIPFDLLEKEFLPILQEEPLPP
protein 2 LALVPFTEEEQRNFSMSVNSAAVLR

LTGRGGGGGTVVGAPRGRSSSRGRG
RGRGECGFYQRSFDEVEGVFGRGG
GREMHRSQSWEERGDRRFEKPGRK
DVGRPNFEESGPTSVGRKHEFIRSE
SENWRIFREEQNGEDEDGGWRLAG
SRRDGERWRPHSPDGPRSTGWREH
MERRRRFEFDFRDRDDERGYRRVR
SGSGSIDDDRDSLPEWCLEDAEEEM
GTFDSSGAFLSLKKVQKEPIPEEQE
MDFRPVEEGEERSDSDSSHNEEAK
EPDKTNRREGEKTDRAGAEASEEVP
QTSLSSARPGTPSDHQPQEATQFER
KDEPKAEQVEKAEEENRSENSLSAK
VPSRGDETVPASQQPSTPLPPDTASP
LLILSPPVPTPSSASRPVETAAVEAPG
MSSVSTEPDDEEGLKHLEQQAEKM
VAYLQDSALDDERLTSKLQEHRAKG
'VSIPLMHEAMQKWYYKDPQGEIQGP
FNNQEMAEWFQAGYFTMSLLVKRA
CDESFQPLGDIMKMWGRVPFSPGP
APPPHMGELDQERLTRQQELTALYQ
MQHLQYQQFLIQQQYAQVLAQQQK
AALSSQQQQQLALLLQQFQALKMR
MSDQNIIPSVTRSVSVPDTGSIWELQ
PAASQPAVWEGGSVWDLPLDTTAPG
PSLEQLQQLEKAKAAKLEQERREAE
MRAKREEEERKRQEELRRQQEEILR
RQQEEERKRREEEELARRKQEEALR
RQREQEIALRRQREEEERQQQEEAL
RRLEERRREEEERRKQEELLRKQEE
EAAKWAREEEEAQRRLEENRLRME
EEAARLRHEEEERKRKELELQRQKD
LMRQRQQQQEALRRLQQQQQQQQ
LAQMKLPSSSTWGQQSNTATCQSQ
ATLSLAEIQKLEEERERQLREEQRRQ
QRELMKALQQQQQQQQQQKLSGW
GNVSKPAGTTKSLLEIQQEEARQMQ
KQQQQQQQQQQQHQQSNRARNST
HSNLHTSLGNSVWGSINTGPSNQW
ASELVSSIWSNADTKNSNMGFWDD
AVKEVGPRNSTNKNKNNASLSKSV
GVSNRQNKKVEEEEKLLKLFQGVN
KAQDGFTQWCEQMLHALNTANNL
DVPTFVSFLKEVESPYEVHDYTRAYL
GDTSEAKEFAKQFLERRAKQKVNQQ
RQQQQQQQQQQDSVWGMNHSTLH
SVFQTNQSNNQQSNFEAVQSGKKK
KKQKMVRADPSLLGFSVNASSERLN
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