}Jl;l iprotKB Entry name organism [full name |oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion ::S:
Q70E73 RAPH1_HUMAN [Homo Ras- 33.87106 T762;T784;S790;T793;T799S5;S17;5S54;S150;S192;5203;5205;T [40136647;35289036;39531497;395 [MEQLSDEEIDHGAEEDSDKEDQDL ([True True 4.639 [4.748 [1.044 0.98¢

sapiens [associated 426;T456;5610;S827;T830;S845;S8 (34244;38665916;34019948;413507 [DKMFGAWLGELDKLTQSLDSDKPM

and 53;5894;5965;T974;5S996;51012;S1 |04;37217939;35254053;20068230;3 [EPVKRSPLRQETNMANFSYRFSIYN

pleckstrin 183;T1226 9302247;28657654;31492838 LNEALNQGETVDLDALMADLCSIEQ

homology ELSSIGSGNSKRQITETKATQKLPVS

domains- RHTLKHGTLKGLSSSSNRIAKPSHA

containing SYSLDDVTAQLEQASLSMDEAAQQS

protein 1 IVLEDTKPLVTNQHRRTASAGTVSDA

EVHSISNSSHSSITSAASSMDSLDID
KVTRPQELDLTHQGQPITEEEQAAK
LKAEKIRVALEKIKEAQVKKLVIRVH
MSDDSSKTMMVDERQTVRQVLDNL
MDKSHCGYSLDWSLVETVSELQME
RIFEDHENLVENLLNWTRDSQNKLI
FMERIEKYALFKNPQNYLLGKKETA
EMADRNKEVLLEECFCGSSVTVPEI
EGVLWLKDDGKKSWKKRYFLLRAS
GIYYVPKGKAKVSRDLVCFLQLDHV
NVYYGQDYRNKYKAPTDYCLVLKHP
QIQKKSQYIKYLCCDDVRTLHQWVN
GIRIAKYGKQLYMNYQEALKRTESAY
DWTSLSSSSIKSGSSSSSIPESQSNH
SNQSDSGVSDTQPAGHVRSQSIVSS
VFSEAWKRGTQLEESSKARMESMN
RPYTSLVPPLSPQPKIVTPYTASQPSP
PLPPPPPPPPPPPPPPPPPPPPLPSQS
IAPSAGSAAPMFVKYSTITRLQNASQ
HSGALFKPPTPPVMQSQSVKPQILVP
PNGVVPPPPPPPPPPTPGSAMAQLKP
APCAPSLPQFSAPPPPLKIHQVQHIT
QVAPPTPPPPPPIPAPLPPQAPPKPLYV
TIPAPTSTKTVAPVVTQAAPPTPTPPV
PPAKKQPAFPASYIPPSPPTPPVPVPP
PTLPKQQSFCAKPPPSPLSPVPSVVK
QIASQFPPPPTPPAMESQPLKPVPAN
VAPQSPPAVKAKPKWQPSSIPVPSPD
FPPPPPESSLVFPPPPPSPVPAPPPPP
PPTASPTPDKSGSPGKKTSKTSSPGG
KKPPPTPQRNSSIKSSSGAEHPEPKR
PSVDSLVSKFTPPAESGSPSKETLPP
PAAPPKPGKLNLSGVNLPGVLQQGC
'VSAKAPVLSGRGKDSVVEFPSPPSDS
DFPPPPPETELPLPPIEIPAVFSGNTS
PKVAVVNPQPQQWSKMSVKKAPPP
TRPKRNDSTRLTQAEISEQPTMATV
VPQVPTSPKSSLSVQPGFLADLNRTL
QRKSITRHGSLSSRMSRAEPTATMD
DMALPPPPPELLSDQQKAGYGGSHI
SGYATLRRGPPPAPPKRDQNTKLSR
DW




