}J];l iprotkB Entry name |organism full oglcnacscore oplcnac phosphorylation sites PMIDS [sequence intracellular [extracellular cytosol nucleus jmitochndrion en('ioplasmlc golgi plasma extl"acellular
name sites reticulum |apparatus membrane [region
P42684 IABL2_HUMAN [Homo Tyrosine-|26.75988 NaN S97;T116;T161;T174;T185;T218;T2 (29485866 MGQQVGRVGEAPGLQQPQPRGIRG [None None None [None |None None None None None
sapiens [protein 31;T261;T272;S275;T299;T303;T43 SSAARPSGRRRDPAGRTTETGFNIFT
kinase 9;T459;T568;5620;S631;5633;S655; QHDHFASCVEDGFEGDKTGGSSPE
IABL2 S669;S670;S671;T683;T718;S783;T ALHRPYGCDVEPQALNEAIRWSSKE

800;S817;5S820;5915;5936;T647;T6
83;T662;T668

NLLGATESDPNLFVALYDFVASGDN
TLSITKGEKLRVLGYNQNGEWSEVR
SKNGQGWVPSNYITPVNSLEKHSW
YHGPVSRSAAEYLLSSLINGSFLVRE
SESSPGQLSISLRYEGRVYHYRINTT
ADGKVYVTAESRFSTLAELVHHHST
'VADGLVTTLHYPAPKCNKPTVYGVS
PIHDKWEMERTDITMKHKLGGGQY
GEVYVGVWKKYSLTVAVKTLKEDTM
EVEEFLKEAAVMKEIKHPNLVQLLG
VCTLEPPFYIVTEYMPYGNLLDYLRE
CNREEVTAVVLLYMATQISSAMEYL
EKKNFIHRDLAARNCLVGENHVVKV
ADFGLSRLMTGDTYTAHAGAKFPIK
'WTAPESLAYNTFSIKSDVWAFGVLL
'WEIATYGMSPYPGIDLSQVYDLLEKG
YRMEQPEGCPPKVYELMRACWKWS
PADRPSFAETHQAFETMFHDSSISE
EVAEELGRAASSSSVVPYLPRLPILPS
KTRTLKKQVENKENIEGAQDATENS
ASSLAPGFIRGAQASSGSPALPRKQR
DKSPSSLLEDAKETCFTRDRKGGFF
SSFMKKRNAPTPPKRSSSFREMEN
QPHKKYELTGNFSSVASLQHADGFS
FTPAQQEANLVPPKCYGGSFAQRNL
CNDDGGGGGGSGTAGGGWSGITGF
FTPRLIKKTLGLRAGKPTASDDTSKP
FPRSNSTSSMSSGLPEQDRMAMTL
PRNCQRSKLQLERTVSTSSQPEENV
DRANDMLPKKSEESAAPSRERPKAK
LLPRGATALPLRTPSGDLAITEKDPP
GVGVAGVAAAPKGKEKNGGARLGM
AGVPEDGEQPGWPSPAKAAPVLPTT
HNHKVPVLISPTLKHTPADVQLIGTD
SQGNKFKLLSEHQVTSSGDKDRPRR
'VKPKCAPPPPPVMRLLQHPSICSDPT
EEPTALTAGQSTSETQEGGKKAALG
AVPISGKAGRPVMPPPQVPLPTSSIS
PAKMANGTAGTKVALRKTKQAAEKI
SADKISKEALLECADLLSSALTEPVP
NSQLVDTGHQLLDYCSGYVDCIPQT
RNKFAFREAVSKLELSLQELQVSSA
AAGVPGTNPVLNNLLSCVQEISDVV
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