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D Entry name (organism hame loglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion
P98082 DAB2_HUMAN [Homo Disabled [26.225746 S367;5407;5S464;T507;T674;T678;S |S2;T170;5S193;S326;S328;S401;S67 |30379171;29237092;35289036;347 [MSNEVETSATNGQPDQQAAPKAPS |True True 4.646 4.797 (1.7
sapiens  |homolog 723;T727;S729;T730;S746;S749 5;5723;S729 25712;30620550;39531497;386659 |[KKEKKKGPEKTDEYLLARFKGDGVK
2 16;34019948;30059200;35254053;3 [YKAKLIGIDDVPDARGDKMSQDSM

1373491;33214551;41518202;3149
2838

MKLKGMAAAGRSQGQHKQRIWVNI
SLSGIKIIDEKTGVIEHEHPVNKISFIA
RDVTDNRAFGYVCGGEGQHQFFAIK
TGQQAEPLVVDLKDLFQVIYNVKKK
EEEKKKIEEASKAVENGSEALMILD
DQTNKLKSGVDQMDLFGDMSTPPD
LNSPTESKDILLVDLNSEIDTNQNSL
RENPFLTNGITSCSLPRPTPQASFLP
ENAFSANLNFFPTPNPDPFRDDPFT
QPDQSTPSSFDSLKSPDQKKENSSS
SSTPLSNGPLNGDVDYFGQQFDQIS
NRTGKQEAQAGPWPFSSSQTQPAVR
TQNGVSEREQNGFSVKSSPNPFVGS
PPKGLSIQNGVKQDLESSVQSSPHD
SIAITPPPQSTKPGRGRRTAKSSANDL
LASDIFAPPVSEPSGQASPTGQPTAL
QPNPLDLFKTSAPAPVGPLVGLGGV
TVTLPQAGPWNTASLVFNQSPSMAP
GAMMGGQPSGFSQPVIFGTSPAVSG
WNQPSPFAASTPPPVPVVWGPSASV
APNAWSTTSPLGNPFQSNIFPAPAV
STQPPSMHSSLLVTPPQPPPRAGPPK
DISSDAFTALDPLGDKEIKDVKEMFK
DFQLRQPPAVPARKGEQTSSGTLSA
FASYFNSKVGIPQENADHDDFDANQ
LLNKINEPPKPAPRQVSLPVTKSTDN
AFENPFFKDSFGSSQASVASSQPVS
SEMYRDPFGNPFA




