}Jl;l iprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular |extracellular [cytosol [nucleus imitochndrion | . | golgi !
name sites reticulum [|apparatus
014617 IAP3D1_HUMAN [Homo AP-3 22.500897 NaN S632;S634;5636;5658;S688;S758;S (40914422;34019948;37217939;285 |MALKMVKGSIDRMFDKNLQDLVRG |False False 2.274 (3.677 1.692 1.222 4.346
sapiens [complex 759;T762;S764;S788;S829;S785;S8 (10447 IRNHKEDEAKYISQCIDEIKQELKQD
subunit 28;S931 NIAVKANAVCKLTYLQMLGYDISWA
delta-1 AFNIIEVMSASKFTFKRIGYLAASQS

FHEGTDVIMLTTNQIRKDLSSPSQY
DTGVALTGLSCFVTPDLARDLANDI
MTLMSHTKPYIRKKAVLIMYKVFLKY
PESLRPAFPRLKEKLEDPDPGVQSAA
VNVICELARRNPKNYLSLAPLFFKL
MTSSTNNWVLIKIIKLFGALTPLEPR
LGKKLIEPLTNLIHSTSAMSLLYECV
NTVIAVLISLSSGMPNHSASIQLCVQ
KLRILIEDSDQNLKYLGLLAMSKILK
THPKSVQSHKDLILQCLDDKDESIRL
RALDLLYGMVSKKNLMEIVKKLMT
HVDKAEGTTYRDELLTKIIDICSQSN
YQYITNFEWYISILVELTRLEGTRHG
HLIAAQMLDVAIRVKAIRKFAVSQMS
ALLDSAHLLASSTQRNGICEVLYAAA
WICGEFSEHLQEPHHTLEAMLRPRV
TTLPGHIQAVYVQNVVKLYASILQQK
EQAGEAEGAQAVTQLMVDRLPQFV
QSADLEVQERASCILQLVKHIQKLQA
KDVPVAEEVSALFAGELNPVAPKAQ
KKVPVPEGLDLDAWINEPLSDSESE
DERPRAVFHEEEQRRPKHRPSEADE
EELARRREARKQEQANNPFYIKSSP
SPQKRYQDTPGVEHIPVVQIDLSVPL
KVPGLPMSDQYVKLEEERRHRQKLE
KDKRRKKRKEKEKKGKRRHSSLPTE
SDEDIAPAQQVDIVTEEMPENALPS
DEDDKDPNDPYRALDIDLDKPLADS
EKLPIQKHRNTETSKSPEKDVPMVE
KKSKKPKKKEKKHKEKERDKEKKKE
KEKKKSPKPKKKKHRKEKEERTKGK
KKSKKQPPGSEEAAGEPVQNGAPEE
EQLPPESSYSLLAENSYVKMTCDIRG
SLQEDSQVTVAIVLENRSSSILKGME
LSVLDSLNARMARPQGSSVHDGVPV
PFQLPPGVSNEAQYVFTIQSIVMAQK
LKGTLSFIAKNDEGATHEKLDFRLH
FSCSSYLITTPCYSDAFAKLLESGDLS
MSSIKVDGIRMSFQNLLAKICFHHH
FSVVERVDSCASMYSRSIQGHHVCL
LVKKGENSVSVDGKCSDSTLLSNLL
EEMKATLAKC




