UniprotKB Entry name |organism full oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular cytosol [nucleus mitochndrion enqoplasmlc golgi plasma extl.'acellular
ID name sites sites reticulum apparatus membrane [region
P38065 AP2A YEAST [Saccharomyces [AP-2 24.475439 NaN T727;S733 33229814 MDRKKTLINSSVSNNNSTIKGLQLFI [None None None [None None None None None None
cerevisiae complex ADLRSAQQAQEQEKRIQSEIVKIKQH
subunit FDAAKKKQGNHDRLGGYQRKKYVA
alpha KLAYIYITSNTTKLNEILFGLEQTVEL

LKSSIFSEKFIGYMTLELLYERSEVVA
KVNDEVNYQLMKDLSSSDDNFVML
ALNFVGVVGELTNRLAYNDDITTGV
FKILRSPTSSIYLKKKSALSFLALLKS
NHSILTEDLQRKQLWIQRILSLLDDT
ENYRLTLATIPLIEFIAKYIDPSYCTRL
LPQLTEILYNCVVVGTSRSSDNQFPL
EYTFANMPNPWLITKVVSLLSILIAS
PTERDSGSLLQTNNIDNELLNKLRK
CVSVAIELGTRQAQDPMERIVQNTV
LFSLINFASKLDPSDEAISNSVTALC
SLLTSKEINIRYLTLDSLVKLCSSSGK
PAIDAVRYKNLDMIFHLLNTERDSSI
VRKVVDLLYTFTDVENVKIIVDGLLQ
YILSPKNLAEPQIKSDIAVKIAILTEKY
ATDINWFVIISLQLLSLTSNTTINDDE
IWQRLCQIVVNNPSLHRITCERLVDY
LCKKQASEAIIKAAAFLLGEYSSLITD
RISSANLFTLFAEKYFSAPNVAKAMI
LTTMIKLYKTSPEIGSNVIKFFQLELN
SLDIELQTRSFEYLNIIQLAKVNGNT
DILQILFEPMPPFNSKSNPLLKRLGS
LPASAGSTTLINTPSEASSSTPDLLSK
RANSSRSIMVPMPPPSRRNTIDDVN
SKISSSEDFSGKDSYYSRQILAPNWR
EGFTRMISHKQGVLFTSSLMKVFYR
ITTPDAQQPYVFHISLAFINLTEWEIT
GLSTQIIPSKTQGNPEYLIMNINTPST
ATIGPHKRAEQSYEVSIRKPFDVEDS
PILAIHFKCGGSTNTINLKTAIGMTTT
LISSDVNPSMHLNLAQFISRWKTLS
DALGKEGEYQKSGIKLNKDFRKVETI
SLEDGLLLLTQTVKRLGFDIVDQTSV
RSTLFVSGIIHTKSEGNFGCLMKIQY
QVNGTVNVTCKTTTAGPLAKYIVECI
KNVLTK




