}Jl;l iprotKB Entry organism [full name |oglcnacscore o_glcnac phosp ylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma ext
name sites reticulum |apparatus membrane re¢
088588 PACS1_RAT [Rattus Phosphofurin |36.054081 NaN S28;T44;T249;S377;S379;S428;S49 (18683930;38843836 MAERGGAGGGPGGAGGGSSQRGSG [False False 1.394 (3.342 |False 1.003 3.746 1.464 0.8
norvegicus |acidic 3;T502;S517;S526;S527;S529;S532 IVAQSPQQQPPQQPSQPQQPTPPKLA
cluster QATSSSSSTSAAAASSSSSSTSTSMA
sorting IVAVASGSAPPGGPGPGRTPAPVQMN
protein 1 LYATWEVDRSSSSCVPRLFSLTLKKL

VMLKEMDKDLNSVVIAVKLQGSKRI
LRSNEIILPASGLVETELQLTFSLQYP
HFLKRDANKLQIMLQRRKRYKNRTI
LGYKTLAVGLINMAEVMQHPNEGAL
VLGLHSNVKDVSVPVAEIKIYSLSSQ
PIDHEGIKSKLSDRSPDIDNYSEEEE
ESFSSEQEGSDDPLHGQDLFYEDED
LRKVKKTRRKLTSTSAITRQPNIKQK
FVALLKRFKVSDEVGFGLEHVSREQI
REVEEDLDELYDSLEMYNPSDSGPE
MEETESILSTPKPKLKPFFEGMSQSS
SQTEIGSLNSKGSLGKDTTSPMELA
ALEKVKSTWIKNQDDSLTETDTLEIT
DQDMFGDASTSLVVPEKVKTPMKSS
KADLQGSASPSKVEGTHTPRQKRST
PLKERQLSKPLSERTNSSDSERSPDL
GHSTQIPRKVVYDQLNQILVSDAALP
ENVILVNTTDWQGQYVAELLQDQRK
PVVCTCSTVEVQAVLSALLTRIQRYC
NCNSSMPRPVKVAAVGSQSYLSSIL
RFFVKSLASKTPDWLGHMRFLIVPL
GSHPVAKYLGSVDSRYSSTFLDSAW
RDLFSRSEPPVSEPLDVVGRVMQYV
NGATTTHQLPVAEAMLTCRHKFPDE
DSYQKFIPFIGVVKVGLVEDSPSTAG
DGDDSPVVSLTVPSTSPPSSSGLSRD
ATATPPSSPSMSSALAIVGSPNSPYG
DVIGLQVDYWLGHPGERRREGDKR
DASSKNTLKSVFRSVQVSRLPHAGE
IAQLSGTMAMTVVTKEKNKKVPTIFL
SKKPREKEVDSKSQVIEGISRLICSAK
QQQTMLRVSIDGVEWSDIKFFQLAA
QWPTHVKHFPVGLFSGSKPT




