}Jl;l iprotKB Entry name organism full name |oglcnacscore o.glcnac phosp ylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma
sites reticulum apparatus membrane
Q8K212 PACS1_MOUSE |Mus Phosphofurin |[37.975063 S772 S28;T44;T249;S377;S379;S428;S49 (33300544;40885482  MAERGGAGGGPGGSGGGSSQRGSG |False False 1.731 |3.44 1.019 1.345 3.868 1.689
musculus |acidic 3;T502;S517;5526;5S527;5S529;S532 IVAQSPQQQPQQQPPQPQQPTPPKLA
cluster QATSSSSSTSAAAASSSSSSTSTSMA
sorting IVAVASGSAPPGGPGPGRTPAPVQMN
protein 1 LYATWEVDRSSSSCVPRLFSLTLKKL

'VMLKEMDKDLNSVVIAVKLQGSKRI
LRSNEIILPASGLVETELQLTFSLQYP
HFLKRDANKLQIMLQRRKRYKNRTI
LGYKTLAVGLINMAEVMQHPNEGAL
VLGLHSNVKDVSVPVAEIKIYSLSSQ
PIDHEGIKSKLSDRSPDIDNYSEEEE
ESFSSEQEGSDDPLHGQDLFYEDED
LRKVKKTRRKLTSTSAITRQPNIKQK
FVALLKRFKVSDEVGFGLEHVSREQI
REVEEDLDELYDSLEMYNPSDSGPE
MEETESILSTPKPKLKPFFEGMSQSS
SQTEIGSLNSKGSLGKDTTSPMELA
IALEKVKSTWIKNQDDSLTETDTLEIT
DQDMFGDVSTSLVVPEKVKTPMKSS
KADLQGSASPSKVEGTHTPRQKRST
PLKERQLSKPLSERTNSSDSERSPDL
GHSTQIPRKVVYDQLNQILVSDAALP
ENVILVNTTDWQGQYVAELLQDQRK
PVVCTCSTVEVQAVLSALLTRIQRYC
NCNSSMPRPVKVAAVGSQSYLSSIL
RFFVKSLASKTPDWLGYMRFLITPLG
SHPVAKYLGSVDSRYSSTFLDSAWR
DLFSRSEPPVSEPLDVVGRVMQYVN
GATTTHQLPVAEAMLTCRHKFPDED
SYQKFIPFIGVVKVGLVEDSPSTAGD
GDDSPVVSLTVPSTSPPSSSGLSRDA
TATPPSSPSMSSALAIVGSPNSPYGD
VIGLQVDYWLGHPGERRREGDKRD
IASSKNTLKSVFRSVQVSRLPHAGEA
QLSGTMAMTVVTKEKNKKVPTIFLS
KKPREKEVDSKSQVIEGISRLICSAK
QQQTMLRVSIDGVEWSDIKFFQLAA
QWPTHVKHFPVGLFSGSKTT




