}Jl;l iprotKB Entry name |organism [full name |oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion em?oplasmlc golgi plasma ext
sites reticulum apparatus membrane [reg
Q3UGY8  [BIG3_MOUSE [Mus Brefeldin |25.573173 S13 S471;S628;5632;51045;51881;S197 (33300544;34418053 MEEILRKLQRDASGSKYKAIKESCT |False False 1.482 [2.045 [1.372 0.745 2.556 1.331 1.5(

musculus |A-inhibited 5;51984;52072;5S2074;52088;52094 'WALETLGGLDTVVKIPPHLLREKCLL

guanine ;52096 PLQLALESKNVKLAQHALAGMQKLL

nucleotide- SEERFVSMETDSDEKQLLNQILNAV

exchange KVTPSLNEDLQVEVMKVLLCITYTPT

protein 3 FDMNGSAVLKIAEVCIETYTCSCHQ

RSINTAVRATLSQMLGDLTLQLRQR
QENTIIENPDAPQEFRSQGLTVEALC
DDVISVLAVLCEKLQASINDSQQLQL
LYLECILSVLSSSSSSMHLHRGFTDL
IWKSLCPALVVILGNPIHDKTITSAHS
TSTSTSMESDSASLGVSDHGRGSGC
SCTAPTLSGPVARTIYYLAAELVRLVG
SVDSMKPVLQSLYHRVLLYPPPQHR
VEAIKIMKEILGSPQRLYDLAGPSSIE
SEPRKRSISKRKSHLDLLKLIMDGM
TEACIKGGIEACYAAVSCVCTLLGAL
DELSQGKGLNDTQVQQLLLRLEELR
DGAESSRDSMEINEADFRWQRRVL
SSEHTPWESGNERSPDISISVTTDTG
QTTLEGELGQTTPEDHKNGLKSPAI
QEGKGTMGKVSEPEAIDQPDVVQRS
HTVPYPDITNFLSVDCRTRSYGSRYS
ESNFSVDDQDLSRTEFDSCDQYSM
AAEKDSGRSDVSDIGSDNCSLADEE
QTPRDYIGHRSLRTAALSLKLLKNQE
ADQHSARLFIQSLEGLLPRLLALSSV
EEVDSALQNFASTFCSGMMHSPGF
DGGSSLSFQMLMNADSLYTAAHCA
LLLNLKLSHGDYYRKRPTVAPGMMK
EFMKQVQTSGVLMVFSQAWLEELY
HQVLDRNMLGEAGYWGSPEDNSLP
LITMLTDIDGLESSAIGGQLMASASV
ESPEFTQSRRLDDSTVAGVAFARYILV
GCWKNLIDTLSTPLTGRMAGSSKGL
AFILGAEGIKEQNQKERDAICMSLD
GLRKAARLSCALGVAANCASALAQM
AAASCVQEEKEERQSQEPSDALAQV
KLKVEQKLEQMGKVQGVWLHTAHV
LCMDAILSVGLEMGSHNPDCWPHV
FRVCEYVGTLEHTHFSDGISQPPLTI
HQPQKTSGSSGLLGEIEFKSSSQEQ
SLEQGPSLNTAPVVQPHSIQELVREC
SRGRTSDFRGGSLSGNSAAKVVLSL
STQADRLFDDATDKLNLTALGGFLY
QLKKASQSQLFHSVTDTVDYSLTMP
GEVKSTQDQKSALHLFRLGDAMLRI
VRSKARPLLHVMRCWSLVAPHLVEA
ACHKERHVSQKAVSFIHDILTEVLTD
WSEPPHFHFNEALFRPFERIMQLEL
CDEDVQDQVVTSIGELVEVCSAQIQS
GWRPLFSALETVRSGNKSEVKEYLV
GDYSMGKGQAPVFDVFEAFLNTDNI
QVFANAATSYIMCLMKFVKGLGEVD
CKEIGDCVPGAGATSTDLCLPALDYL
RRCSQLLAKIYKMPLKPIFLSGRLAS
LPRRLQEQSASSEDGIESVLSDFDD
DTGLIEVWIILLEQLTAAVSNCPRQH
QPPTLDLLFELLRDVTKTPGPGFGIY
AVVHLLLPVMSLWLLRSHKDHSYW
DVASANFKHAIGLSCELVVEHIQSFL
HSDIRYESMINTMLKDLFELLVVCV
AKPTETISRVGCSCIRYVLVTAGPVFT
EEMWRLACCALQDAFSATLKPVKDL
LGCFHGGTEGFSGEGCQVRVAAPSS
SPSAEAEYWRIRAMAQQVFMLDTQ
CSPKTPNNFDHAQSCQLIIELPHDE
KPNGHAKKSVSFREIVVSLLSHQVLL
QNLYDILLEEFVKGPSPGEEKTVQVP
DTKLAGFLRYISMQNLAVIFDLLLDS
YRTAREFDTSPGLKCLLKKVSGIGGA
ANLYRQSAMSFNIYFHALVCAVLTN
QETITAEQVKKVLFEEEERSSDSSQQ
CSSEDEDIFEETAQVSPPRGKEKRQ
WRARLPSLSVQPVSNADWVWLVKR
LHKLCMELCNHYIQMHLDLESSLE
EPLTFKSDPFFILPSFQSESSTPSTGG
FSGKNTPSEDDRREHLSEPQSLRVG
SGDMLMLPPSPKTEKKDPGRKKEW
WESAGNKICTMAADKTISKLMTEYK




KRRQPHNLPPFPKEVKVDKKGEPLG
PRGPDSPLLQRPQHLIDQGQMRHSF
SAGPELLRQEKRPRSGSTGSSLSVSV
RDAEAQIQAWTNMVLTVLNQIQILP
DQTFTALQPAVFPCISQLTCHVTDIR
VRQAVREWLGRVGRVYDIIT




