
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q5TH69 BIG3_HUMAN Homo
sapiens

Brefeldin
A-inhibited
guanine
nucleotide-
exchange
protein	3

28.212453 S936 S471;S632;S636;S1049;S1991;S207
9;S2081;S2095;S2101;S2103

26853435;38253038 MEEILRKLQKEASGSKYKAIKESCT
WALETLGGLDTIVKIPPHVLREKCLL
PLQLALESKNVKLAQHALAGMQKLL
SEERFVSMETDSDEKQLLNQILNAV
KVTPSLNEDLQVEVMKVLLCITYTPT
FDLNGSAVLKIAEVCIETYISSCHQR
SINTAVRATLSQMLSDLTLQLRQRQ
ENTIIENPDVPQDFGNQGSTVESLC
DDVVSVLTVLCEKLQAAINDSQQLQ
LLYLECILSVLSSSSSSMHLHRRFTD
LIWKNLCPALIVILGNPIHDKTITSAH
TSSTSTSLESDSASPGVSDHGRGSG
CSCTAPALSGPVARTIYYIAAELVRLV
GSVDSMKPVLQSLYHRVLLYPPPQH
RVEAIKIMKEILGSPQRLCDLAGPSS
TESESRKRSISKRKSHLDLLKLIMDG
MTEACIKGGIEACYAAVSCVCTLLGA
LDELSQGKGLSEGQVQLLLLRLEEL
KDGAEWSRDSMEINEADFRWQRRV
LSSEHTPWESGNERSLDISISVTTDT
GQTTLEGELGQTTPEDHSGNHKNS
LKSPAIPEGKETLSKVLETEAVDQPD
VVQRSHTVPYPDITNFLSVDCRTRSY
GSRYSESNFSVDDQDLSRTEFDSCD
QYSMAAEKDSGRSDVSDIGSDNCSL
ADEEQTPRDCLGHRSLRTAALSLKL
LKNQEADQHSARLFIQSLEGLLPRLL
SLSNVEEVDTALQNFASTFCSGMM
HSPGFDGNSSLSFQMLMNADSLYT
AAHCALLLNLKLSHGDYYRKRPTLA
PGVMKDFMKQVQTSGVLMVFSQA
WIEELYHQVLDRNMLGEAGYWGSP
EDNSLPLITMLTDIDGLESSAIGGQL
MASAATESPFAQSRRIDDSTVAGVA
FARYILVGCWKNLIDTLSTPLTGRMA
GSSKGLAFILGAEGIKEQNQKERDAI
CMSLDGLRKAARLSCALGVAANCAS
ALAQMAAASCVQEEKEEREAQEPSD
AITQVKLKVEQKLEQIGKVQGVWLH
TAHVLCMEAILSVGLEMGSHNPDC
WPHVFRVCEYVGTLEHNHFSDGAS
QPPLTISQPQKATGSAGLLGDPECEG
SPPEHSPEQGRSLSTAPVVQPLSIQD
LVREGSRGRASDFRGGSLMSGSSAA
KVVLTLSTQADRLFEDATDKLNLMA
LGGFLYQLKKASQSQLFHSVTDTVD
YSLAMPGEVKSTQDRKSALHLFRLG
NAMLRIVRSKARPLLHVMRCWSLV
APHLVEAACHKERHVSQKAVSFIHD
ILTEVLTDWNEPPHFHFNEALFRPF
ERIMQLELCDEDVQDQVVTSIGELV
EVCSTQIQSGWRPLFSALETVHGGN
KSEMKEYLVGDYSMGKGQAPVFDV
FEAFLNTDNIQVFANAATSYIMCLM
KFVKGLGEVDCKEIGDCAPAPGAPS
TDLCLPALDYLRRCSQLLAKIYKMPL
KPIFLSGRLAGLPRRLQEQSASSEDG
IESVLSDFDDDTGLIEVWIILLEQLTA
AVSNCPRQHQPPTLDLLFELLRDVT
KTPGPGFGIYAVVHLLLPVMSVWLR
RSHKDHSYWDMASANFKHAIGLSC
ELVVEHIQSFLHSDIRYESMINTMLK
DLFELLVACVAKPTETISRVGCSCIRY
VLVTAGPVFTEEMWRLACCALQDAF
SATLKPVKDLLGCFHSGTESFSGEG
CQVRVAAPSSSPSAEAEYWRIRAMA
QQVFMLDTQCSPKTPNNFDHAQSC
QLIIELPPDEKPNGHTKKSVSFREIV
VSLLSHQVLLQNLYDILLEEFVKGPS
PGEEKTIQVPEAKLAGFLRYISMQNL
AVIFDLLLDSYRTAREFDTSPGLKCL
LKKVSGIGGAANLYRQSAMSFNIYF
HALVCAVLTNQETITAEQVKKVLFE
DDERSTDSSQQCSSEDEDIFEETAQ
VSPPRGKEKRQWRARMPLLSVQPVS
NADWVWLVKRLHKLCMELCNNYIQ
MHLDLENCMEEPPIFKGDPFFILPS
FQSESSTPSTGGFSGKETPSEDDRS
QSREHMGESLSLKAGGGDLLLPPSP
KVEKKDPSRKKEWWENAGNKIYTM

False False 1.578 2.126 1.357 0.731 2.585 1.368 1.672



AADKTISKLMTEYKKRKQQHNLSAF
PKEVKVEKKGEPLGPRGQDSPLLQR
PQHLMDQGQMRHSFSAGPELLRQD
KRPRSGSTGSSLSVSVRDAEAQIQA
WTNMVLTVLNQIQILPDQTFTALQP
AVFPCISQLTCHVTDIRVRQAVREWL
GRVGRVYDIIV


