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UniprotKB . . . . . . . |endoplasi

D Entry name |organism name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion reticulum

P16144 1TB4_HUMAN |Homo Integrin |30.102154 S1483;T1484;S1485;51486(S771;51069;S1119;S1454;S1457;S1 |31492838;28657654;34019948;352 |MAGPRPSPWARLLLAALISVSLSGTL (True True 1.947 4474 [1.89 1.663
sapiens |beta-4 474;T1487;S1494;T1530;S1791 54053;29237092 IANRCKKAPVKSCTECVRVDKDCAYC

TDEMFRDRRCNTQAELLAAGCQRE
SIVVMESSFQITEETQIDTTLRRSQM
SPQGLRVRLRPGEERHFELEVFEPL
ESPVDLYILMDFSNSMSDDLDNLKK
MGQNLARVLSQLTSDYTIGFGKEVD
KVSVPQTDMRPEKLKEPWPNSDPPF
SFKNVISLTEDVDEFRNKLQGERISG
NLDAPEGGFDAILQTAVCTRDIGWR
PDSTHLLVFSTESAFHYEADGANVL
AGIMSRNDERCHLDTTGTYTQYRTQ
DYPSVPTLVRLLAKHNIIPIFAVTNYS
YSYYEKLHTYFPVSSLGVLQEDSSNI
VELLEEAFNRIRSNLDIRALDSPRGL
RTEVTSKMFQKTRTGSFHIRRGEVGI
'YQVQLRALEHVDGTHVCQLPEDQK
GNIHLKPSFSDGLKMDAGIICDVCTC
ELQKEVRSARCSFNGDFVCGQCVCS
EGWSGQTCNCSTGSLSDIQPCLREG
EDKPCSGRGECQCGHCVCYGEGRY
EGQFCEYDNFQCPRTSGFLCNDRG
RCSMGQCVCEPGWTGPSCDCPLSN
IATCIDSNGGICNGRGHCECGRCHC
HQQSLYTDTICEINYSAIHPGLCEDL
RSCVQCQAWGTGEKKGRTCEECNF
KVKMVDELKRAEEVVVRCSFRDED
DDCTYSYTMEGDGAPGPNSTVLVHK
KKDCPPGSFWWLIPLLLLLLPLLALL
LLLCWKYCACCKACLALLPCCNRGH
MVGFKEDHYMLRENLMASDHLDTP
MLRSGNLKGRDVVRWKVTNNMQR
PGFATHAASINPTELVPYGLSLRLAR
LCTENLLKPDTRECAQLRQEVEENL
NEVYRQISGVHKLQQTKFRQQPNAG
KKQDHTIVDTVLMAPRSAKPALLKLT
EKQVEQRAFHDLKVAPGYYTLTADQ
DARGMVEFQEGVELVDVRVPLFIRP
EDDDEKQLLVEAIDVPAGTATLGRRL
VNITIIKEQARDVVSFEQPEFSVSRG
DQVARIPVIRRVLDGGKSQVSYRTQD
GTAQGNRDYIPVEGELLFQPGEAWK
ELQVKLLELQEVDSLLRGRQVRRFH
'VQLSNPKFGAHLGQPHSTTIIIRDPD
ELDRSFTSQMLSSQPPPHGDLGAPQ
NPNAKAAGSRKIHFNWLPPSGKPM
GYRVKYWIQGDSESEAHLLDSKVPS
VELTNLYPYCDYEMKVCAYGAQGEG
PYSSLVSCRTHQEVPSEPGRLAFNV
VSSTVTQLSWAEPAETNGEITAYEVC
'YGLVNDDNRPIGPMKKVLVDNPKN
RMLLIENLRESQPYRYTVKARNGAG
'WGPEREAIINLATQPKRPMSIPIIPDI
PIVDAQSGEDYDSFLMYSDDVLRSP
SGSQRPSVSDDTGCGWKFEPLLGEE
LDLRRVTWRLPPELIPRLSASSGRSS
DAEAPHGPPDDGGAGGKGGSLPRSA
TPGPPGEHLVNGRMDFAFPGSTNSL
HRMTTTSAAAYGTHLSPHVPHRVLS
TSSTLTRDYNSLTRSEHSHSTTLPRD
YSTLTSVSSHDSRLTAGVPDTPTRLV
FSALGPTSLRVSWQEPRCERPLQGY
SVEYQLLNGGELHRLNIPNPAQTSV
'VVEDLLPNHSYVFRVRAQSQEGWG
REREGVITIESQVHPQSPLCPLPGSA
FTLSTPSAPGPLVFTALSPDSLQLSW
ERPRRPNGDIVGYLVTCEMAQGGGP
ATAFRVDGDSPESRLTVPGLSENVPY
KFKVQARTTEGFGPEREGIITIESQD
GGPFPQLGSRAGLFQHPLQSEYSSIT
TTHTSATEPFLVDGLTLGAQHLEAG
GSLTRHVTQEFVSRTLTTSGTLSTH
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