UniprotKB

D Entry name organism [full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS 'sequence intracellular extracellular|cytosol nucleus mitochndric
Q9Y4K1 CRBG1_HUMAN [Homo Beta/gamma [9.770501 T530;S639;T840;T841;S841;S979;S |S483;S489;5737;S756;5892;T933 [38665916;34019948;39302247;314 [MPLSPPAQGDPGEPSPCRPPKKHTT |False False 1.721 |3.292 |0.281
sapiens |crystallin 1317;S1444;S1447 92838;30379171;39531497;403072 [FHLWRSKKKQQPAPPDCGVFVPHPL
domain- 07;35132862;40596516;29351928;3 [PAPAGEARALDVVDGKYVVRDSQEF
containing 8253038;39534244;35254053 PLHCGESQFFHTTSEALGSLLLESGI
protein 1 FKKSRAQPPEDNRRKPVLGKLGTLF

TAGRRRNSRNGLESPTRSNAKPLSP
KDVVASPKLPERESERSRSQSSQLK
QTDTSEEGSPRENPREAEGELPESG
GPAAPPDAELSPRWSSSAAAVAVQQ
CHENDSPQLEPLEAEGEPFPDATTT
IAKQLHSSPGNSSRQENAETPARSPG
EDASPGAGHEQEAFLGVRGAPGSPT
QERPAGGLGEAPNGAPSVCAEEGSL
GPRNARSQPPKGASDLPGEPPAEGA
IAHTASSAQADCTARPKGHAHPAKVL
TLDIYLSKTEGAQVDEPVVITPRAED
CGDWDDMEKRSSGRRSGRRRGSQK
STDSPGADAELPESAARDDAVFDDE
IVAPNAASDNASAEKKVKSPRAALDG
GVASAASPESKPSPGTKGQLRGESD
RSKQPPPASSPTKRKGRSRALEAVPA
PPASGPRAPAKESPPKRVPDPSPVTK
GTAAESGEEAARAIPRELPVKSSSLL
PEIKPEHKRGPLPNHFNGRAEGGRS
RELGRAAGAPGASDADGLKPRNHFG
[VGRSTVTTKVTLPAKPKHVELNLKTP
KNLDSLGNEHNPFSQPVHKGNTAT
KISLFENKRTNSSPRHTDIRGQRNTP
IASSKTFVGRAKLNLAKKAKEMEQPE
KKVMPNSPQNGVLVKETAIETKVTV
SEEEILPATRGMNGDSSENQALGPQ
PNQDDKADVQTDAGCLSEPVASALI
PVKDHKLLEKEDSEAADSKSLVLEN
IVTDTAQDIPTTVDTKDLPPTAMPKPQ
HTFSDSQSPAESSPGPSLSLSAPAPG
DVPKDTCVQSPISSFPCTDLKVSENH
KGCVLPVSRQNNEKMPLLELGGETT
PPLSTERSPEAVGSECPSRVLVQVRS
FVLPVESTQDVSSQVIPESSEVREVQ
LPTCHSNEPEVVSVASCAPPQEEVL
GNEHSHCTAELAAKSGPQVIPPASE
KTLPIQAQSQGSRTPLMAESSPTNSP
SSGNHLATPQRPDQTVTNGQDSPAS
LLNISAGSDDSVFDSSSDMEKFTEIT
KQMDSAVCMPMKRKKARMPNSPA
PHFAMPPIHEDHLEKVFDPKVFTFG
LGKKKESQPEMSPALHLMQNLDTK
SKLRPKRASAEQSVLFKSLHTNTNG
NSEPLVMPEINDKENRDVTNGGIKR
SRLEKSALFSSLLSSLPQDKIFSPSVT
SVNTMTTAFSTSQNGSLSQSSVSQP
TTEGAPPCGLNKEQSNLLPDNSLKV
FNFNSSSTSHSSLKSPSHMEKYPQK
EKTKEDLDSRSNLHLPETKFSELSK
LKNDDMEKANHIESVIKSNLPNCAN
SDTDFMGLFKSSRYDPSISFSGMSL
SDTMTLRGSVQNKLNPRPGKVVIYS
EPDVSEKCIEVFSDIQDCSSWSLSPV
ILIKVVRGCWILYEQPNFEGHSIPLE
EGELELSGLWGIEDILERHEEAESD
KPVVIGSIRHVVQDYRVSHIDLFTEP
EGLGILSSYFDDTEEMQGFGVMQKT
CSMKVHWGTWLIYEEPGFQGVPFIL
EPGEYPDLSFWDTEEAYIGSMRPLK
MGGRKVEFPTDPKVVVYEKPFFEGK
CVELETGMCSFVMEGGETEEATGD
DHLPFTSVGSMKVLRGIWVAYEKPG
FTGHQYLLEEGEYRDWKAWGGYNG
ELQSLRPILGDFSNAHMIMYSEKNF
GSKGSSIDVLGIVANLKETGYGVKTQ
SINVLSGVWVAYENPDFTGEQYILDK
GFYTSFEDWGGKNCKISSVQPICLD
SFTGPRRRNQIHLFSEPQFQGHSQS
FEETTSQIDDSFSTKSCRVSGGSWV
IVYDGENFTGNQYVLEEGHYPCLSA
MGCPPGATFKSLRFIDVEFSEPTIILF
EREDFKGKKIELNAETVNLRSLGFN
TQIRSVQVIGGIWVTYEYGSYRGRQF
LLSPAEVPNWYEFSGCRQIGSLRPFV
QKRIYFRLRNKATGLFMSTNGNLED




LKLLRIQVMEDVGADDQIWIYQEGCI
KCRIAEDCCLTIVGSLVTSGSKLGLA
LDQNADSQFWSLKSDGRIYSKLKPN
LVLDIKGGTQYDQNHIILNTVSKEKF
TQVWEAMVLYT




