UniprotKB [Entry organism full loglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular extracellular cytosol nucleus mitochndrion ent!oplasmlc golgi plasma extl:acellular
1D name name sites sites reticulum apparatus membrane [region
088278 CELR3_RAT |Rattus Cadherin [23.439218 NaN T2117;T3050;S3098|38843836 MARRPLWWGLPGPSTPLLLLLLFSL |False True False [1.236 [0.718 0.512 0.567 5.0 1.232
norvegicus |[EGF FPSSREEMGGGGDQGWDPGVATAT

LAG GPRAQIGSGAVALCPESPGVWEDGD

seven- PGLGVREPVFMKLRVGRQNARNGR

pass G- GAPEQPNREPVVQALGSREQEAGQG

type SGYLLCWHPEISSCGRTGHLRRGSL

receptor PLDALSPGDSDLRNSSPHPSELLAQ

3 PDSPRPVAFQRNGRRSIRKRVETFR

CCGKLWEPGHKGQGERSATSTVDR
GPLRRDCLPGSLGSGLGEDSAPRAV
RTAPAPGSAPHESRTAPERMRSRGL
FRRGFLFERPGPRPPGFPTGAEAKRI
LSTNQARSRRAANRHPQFPQYNYQT
LVPENEAAGTAVLRVVAQDPDPGEA
GRLVYSLAALMNSRSLELFSIDPQSG
LIRTAAALDRESMERHYLRVTAQDH
GSPRLSATTMVAVTVADRNDHAPVF
EQAQYRETLRENVEEGYPILQLRATD
GDAPPNANLRYRFVGSPAARTAAAA
IAFEIDPRSGLISTSGRVDREHMESYE
LVVEASDQGQEPGPRSATVRVHITVL
DENDNAPQFSEKRYVAQVREDVRP
HTVVLRVTATDKDKDANGLVHYNIIS
GNSRGHFAIDSLTGEIQVMAPLDFE
IAEREYALRIRAQDAGRPPLSNNTGL
ASIQVVDINDHSPIFVSTPFQVSVLE
NAPLGHSVIHIQAVDADHGENSRLE
YSLTGVASDTPFVINSATGWVSVSGP
LDRESVEHYFFGVEARDHGSPPLSA
SASVTVTVLDVNDNRPEFTMKEYHL
RLNEDAAVGTSVVSVTAVDRDANSA
ISYQITGGNTRNRFAISTQGGMGLVT
LALPLDYKQERYFKLVLTASDRALHD
HCYVHINITDANTHRPVFQSAHYSV
SMNEDRPVGSTVVVISASDDDVGEN
IARITYLLEDNLPQFRIDADSGAITLQA
PLDYEDQVTYTLAITARDNGIPQKAD
TTYVEVMVNDVNDNAPQFVASHYT
GLVSEDAPPFTSVLQISATDRDAHAN
GRVQYTFQNGEDGDGDFTIEPTSGI
IVRTVRRLDREAVPVYELTAYAVDRG
IVPPLRTPVSIQVIVQDVNDNAPVFPA
EEFEVRVKENSIVGSVVAQITAVDPD
DGPNAHIMYQIVEGNIPELFQMDIFS
GELTALIDLDYEARQEYVIVVQATSA
PLVSRATVHVRLVDQNDNSPVLNNF
QILFNNYVSNRSDTFPSGIIGRIPAYD
PDVSDHLFYSFERGNELQLLVVNQT
SGELRLSRKLDNNRPLVASMLVTV
DGLHSVTAQCVLRVVIITEELLANSL
TVRLENMWQERFLSPLLGHFLEGV
IAAVLATPTEDVFIFNIQNDTDVGGTV
LNVSFSALAPRGAGAGAAGPWFSSE
ELQEQLYVRRAALAARSLLDVLPFD
DNVCLREPCENYMKCVSVLRFDSSA
PFLASASTLFRPIQPIAGLRCRCPPGF
TGDFCETELDLCYSNPCRNGGACAR
REGGYTCVCRPRFTGEDCELDTEAG
RCVPGVCRNGGTCTNAPNGGFRCQ
CPAGGAFEGPRCEVAARSFPPSSFV
MFRGLRQRFHLTLSLSFATVQPSGL
LFYNGRLNEKHDFLALELVAGQVRL
TYSTGESSTVVSPTVPGGLSDGQWH
TVHLRYYNKPRTDALGGAQGPSKDK
IVAVLSVDDCNVAVALRFGAEIGNYS
CAAAGVQTSSKKSLDLTGPLLLGGVP
NLPENFPVSRKDFIGCMRDLHIDGR
RVDMAAFVANNGTTAGCQAKSHFC
IASGPCKNGGLCSERWGGFSCDCPV
GFGGKDCRLTMAHPYHFQGNGTLS
WDFGNDMPVSVPWYLGLSFRTRAT
KGVLMQVQLGPHSVLLCKLDQGLLS
IVTLSRASGHAVHLLLDQMTVSDGR
WHDLRLELQEEPGGRRGHHIFMVS
LDFTLFQDTMAMGSELEGLKVKHL




HVGGPPPSSKEEGPQGLVGCIQGVW
TGFTPFGSSALPPPSHRINVEPGCTV
TNPCASGPCPPHANCKDLWQTFSCT
CWPGYYGPGCVDACLLNPCQNQGS
CRHLQGGPHGYTCDCASGYFGQHC
EHRMDQQCPRGWWGSPTCGPCNC
DVHKGFDPNCNKTSGQCHCKEFHY
RPRGSDSCLPCDCYPVGSTSRSCAP
HSGQCPCRPGALGRQCNSCDSPFA
EVTASGCRVLYDACPKSLRSGVWWP
QTKFGVLATVPCPRGALGLRGTGAA
VRLCDEDHGWLEPDFFNCTSPAFR
ELSLLLDGLELNKTALDTVEAKKLAQ
RLREVITGQTDHYFSQDVRVTARLLA
YLLAFESHQQGFGLTATQDAHFNEN
LLWAGSALLAPETGDLWAALGQRAP
GGSPGSAGLVRHLEEYAATLARNMD
LTYLNPVGLVTPNIMLSIDRMEQPSS
SQGAHRYPRYHSNLFRGQDAWDPH
THVLLPSQSPQPSPSEVLPTSSNAEN
IATASGVVSPPAPLEPESEPGISIVILL
IVYRALGGLLPAQFQAERRGARLPQN
PVMNSPVVSVAVFRGRNFLRGALVS
PINLEFRLLQTANRSKAICVQWDPP
GPADQHGMWTARDCELVHRNGSH
ARCRCSRTGTFGVLMDASPRERLEG
DLELLAVFTHVVVAASVTALVLTAAV
LLSLRSLKSNVRGIHANVAAALGVAE
LLFLLGIHRTHNQLLCTVVAILLHYF
FLSTFAWLLVQGLHLYRMQVEPRNV
DRGAMRFYHALGWGVPAVLLGLAV
GLDPEGYGNPDFCWISIHEPLIWSFA
GPIVLVIVMNGIMFLLAARTSCSTGQ
REAKKTSVLRTLRSSFLLLLLVSASW
LFGLLAVNHSVLAFHYLHAGLCGLQ
GLAVLLLFCVLNADARAAWTPACLG
KKAAPEETRPAPGPGSGAYNNTALF
EESGLIRITLGASTVSSVSSARSGRA
QDQDSQRGRSYLRDNVLVRHGSTA
EHAEHSLQAHAGPTDLDVAMFHRD
IAGADSDSDSDLSLEEERSLSIPSSES
EDNGRTRGRFQRPLRRAAQSERLLA
HPKDVDGNDLLSYWPALGECEAAP
CALQAWGSERRLGLDSNKDAANNN
QPELALTSGDETSLGRAQRQRKGILK
NRLQYPLVPQTRGTPELSWCRAATL
GHRAVPAASYGRIYAGGGTGSLSQP
ASRYSSREQLDLLLRRQLSRERLEEV
PVPAPVLHPLSRPGSQERLDTAPARL
EPRDRGSTLPRRQPPRDYPGTMAGR
FGSRDALDLGAPREWLSTLPPPRRN
RDLDPQHPPLPLSPQRPLSRDPLLPS
RPLDSLSRISNSRERLDQVPSRHPSR
EALGPAPQLLRAREDPASGPSHGPS
TEQLDILSSILASFNSSALSSVQSSST
PSGPHTTATPSATASALGPSTPRSAT
SHSISELSPDSEVPRSEGHS




