
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

0

Q9NYQ7 CELR3_HUMAN Homo
sapiens

Cadherin
EGF
LAG
seven-
pass	G-
type
receptor
3

29.523143 S3064;S3286;T3287;S3300;S3308 T2126;T3051;S3097 35254053;38253038;29237092 MMARRPPWRGLGGRSTPILLLLLLS
LFPLSQEELGGGGHQGWDPGLAATT
GPRAHIGGGALALCPESSGVREDGG
PGLGVREPIFVGLRGRRQSARNSRG
PPEQPNEELGIEHGVQPLGSRERET
GQGPGSVLYWRPEVSSCGRTGPLQR
GSLSPGALSSGVPGSGNSSPLPSDFL
IRHHGPKPVSSQRNAGTGSRKRVGT
ARCCGELWATGSKGQGERATTSGAE
RTAPRRNCLPGASGSGPELDSAPRT
ARTAPASGSAPRESRTAPEPAPKRM
RSRGLFRCRFLPQRPGPRPPGLPARP
EARKVTSANRARFRRAANRHPQFPQ
YNYQTLVPENEAAGTAVLRVVAQDP
DAGEAGRLVYSLAALMNSRSLELFSI
DPQSGLIRTAAALDRESMERHYLRV
TAQDHGSPRLSATTMVAVTVADRND
HSPVFEQAQYRETLRENVEEGYPIL
QLRATDGDAPPNANLRYRFVGPPAA
RAAAAAAFEIDPRSGLISTSGRVDRE
HMESYELVVEASDQGQEPGPRSATV
RVHITVLDENDNAPQFSEKRYVAQV
REDVRPHTVVLRVTATDRDKDANGL
VHYNIISGNSRGHFAIDSLTGEIQVV
APLDFEAEREYALRIRAQDAGRPPLS
NNTGLASIQVVDINDHIPIFVSTPFQ
VSVLENAPLGHSVIHIQAVDADHGE
NARLEYSLTGVAPDTPFVINSATGW
VSVSGPLDRESVEHYFFGVEARDHG
SPPLSASASVTVTVLDVNDNRPEFT
MKEYHLRLNEDAAVGTSVVSVTAVD
RDANSAISYQITGGNTRNRFAISTQG
GVGLVTLALPLDYKQERYFKLVLTAS
DRALHDHCYVHINITDANTHRPVFQ
SAHYSVSVNEDRPMGSTIVVISASDD
DVGENARITYLLEDNLPQFRIDADSG
AITLQAPLDYEDQVTYTLAITARDNGI
PQKADTTYVEVMVNDVNDNAPQFV
ASHYTGLVSEDAPPFTSVLQISATDR
DAHANGRVQYTFQNGEDGDGDFTI
EPTSGIVRTVRRLDREAVSVYELTAY
AVDRGVPPLRTPVSIQVMVQDVNDN
APVFPAEEFEVRVKENSIVGSVVAQI
TAVDPDEGPNAHIMYQIVEGNIPELF
QMDIFSGELTALIDLDYEARQEYVIV
VQATSAPLVSRATVHVRLVDQNDNS
PVLNNFQILFNNYVSNRSDTFPSGII
GRIPAYDPDVSDHLFYSFERGNELQ
LLVVNQTSGELRLSRKLDNNRPLVA
SMLVTVTDGLHSVTAQCVLRVVIITE
ELLANSLTVRLENMWQERFLSPLLG
RFLEGVAAVLATPAEDVFIFNIQNDT
DVGGTVLNVSFSALAPRGAGAGAAG
PWFSSEELQEQLYVRRAALAARSLL
DVLPFDDNVCLREPCENYMKCVSVL
RFDSSAPFLASASTLFRPIQPIAGLRC
RCPPGFTGDFCETELDLCYSNPCRN
GGACARREGGYTCVCRPRFTGEDCE
LDTEAGRCVPGVCRNGGTCTDAPN
GGFRCQCPAGGAFEGPRCEVAARSF
PPSSFVMFRGLRQRFHLTLSLSFAT
VQQSGLLFYNGRLNEKHDFLALELV
AGQVRLTYSTGESNTVVSPTVPGGLS
DGQWHTVHLRYYNKPRTDALGGAQ
GPSKDKVAVLSVDDCDVAVALQFGA
EIGNYSCAAAGVQTSSKKSLDLTGPL
LLGGVPNLPENFPVSHKDFIGCMRD
LHIDGRRVDMAAFVANNGTMAGCQ
AKLHFCDSGPCKNSGFCSERWGSF
SCDCPVGFGGKDCQLTMAHPHHFR
GNGTLSWNFGSDMAVSVPWYLGLA
FRTRATQGVLMQVQAGPHSTLLCQL
DRGLLSVTVTRGSGRASHLLLDQVT
VSDGRWHDLRLELQEEPGGRRGHH
VLMVSLDFSLFQDTMAVGSELQGLK
VKQLHVGGLPPGSAEEAPQGLVGCI
QGVWLGSTPSGSPALLPPSHRVNAE
PGCVVTNACASGPCPPHADCRDLW
QTFSCTCQPGYYGPGCVDACLLNPC
QNQGSCRHLPGAPHGYTCDCVGGY

False True 0.995 1.519 0.988 0.827 0.896



FGHHCEHRMDQQCPRGWWGSPTC
GPCNCDVHKGFDPNCNKTNGQCH
CKEFHYRPRGSDSCLPCDCYPVGST
SRSCAPHSGQCPCRPGALGRQCNSC
DSPFAEVTASGCRVLYDACPKSLRS
GVWWPQTKFGVLATVPCPRGALGA
AVRLCDEAQGWLEPDLFNCTSPAFR
ELSLLLDGLELNKTALDTMEAKKLA
QRLREVTGHTDHYFSQDVRVTARLL
AHLLAFESHQQGFGLTATQDAHFN
ENLLWAGSALLAPETGDLWAALGQ
RAPGGSPGSAGLVRHLEEYAATLAR
NMELTYLNPMGLVTPNIMLSIDRME
HPSSPRGARRYPRYHSNLFRGQDA
WDPHTHVLLPSQSPRPSPSEVLPTS
SSIENSTTSSVVPPPAPPEPEPGISIII
LLVYRTLGGLLPAQFQAERRGARLP
QNPVMNSPVVSVAVFHGRNFLRGIL
ESPISLEFRLLQTANRSKAICVQWDP
PGLAEQHGVWTARDCELVHRNGSH
ARCRCSRTGTFGVLMDASPRERLEG
DLELLAVFTHVVVAVSVAALVLTAAI
LLSLRSLKSNVRGIHANVAAALGVAE
LLFLLGIHRTHNQLVCTAVAILLHYF
FLSTFAWLFVQGLHLYRMQVEPRN
VDRGAMRFYHALGWGVPAVLLGLA
VGLDPEGYGNPDFCWISVHEPLIWS
FAGPVVLVIVMNGTMFLLAARTSCS
TGQREAKKTSALTLRSSFLLLLLVSA
SWLFGLLAVNHSILAFHYLHAGLCG
LQGLAVLLLFCVLNADARAAWMPA
CLGRKAAPEEARPAPGLGPGAYNNT
ALFEESGLIRITLGASTVSSVSSARSG
RTQDQDSQRGRSYLRDNVLVRHGS
AADHTDHSLQAHAGPTDLDVAMFH
RDAGADSDSDSDLSLEEERSLSIPSS
ESEDNGRTRGRFQRPLCRAAQSERL
LTHPKDVDGNDLLSYWPALGECEAA
PCALQTWGSERRLGLDTSKDAANN
NQPDPALTSGDETSLGRAQRQRKGI
LKNRLQYPLVPQTRGAPELSWCRAA
TLGHRAVPAASYGRIYAGGGTGSLSQ
PASRYSSREQLDLLLRRQLSRERLEE
APAPVLRPLSRPGSQECMDAAPGRL
EPKDRGSTLPRRQPPRDYPGAMAGR
FGSRDALDLGAPREWLSTLPPPRRT
RDLDPQPPPLPLSPQRQLSRDPLLPS
RPLDSLSRSSNSREQLDQVPSRHPS
REALGPLPQLLRAREDSVSGPSHGP
STEQLDILSSILASFNSSALSSVQSSS
TPLGPHTTATPSATASVLGPSTPRSA
TSHSISELSPDSEVPRSEGHS


