}Jl;l iprotKB Entry name organism full oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi plasma
name sites reticulum apparatus membrai
QINYQ6 |CELR1_HUMAN Homo Cadherin|20.146101 S1625;T2979|52761;S2764;S2871;52873|35289036;37217939;38253038 MAPPPPPVLPVLLLLAAAAALPAMGL |True True 1.276 |4.524 [1.15 1.076 1.061 5.0
sapiens EGF RAAAWEPRVPGGTRAFALRPGCTYA
LAG 'VGAACTPRAPRELLDVGRDGRLAGR
seven- RRVSGAGRPLPLQVRLVARSAPTALS
pass G- RRLRARTHLPGCGARARLCGTGARL
type CGALCFPVPGGCAAAQHSALAAPTT
receptor LPACRCPPRPRPRCPGRPICLPPGGS

1

VRLRLLCALRRAAGAVRVGLALEAAT
AGTPSASPSPSPPLPPNLPEARAGPA
RRARRGTSGRGSLKFPMPNYQVALF
ENEPAGTLILQLHAHYTIEGEEERVS
YYMEGLFDERSRGYFRIDSATGAVST
DSVLDRETKETHVLRVKAVDYSTPP
RSATTYITVLVKDTNDHSPVFEQSEY
RERVRENLEVGYEVLTIRASDRDSPI
NANLRYRVLGGAWDVFQLNESSGV
VSTRAVLDREEAAEYQLLVEANDQG
RNPGPLSATATVYIEVEDENDNYPQ
FSEQNYVVQVPEDVGLNTAVLRVQA
TDRDQGQNAAIHYSILSGNVAGQFY
LHSLSGILDVINPLDFEDVQKYSLSIK
AQDGGRPPLINSSGVVSVQVLDVND
NEPIFVSSPFQATVLENVPLGYPVVH
IQAVDADSGENARLHYRLVDTASTF
LGGGSAGPKNPAPTPDFPFQIHNSS
GWITVCAELDREEVEHYSFGVEAVD
HGSPPMSSSTSVSITVLDVNDNDPV
FTQPTYELRLNEDAAVGSSVLTLQAR
DRDANSVITYQLTGGNTRNRFALSS
QRGGGLITLALPLDYKQEQQYVLAVT
ASDGTRSHTAHVLINVTDANTHRPV
FQSSHYTVSVSEDRPVGTSIATLSAN
DEDTGENARITYVIQDPVPQFRIDPD
SGTMYTMMELDYENQVAYTLTIMA
QDNGIPQKSDTTTLEILILDANDNAP
QFLWDFYQGSIFEDAPPSTSILQVSA
TDRDSGPNGRLLYTFQGGDDGDGD
FYIEPTSGVIRTQRRLDRENVAVYNL
WALAVDRGSPTPLSASVEIQVTILDI
NDNAPMFEKDELELFVEENNPVGS
'VVAKIRANDPDEGPNAQIMYQIVEG
DMRHFFQLDLLNGDLRAMVELDFE
'VRREYVLVVQATSAPLVSRATVHILL
'VDQNDNPPVLPDFQILFNNYVTNKS
NSFPTGVIGCIPAHDPDVSDSLNYTF
VQGNELRLLLLDPATGELQLSRDLD
NNRPLEALMEVSVSDGIHSVTAFCT
LRVTIITDDMLTNSITVRLENMSQEK
FLSPLLALFVEGVAAVLSTTKDDVFV
FNVQNDTDVSSNILNVTFSALLPGG
'VRGQFFPSEDLQEQIYLNRTLLTTIS
TQRVLPFDDNICLREPCENYMKCVS
VLRFDSSAPFLSSTTVLFRPIHPINGL
RCRCPPGFTGDYCETEIDLCYSDPCG
ANGRCRSREGGYTCECFEDFTGEH
CEVDARSGRCANGVCKNGGTCVNL
LIGGFHCVCPPGEYERPYCEVTTRSF
PPQSFVTFRGLRQRFHFTISLTFATQ
ERNGLLLYNGRFNEKHDFIALEIVD
EQVQLTFSAGETTTTVAPKVPSGVSD
GRWHSVQVQYYNKPNIGHLGLPHG
PSGEKMAVVTVDDCDTTMAVRFGK
DIGNYSCAAQGTQTGSKKSLDLTGP
LLLGGVPNLPEDFPVHNRQFVGCM
RNLSVDGKNVDMAGFIANNGTREG
CAARRNFCDGRRCQNGGTCVNRW
NMYLCECPLRFGGKNCEQAMPHPQ
LFSGESVVSWSDLNIIISVPWYLGLM
FRTRKEDSVLMEATSGGPTSFRLQIL
NNYLQFEVSHGPSDVESVMLSGLRV
TDGEWHHLLIELKNVKEDSEMKHL
'VTMTLDYGMDQNKADIGGMLPGLT
'VRSVVVGGASEDKVSVRRGFRGCM
QGVRMGGTPTNVATLNMNNALKVR
VKDGCDVDDPCTSSPCPPNSRCHDA
WEDYSCVCDKGYLGINCVDACHLN
PCENMGACVRSPGSPQGYVCECGP
SHYGPYCENKLDLPCPRGWWGNPV
CGPCHCAVSKGFDPDCNKTNGQCQ
CKENYYKLLAQDTCLPCDCFPHGSH




SRTCDMATGQCACKPGVIGRQCNR
CDNPFAEVTTLGCEVIYNGCPKAFE
AGTWWPQTKFGQPAAVPCPKGSVG
NAVRHCSGEKGWLPPELFNCTTISF
'VDLRAMNEKLSRNETQVDGARALQ
LVRALRSATQHTGTLFGNDVRTAYQ
LLGHVLQHESWQQGFDLAATQDAD
FHEDVIHSGSALLAPATRAAWEQIQ
RSEGGTAQLLRRLEGYFSNVARNVR
RTYLRPEVIVTANMILAVDIFDKFNF
TGARVPRFDTIHEEFPRELESSVSFP
ADFFRPPEEKEGPLLRPAGRRTTPQT
TRPGPGTEREAPISRRRRHPDDAGQ
FAVALVIIYRTLGQLLPERYDPDRRSL
RLPHRPIINTPMVSTLVYSEGAPLPR
PLERPVLVEFALLEVEERTKPVCVF
WNHSLAVGGTGGWSARGCELLSRN
RTHVACQCSHTASFAVLMDISRREN
GEVLPLKIVTYAAVSLSLAALLVAFVL
LSLVRMLRSNLHSIHKHLAVALFLS
QLVFVIGINQTENPFLCTVVAILLHYI
YMSTFAWTLVESLHVYRMLTEVRNI
DTGPMRFYYVVGWGIPAIVTGLAVGL
DPQGYGNPDFCWLSLQDTLIWSFAG
PIGAVIIINTVTSVLSAKVSCQRKHHY
YGKKGIVSLLRTAFLLLLLISATWLLG
LLAVNRDALSFHYLFAIFSGLQGPFV
LLFHCVLNQEVRKHLKGVLGGRKL
HLEDSATTRATLLTRSLNCNTTFGD
GPDMLRTDLGESTASLDSIVRDEGIQ
KLGVSSGLVRGSHGEPDASLMPRSC
KDPPGHDSDSDSELSLDEQSSSYAS
SHSSDSEDDGVGAEEKWDPARGAV
HSTPKGDAVANHVPAGWPDQSLAE
SDSEDPSGKPRLKVETKVSVELHRE
EQGSHRGEYPPDQESGGAARLASSQ
PPEQRKGILKNKVTYPPPLTLTEQTL
KGRLREKLADCEQSPTSSRTSSLGS
GGPDCAITVKSPGREPGRDHLNGVA
MNVRTGSAQADGSDSEKP




