}Jl;l iprotKB Entry name  |organism full oglcnacscore oglcnac phosphorylation |,y yyy¢ sequence intracellular |extracellular |cytosol [nucleus mitochndrion endoplasmic golgi plasma extra
name sites  [sites reticulum |apparatus membrane [regio
Q9HCU4 CELR2_HUMAN |Homo Cadherin |28.724899 S2072 |[NaN 35138101;32574038;35289036;373 |MRSPATGVPLPTPPPPLLLLLLLLLPP |False True 2.43 1.643 1.135 0.877 1.078 5.0 2.276
sapiens |EGF 40703 PLLGDQVGPCRSLGSRGRGSSGACA
LAG PMGWLCPSSASNLWLYTSRCRDAG
seven- TELTGHLVPHHDGLRVWCPESEAHI
pass G- PLPPAPEGCPWSCRLLGIGGHLSPQ
type GKLTLPEEHPCLKAPRLRCQSCKLA
receptor QAPGLRAGERSPEESLGGRRKRNVN

2

TAPQFQPPSYQATVPENQPAGTPVA
SLRAIDPDEGEAGRLEYTMDALFDS
RSNQFFSLDPVTGAVTTAEELDRET
KSTHVFRVTAQDHGMPRRSALATLT
ILVTDTNDHDPVFEQQEYKESLREN
LEVGYEVLTVRATDGDAPPNANILYR
LLEGSGGSPSEVFEIDPRSGVIRTRG
PVDREEVESYQLTVEASDQGRDPGP
RSTTAAVFLSVEDDNDNAPQFSEKR
YVVQVREDVTPGAPVLRVTASDRDK
GSNAVVHYSIMSGNARGQFYLDAQT
GALDVVSPLDYETTKEYTLRVRAQD
GGRPPLSNVSGLVTVQVLDINDNAPI
FVSTPFQATVLESVPLGYLVLHVQAI
DADAGDNARLEYRLAGVGHDFPFTI
NNGTGWISVAAELDREEVDFYSFGV
EARDHGTPALTASASVSVTVLDVND
NNPTFTQPEYTVRLNEDAAVGTSVV
TVSAVDRDAHSVITYQITSGNTRNRF
SITSQSGGGLVSLALPLDYKLERQYV
LAVTASDGTRQDTAQIVVNVTDANT
HRPVFQSSHYTVNVNEDRPAGTTVV
LISATDEDTGENARITYFMEDSIPQF
RIDADTGAVTTQAELDYEDQVSYTLA
ITARDNGIPQKSDTTYLEILVNDVND
NAPQFLRDSYQGSVYEDVPPFTSVL
QISATDRDSGLNGRVFYTFQGGDDG
DGDFIVESTSGIVRTLRRLDRENVAQ
YVLRAYAVDKGMPPARTPMEVTVTV
LDVNDNPPVFEQDEFDVFVEENSPI
GLAVARVTATDPDEGTNAQIMYQIV
EGNIPEVFQLDIFSGELTALVDLDYE
DRPEYVLVIQATSAPLVSRATVHVRL
LDRNDNPPVLGNFEILFNNYVTNRS
SSFPGGAIGRVPAHDPDISDSLTYSF
ERGNELSLVLLNASTGELKLSRALD
NNRPLEAIMSVLVSDGVHSVTAQCA
LRVTIITDEMLTHSITLRLEDMSPER
FLSPLLGLFIQAVAATLATPPDHVVV
FNVQRDTDAPGGHILNVSLSVGQPP
GPGGGPPFLPSEDLQERLYLNRSLLT
IAISAQRVLPFDDNICLREPCENYMR
CVSVLRFDSSAPFIASSSVLFRPIHPV
GGLRCRCPPGFTGDYCETEVDLCYS
RPCGPHGRCRSREGGYTCLCRDGYT
GEHCEVSARSGRCTPGVCKNGGTC
IVNLLVGGFKCDCPSGDFEKPYCQVT
TRSFPAHSFITFRGLRQRFHFTLALS
FATKERDGLLLYNGRFNEKHDFVAL
EVIQEQVQLTFSAGESTTTVSPFVPG
GVSDGQWHTVQLKYYNKPLLGQTG
LPQGPSEQKVAVVTVDGCDTGVALR
FGSVLGNYSCAAQGTQGGSKKSLDL
TGPLLLGGVPDLPESFPVRMRQFVG
CMRNLQVDSRHIDMADFIANNGTV
PGCPAKKNVCDSNTCHNGGTCVNQ
WDAFSCECPLGFGGKSCAQEMANP
QHFLGSSLVAWHGLSLPISQPWYLS
LMFRTRQADGVLLQAITRGRSTITLQ
LREGHVMLSVEGTGLQASSLRLEPG
RANDGDWHHAQLALGASGGPGHAI
LSFDYGQQRAEGNLGPRLHGLHLS
NITVGGIPGPAGGVARGFRGCLQGV
RVSDTPEGVNSLDPSHGESINVEQG
CSLPDPCDSNPCPANSYCSNDWDSY
SCSCDPGYYGDNCTNVCDLNPCEH
QSVCTRKPSAPHGYTCECPPNYLGP
[YCETRIDQPCPRGWWGHPTCGPCN
CDVSKGFDPDCNKTSGECHCKENH
YRPPGSPTCLLCDCYPTGSLSRVCDP
EDGQCPCKPGVIGRQCDRCDNPFAE
IVTTNGCEVNYDSCPRAIEAGIWWPR
TRFGLPAAAPCPKGSFGTAVRHCDE




HRGWLPPNLFNCTSITFSELKGFAE
RLQRNESGLDSGRSQQLALLLRNAT
QHTAGYFGSDVKVAYQLATRLLAHE
STQRGFGLSATQDVHFTENLLRVGS
IALLDTANKRHWELIQQTEGGTAWLL
QHYEAYASALAQNMRHTYLSPFTIV
TPNIVISVVRLDKGNFAGAKLPRYEA
LRGEQPPDLETTVILPESVFRETPPV
IVRPAGPGEAQEPEELARRQRRHPEL
SQGEAVASVIIYRTLAGLLPHNYDPD
KRSLRVPKRPIINTPVVSISVHDDEEL
LPRALDKPVTVQFRLLETEERTKPIC
IVFWNHSILVSGTGGWSARGCEVVF
RNESHVSCQCNHMTSFAVLMDVSR
RENGEILPLKTLTYVALGVTLAALLLT
FFFLTLLRILRSNQHGIRRNLTAALG
LAQLVFLLGINQADLPFACTVIAILLH
FLYLCTFSWALLEALHLYRALTEVRD
IVNTGPMRFYYMLGWGVPAFITGLAV
GLDPEGYGNPDFCWLSIYDTLIWSF
IAGPVAFAVSMSVFLYILAARASCAAQ
RQGFEKKGPVSGLQPSFAVLLLLSAT
IWLLALLSVNSDTLLFHYLFATCNCI
QGPFIFLSYVVLSKEVRKALKLACSR
KPSPDPALTTKSTLTSSYNCPSPYAD
GRLYQPYGDSAGSLHSTSRSGKSQP
SYIPFLLREESALNPGQGPPGLGDPG
SLFLEGQDQQHDPDTDSDSDLSLED
DQSGSYASTHSSDSEEEEEEEEEEA
IAFPGEQGWDSLLGPGAERLPLHSTP
KDGGPGPGKAPWPGDFGTTAKESSG
NGAPEERLRENGDALSREGSLGPLP
GSSAQPHKGILKKKCLPTISEKSSLL
RLPLEQCTGSSRGSSASEGSRGGPP
PRPPPRQSLQEQLNGVMPIAMSIKA
GTVDEDSSGSEFLFFNFLH




