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CELR1_HUMAN||QoNYQ6 ||CELSR1 22q13.31][46756731..46933067|[Cadherin EGF LAG seven-pass G-type receptor 1|
| L LN B I | LI I | LI B I | 1 LI | LI 1 LI I I | LI L LI B I | LI I B | LI B I | LI I I | LI |
1 100 200 300 400 500
| L LI B I | LI B | T rrrrrrrpord LI B | LI B B | LN B I | LI B I | LI |
501 600 700 800 900 1000
| L 1 1 1 1 1 1 1 I | 1 1 ] 1 1 1 1 1 1 | ] 1 1 1 ] 1 1 1 I | 1 1 ] 1 1 1 ] 1 1 1 I 1 1 1 ] ] 1 1 1 1
1001 1100 1200 1300 1400 1500
| L 1 1 1 1 1 1 1 ] | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1
1501 1600 1700 1800 1900 2000
| I 1 1 1 I | 1 1 I | 1 1 I 1 1 1 I 1 1 | I | 1 1 1 | | 1 1 | 1 1 1 I 1 1 1 I 1 | 1 I 1 1 1 I | 1 1 1
2001 2100 2200 2300 2400 2500
T2743-P $2982-P
T2742-P $2761-P $2960-P
$2737-P S2764-P 2871-P,52871-P
serarp | [ s2ieaE S2871-PS2B71:E ) |
| I I 1 1 I I 1 I | 1 I I 1 1 I I 1 | I I 1 1 I I 1 1 I | 1 1 I I 1 1 I I I | 1 I I 1 1 I I 1 1 1
2501 2600 2700 2800 2900 3000
T
3001

Click a modification site to display the information in detail.

2871 S P Lab 130327_HEK_ME_pphos.mgf[F015008]
2871 S P Lab 130415_HEK_ME_tphos.mgf[F015010]
2871 S] P Paper Cell Rep 2014, 8(5), 1583-1594

MAPPPPPVLP VLLLLAAAAA LPAMGLRAAA WEPRVPGGTR AFALRPGCTY AVGAACTPRA PRELLDVGRD GRLAGRRRVS GAGRPLPLQV RLVARSAPTA LSRRLRARTH LPG
CGARARL CGTGARLCGA LCFPVPGGCA AAQHSALAAP TTLPACRCPP RPRPRCPGRP ICLPPGGSVR LRLLCALRRA AGAVRVGLAL EAATAGTPSA SPSPSPPLPP NLPEARA
GPA RRARRGTSGR GSLKFPMPNY QVALFENEPA GTLILQLHAH YTIEGEEERV SYYMEGLFDE RSRGYFRIDS ATGAVSTDSV LDRETKETHV LRVKAVDYST PPRSATTYIT
VLVKDTNDHS PVFEQSEYRE RVRENLEVGY EVLTIRASDR DSPINANLRY RVLGGAWDVF QLNESSGVVS TRAVLDREEA AEYQLLVEAN DQGRNPGPLS ATATVYIEVE DE
NDNYPQFS EQNYVVQVPE DVGLNTAVLR VQATDRDQGQ NAAIHYSILS GNVAGQFYLH SLSGILDVIN PLDFEDVQKY SLSIKAQDGG RPPLINSSGV VSVQVLDVND NEPI
FVSSPF QATVLENVPL GYPVVHIQAV DADSGENARL HYRLVDTAST FLGGGSAGPK NPAPTPDFPF QIHNSSGWIT VCAELDREEV EHYSFGVEAV DHGSPPMSSS TSVSITV
LDV NDNDPVFTQP TYELRLNEDA AVGSSVLTLQ ARDRDANSVI TYQLTGGNTR NRFALSSQRG GGLITLALPL DYKQEQQYVL AVTASDGTRS HTAHVLINVT DANTHRPVF
Q SSHYTVSVSE DRPVGTSIAT LSANDEDTGE NARITYVIQD PVPQFRIDPD SGTMYTMMEL DYENQVAYTL TIMAQDNGIP QKSDTTTLEI LILDANDNAP QFLWDFYQGS IF
EDAPPSTS ILQVSATDRD SGPNGRLLYT FQGGDDGDGD FYIEPTSGVI RTQRRLDREN VAVYNLWALA VDRGSPTPLS ASVEIQVTIL DINDNAPMFE KDELELFVEE NNPVG
SVVAK IRANDPDEGP NAQIMYQIVE GDMRHFFQLD LLNGDLRAMV ELDFEVRREY VLVVQATSAP LVSRATVHIL LVDQNDNPPV LPDFQILFNN YVTNKSNSFP TGVIGCIP
AH DPDVSDSLNY TFVQGNELRL LLLDPATGEL QLSRDLDNNR PLEALMEVSV SDGIHSVTAF CTLRVTIITD DMLTNSITVR LENMSQEKFL SPLLALFVEG VAAVLSTTKD DV
FVFNVQND TDVSSNILNV TFSALLPGGV RGQFFPSEDL QEQIYLNRTL LTTISTQRVL PFDDNICLRE PCENYMKCVS VLRFDSSAPF LSSTTVLFRP IHPINGLRCR CPPGFTG
DYC ETEIDLCYSD PCGANGRCRS REGGYTCECF EDFTGEHCEV DARSGRCANG VCKNGGTCVN LLIGGFHCVC PPGEYERPYC EVTTRSFPPQ SFVTFRGLRQ RFHFTISLTF
ATQERNGLLL YNGRFNEKHD FIALEIVDEQ VQLTFSAGET TTTVAPKVPS GVSDGRWHSV QVQYYNKPNI GHLGLPHGPS GEKMAVVTVD DCDTTMAVRF GKDIGNYSCA A
QGTQTGSKK SLDLTGPLLL GGVPNLPEDF PVHNRQFVGC MRNLSVDGKN VDMAGFIANN GTREGCAARR NFCDGRRCQN GGTCVNRWNM YLCECPLRFG GKNCEQAMPH
PQLFSGESVV SWSDLNIIIS VPWYLGLMFR TRKEDSVLME ATSGGPTSFR LQILNNYLQF EVSHGPSDVE SVMLSGLRVT DGEWHHLLIE LKNVKEDSEM KHLVTMTLDY GM
DQNKADIG GMLPGLTVRS VVVGGASEDK VSVRRGFRGC MQGVRMGGTP TNVATLNMNN ALKVRVKDGC DVDDPCTSSP CPPNSRCHDA WEDYSCVCDK GYLGINCVDA
CHLNPCENMG ACVRSPGSPQ GYVCECGPSH YGPYCENKLD LPCPRGWWGN PVCGPCHCAV SKGFDPDCNK TNGQCQCKEN YYKLLAQDTC LPCDCFPHGS HSRTCDMAT
G QCACKPGVIG RQCNRCDNPF AEVTTLGCEV IYNGCPKAFE AGIWWPQTKF GQPAAVPCPK GSVGNAVRHC SGEKGWLPPE LFNCTTISFV DLRAMNEKLS RNETQVDGA
R ALQLVRALRS ATQHTGTLFG NDVRTAYQLL GHVLQHESWQ QGFDLAATQD ADFHEDVIHS GSALLAPATR AAWEQIQRSE GGTAQLLRRL EGYFSNVARN VRRTYLRPFV
IVTANMILAV DIFDKFNFTG ARVPRFDTIH EEFPRELESS VSFPADFFRP PEEKEGPLLR PAGRRTTPQT TRPGPGTERE APISRRRRHP DDAGQFAVAL VIIYRTLGQL LPERYD
PDRR SLRLPHRPII NTPMVSTLVY SEGAPLPRPL ERPVLVEFAL LEVEERTKPV CVFWNHSLAV GGTGGWSARG CELLSRNRTH VACQCSHTAS FAVLMDISRR ENGEVLPLKI
VTYAAVSLSL AALLVAFVLL SLVRMLRSNL HSIHKHLAVA LFLSQLVFVI GINQTENPFL CTVVAILLHY IYMSTFAWTL VESLHVYRML TEVRNIDTGP MRFYYVVGWG IPAIVT
GLAV GLDPQGYGNP DFCWLSLQDT LIWSFAGPIG AVIIINTVTS VLSAKVSCQR KHHYYGKKGI VSLLRTAFLL LLLISATWLL GLLAVNRDAL SFHYLFAIFS GLQGPFVLLF H
CVLNQEVRK HLKGVLGGRK LHLEDSATTR ATLLTRSLNC NTTFGDGPDM LRTDLGESTA SLDSIVRDEG IQKLGVSSGL VRGSHGEPDA SLMPRSCKDP PGHDSDSDSE LS
LDEQSSSY ASSHSSDSED DGVGAEEKWD PARGAVHSTP KGDAVANHVP AGWPDQSLAE SDSEDPSGKP RLKVETKVSV ELHREEQGSH RGEYPPDQES GGAARLASSQ P|
PEQRKGILK NKVTYPPPLT LTEQTLKGRL REKLADCEQS PTSSRTSSLG SGGPDCAITV KSPGREPGRD HLNGVAMNVR TGSAQADGSD SEKP
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