
 

 
                                                            cysteine-rich domain (CRD) 
 
 

        1 [        .         .         .         .         :         .         .         .         .         1         .         . 
Fzd5   30 APVCQEITVPMCRG--IGYNLTHMPNQFNHDTQDEAGLEVHQFWPLVEI-QCSPDLRFFLCSMYTPICLPDYHKPLPPCRSVCERAKAGCSPLMRQYGFAWPERMSC--DRLPVLGRDAE      
Fzd8   32 ELACQEITVPLCKG--IGYNYTYMPNQFNHDTQDEAGLEVHQFWPLVEI-QCSPDLKFFLCSMYTPICLEDYKKPLPPCRSVCERAKAGCAPLMRQYGFAWPDRMRC--DRLPEQG-NPD     
Fzd1  113 HGYCQPISIPLCTD--IAYNQTIMPNLLGHTNQEDAGLEVHQFYPLVKV-QCSAELKFFLCSMYAPVCTV-LEQALPPCRSLCERARQGCEALMNKFGFQWPDTLKC--EKFPVHG--AG     
Fzd2   36 HGFCQPISIPLCTD--IAYNQTIMPNLLGHTNQEDAGLEVHQFYPLVKV-QCSPELRFFLCSMYAPVCTV-LEQAIPPCRSICERARQGCEALMNKFGFQWPERLRC--EHFPRHG--AE     
Fzd7   46 HGFCQPISIPLCTD--IAYNQTILPNLLGHTNQEDAGLEVHQFYPLVKV-QCSPELRFFLCSMYAPVCTV-LDQAIPPCRSLCERARQGCEALMNKFGFQWPERLRC--ENFPVHG--AG     
Fzd3   25 LFSCEPITLRMCQD--LPYNTTFMPNLLNHYDQQTAALAMEPFHPMVNL-DCSRDFRPFLCALYAPICME-YGRVTLPCRRLCQRAYSECSKLMEMFGVPWPEDMEC--SRFPDCD-EPY     
Fzd6   21 LFTCEPITVPRCMK--MAYNMTFFPNLMGHYDQSIAAVEMEHFLPLANL-ECSPNIETFLCKAFVPTCIE-QIHVVPPCRKLCEKVYSDCKKLIDTFGIRWPEELEC--DRLQYCD-ETV     
Fzd9   36 AAPCQAVEIPMCRG--IGYNLTRMPNLLGHTSQGEAAAELAEFAPLVQY-GCHSHLRFFLCSLYAPMCTDQVSTPIPACRPMCEQARLRCAPIMEQFNFGWPDSLDC--ARLPTRN-DPH     
Fzd10  31 DGKCQPIEIPMCKD--IGYNMTRMPNLMGHENQREAAIQLHEFAPLVEY-GCHGHLRFFLCSLYAPMCTEQVSTPIPACRVMCEQARLKCSPIMEQFNFKWPDSLDC--RKLPNKN-DPN     
Fzd4   42 ERRCDPIRISMCQN--LGYNVTKMPNLVGHELQTDAELQLTTFTPLIQY-GCSSQLQFFLCSVYVPMCTEKINIPIGPCGGMCLSVKRRCEPVLKEFGFAWPESLNC--SKFPPQN-DHN     
Smo    67 AAPCEPLRYNVCLGSVLPYGATSTLLAGDSDSQEEAHGKLVLWSGLRNAPRCWAVIQPLLCAVYMPKCEN--DRVELPSRTLCQATRGPCAIVERERG--WPDFLRCTPDRFPEGC-TNE     
 
           CRD                                       linker                                                      hinge domain 
 
 

      121          .         .         :         .         .         .         .         2         .         .         .         . 
Fzd5  145 VLCMDYNRSEATT-----APPRPFPAKPTLPG-----------PPGA--------------------PASGG------ECPAG-----GPFV----CKCREPFVPILKESHPLYNKVRTG     
Fzd8  146 TLCMDYNRTDLTT-AAP-SPPRRLPPPP--PGEQPPSGSGHGRPPGARP-PHRGGGRGGGGGDAAAPPARGGGGGGKARPPGG-----GAAPCEPGCQCRAPMVSVSSERHPLYNRVKTG     
Fzd1  225 ELCVGQNTSDKGT-PTPSLLPEFWTSNP-----QH----GGGGHRGGF-------------------PGGAG-------ASER-----GKFS------CPRALKVPSYLNYHFLGEK---     
Fzd2  148 QICVGQNHSE-------DGAPALLTTAP-PPGLQP----GAGGTPGG--------------------PGGGG-------APPRYATLEHPFH------CPRVLKVPSYLSYKFLGER---     
Fzd7  158 EICVGQNTSD-GS-GGPGGGPTAYPTAPYLPD-LP----FTALPPGA--------------------SDGRG-------RPA------FPFS------CPRQLKVPPYLGYRFLGER---     
Fzd3  138 PRLVDLNLAG--------EPTEGAPVAV---------------------------------------QRDYG------------------FW------CPRELKIDPDLGYSFLHVR---     
Fzd6  134 PVTFDPHTEF--------LGPQKKTEQV---------------------------------------QRDIG------------------FW------CPRHLKTSGGQGYKFLGID---     
Fzd9  150 ALCMEAPENATAGPAEPHKGLGMLPVAP-RPA----------RPPGDL-------G-----------PGAGG-----------------------SGTCENP--------EKFQYVEKS-     
Fzd10 145 YLCMEAPNNGS---DEPTRGSGLFPPLF-RPQ----------RPHSAQEHPLKDGG-----------PGRGG--------------------------CDNP--------GKFHHVEKS-     
Fzd4  156 HMCMEGPGDEE------------------VPL-----------PHKT--------------------PIQPG------------------------EECH----SVGTNSDQYIWVKRS-     
Smo   182 VQNIKFNSSGQ---------------------------------------------------------------------------------------CEVPLVRTDNPKSWYEDVE---     
 
              hinge domain 
                                             TM1                 ICL1            TM2                              ECL1 
 

      241          :         .         .         .         .         3         .         .         .         .         :         . 
Fzd5  214 QVPNCAVPCYQP-------SFSADERTFATFWIGLWSVLCFISTSTTVATFLIDMERFR-YPERPIIFLSACYLCVSLGFLVRLVVGHASVACSREH-----------------------     
Fzd8  256 QIANCALPCHNP-------FFSQDERAFTVFWIGLWSVLCFVSTFATVSTFLIDMERFK-YPERPIIFLSACYLFVSVGYLVRLVAGHEKVACSGGAPGAGGAGGAGGAAAGAGAAGAGA     
Fzd1  295 ---DCGAPC-EPTKVYGLMYFGPEELRFSRTWIGIWSVLCCASTLFTVLTYLVDMRRFS-YPERPIIFLSGCYTAVAVAYIAGFLLEDRVVCNDKFAE----------------------     
Fzd2  220 ---DCAAPC-EPARPDGSMFFSQEETRFARLWILTWSVLCCASTFFTVTTYLVDMQRFR-YPERPIIFLSGCYTMVSVAYIAGFVLQERVVCNERFSE----------------------     
Fzd7  229 ---DCGAPC-EPGRANGLMYFKEEERRFARLWVGVWSVLCCASTLFTVLTYLVDMRRFS-YPERPIIFLSGCYFMVAVAHVAGFLLEDRAVCVERFSD----------------------     
Fzd3  184 ---DCSPPC--P-----NMYFRREELSFARYFIGLISIICLSATLFTFLTFLIDVTRFR-YPERPIIFYAVCYMMVSLIFFIGFLLEDRVACNASIPAQ---------------------     
Fzd6  180 ---QCAPPC--P-----NMYFKSDELEFAKSFIGTVSIFCLCATLFTFLTFLIDVRRFR-YPERPIIYYSVCYSIVSLMYFIGFLLGDSTACNKADEKL---------------------     
Fzd9  209 --RSCAPRC-GPG---VEVFWSRRDKDFALVWMAVWSALCFFSTAFTVLTFLLEPHRFQ-YPERPIIFLSMCYNVYSLAFLIRAVAGAQSVACDQEAG----------------------     
Fzd10 205 --ASCAPLC-TPG---VDVYWSREDKRFAVVWLAIWAVLCFFSSAFTVLTFLIDPARFR-YPERPIIFLSMCYCVYSVGYLIRLFAGAESIACDRDSG----------------------     
Fzd4  198 --LNCVLKC-----GYDAGLYSRSAKEFTDIWMAVWASLCFISTAFTVLTFLIDSSRFS-YPERPIIFLSMCYNIYSIAYIVRLTVGRERISCDFEEA----------------------     
Smo   212 ---GCGIQCQNP-------LFTEAEHQDMHSYIAAFGAVTGLCTLFTLATFVADWRNSNRYPAVILFYVNACFFVGSIGWLAQF---MDGARREIVCRAD--------------------     
 
 
                    ECL1                          TM3                    ICL2             TM4                  E CL 2       TM5 
 

      361          .         .         .         4         .         .         .         .         :         .         .         . 
Fzd5  303 ----------------NHIHYETTGPALCTIVFLLVYFFGMASSIWWVILSLTWFLAAG-MKWGNEAIAGYAQYFHLAAWLIPSVKSITALALSSVDGDPVAGI-CYVGNQNLNSLRGFV     
Fzd8  368 GGPGGRGEYEELGAVEQHVRYETTGPALCTVVFLLVYFFGMASSIWWVILSLTWFLAAG-MKWGNEAIAGYSQYFHLAAWLVPSVKSIAVLALSSVDGDPVAGI-CYVGNQSLDNLRGFV     
Fzd1  388 --------------DGARTVAQGTKKEGCTILFMMLYFFSMASSIWWVILSLTWFLAAG-MKWGHEAIEANSQYFHLAAWAVPAIKTITILALGQVDGDVLSGV-CFVGLNNVDALRGFV     
Fzd2  313 --------------DGYRTVVQGTKKEGCTILFMMLYFFSMASSIWWVILSLTWFLAAG-MKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQIDGDLLSGV-CFVGLNSLDPLRGFV     
Fzd7  322 --------------DGYRTVAQGTKKEGCTILFMVLYFFGMASSIWWVILSLTWFLAAG-MKWGHEAIEANSQYFHLAAWAVPAVKTITILAMGQVDGDLLSGV-CYVGLSSVDALRGFV     
Fzd3  272 --------------YKASTVTQGSHNKACTMLFMILYFFTMAGSVWWVILTITWFLAAV-PKWGSEAIEKKALLFHASAWGIPGTLTIILLAMNKIEGDNISGV-CFVGLYDVDALRYFV     
Fzd6  268 --------------ELGDTVVLGSQNKACTVLFMLLYFFTMAGTVWWVILTITWFLAAG-RKWSCEAIEQKAVWFHAVAWGTPGFLTVMLLAMNKVEGDNISGV-CFVGLYDLDASRYFV     
Fzd9  300 ---------------ALYVIQEGLENTGCTLVFLLLYYFGMASSLWWVVLTLTWFLAAG-KKWGHEAIEAHGSYFHMAAWGLPALKTIVILTLRKVAGDELTGL-CYVASTDAAALTGFV     
Fzd10 296 ---------------QLYVIQEGLESTGCTLVFLVLYYFGMASSLWWVVLTLTWFLAAG-KKWGHEAIEANSSYFHLAAWAIPAVKTILILVMRRVAGDELTGV-CYVGSMDVNALTGFV     
Fzd4  288 --------------AEPVLIQEGLKNTGCAIIFLLMYFFGMASSIWWVILTLTWFLAAG-LKWGHEAIEMHSSYFHIAAWAIPAVKTIVILIMRLVDADELTGL-CYVGNQNLDALTGFV     
Smo   299 ------------GTMRLGEPTSNET-LSCVIIFVIVYYALMAGVVWFVVLTYAWHTSFKALGTTYQPLSGKTSYFHLLTWSLPFVLTVAILAV-AQVDGDSVSGICFVGYKNYRYRAGFV     
 
 
                    TM5             (BRIL)ICL3                       TM6                                   ECL3              TM7 
 

      481          .         5         .         .         .         .         :         .         .         .         .         6 
Fzd5  415 LGPLVLYLLVGTLFLLAGFVSLFRIRSVIKQGGT--KTDKL----EKLMIRIGIFTLLYTVPASIVVACYLYEQHYRESWEAALTCACPGHDTGQPRA-------------KPEYWVLML     
Fzd8  486 LAPLVIYLFIGTMFLLAGFVSLFRIRSVIKQQDGPTKTHKL----EKLMIRLGLFTVLYTVPAAVVVACLFYEQHNRPRWEATHNCPCLRDLQPDQAR-------------RPDYAVFML     
Fzd1  492 LAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGT--KTEKL----EKLMVRIGVFSVLYTVPATIVIACYFYEQAFRDQWERSWVAQSCKSYAIPCPHLQAGGGAPPHPPMSPDFTVFMI     
Fzd2  417 LAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGT--KTEKL----ERLMVRIGVFSVLYTVPATIVIACYFYEQAFREHWERSWVSQHCKSLAIPCPAHYT-------PRMSPDFTVYMI     
Fzd7  426 LAPLFVYLFIGTSFLLAGFVSLFRIRTIMKHDGT--KTEKL----EKLMVRIGVFSVLYTVPATIVLACYFYEQAFREHWERTWLLQTCKSYAVPCPPGHF-------PPMSPDFTVFMI     
Fzd3  376 LAPLCLYVVVGVSLLLAGIISLNRVRIEIPLEKE--NQDKL----VKFMIRIGVFSILYLVPLLVVIGCYFYEQAYRGIWETTWIQERCREYHIPCPYQVT-------QMSRPDLILFLM     
Fzd6  372 LLPLCLCVFVGLSLLLAGIISLNHVRQVIQHDGR--NQEKL----KKFMIRIGVFSGLYLVPLVTLLGCYVYEQVNRITWEITWVSDHCRQYHIPCPYQAK-------AKARPELALFMI     
Fzd9  403 LVPLSGYLVLGSSFLLTGFVALFHIRKIMKTGGT--NTEKL----EKLMVKIGVFSILYTVPATCVIVCYVYERLNMDFWRLRATEQPCAAAAGPGGRRDCSL----PGGSVPTVAVFML     
Fzd10 399 LIPLACYLVIGTSFILSGFVALFHIRRVMKTGGE--NTDKL----EKLMVRIGLFSVLYTVPATCVIACYFYERLNMDYWKILAAQHKCKMNNQTKTLDCLM------AASIPAVEIFMV     
Fzd4  392 VAPLFTYLVIGTLFIAAGLVALFKIRSNLQKDGT--KTDKL----ERLMVKIGVFSVLYTVPATCVIACYFYEISN--------------------WALFRY------SADDSNMAVEML     
Smo   405 LAPIGLVLIVGGYFLIRGVMTLFSIKSNHPGLL----SEKAASKINETMLRLGIFGFLAFGFVLITFSCHFYDFFNQAEWERSFRDYVLCQANVTIGLPTKQPIPDCEIKNRPSLLVEKI     
 
 
                 TM7               H8 
 

      601          .         .         .  ] 
Fzd5  506 KYFMCLVVGITSGVWIWSGKTVESWRRFTSRCC     
Fzd8  589 KYFMCLVVGITSGVWVWSGKTLESWRSLCTRCC     
Fzd1  606 KYLMTLIVGITSGFWIWSGKTLNSWRKFYTRLT     
Fzd2  524 KYLMTLIVGITSGFWIWSGKTLHSWRKFYTRLT     
Fzd7  533 KYLMTMIVGITTGFWIWSGKTLQSWRRFYHRLS     
Fzd3  483 KYLMALIVGIPSVFWVGSKKTCFEWASFFHGRR     
Fzd6  479 KYLMTLIVGISAVFWVGSKKTCTEWAGFFKRNR     
Fzd9  513 KIFMSLVVGITSGVWVWSSKTFQTWQSLCYRKI     
Fzd10 507 KIFMLLVVGITSGMWIWTSKTLQSWQQVCSRRL     
Fzd4  480 KIFMSLLVGITSGMWIWSAKTLHTWQKCSNRLV     
Smo   521 NLFAMFGTGIAMSTWVWTKATLLIWRRTWCRLT      

 

 


