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           Rat ---MPSSPLRVAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQVVED   122
         Mouse ---MPSSPLRVAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CTDLFDLILTCEERVYDQVVED   122
         Human ---MPSSPLRVAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQVVED   122
         Bovin ---MPSSPLRVAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQVVED   122
         Chick ---MPSSPLRVAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDVFDLILTCEERVYDQVVED   122
         Xenla ---MPTAPLRVAVVCSSNQNRSMEAHNILSKRS-FN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYSDLLKKD-KELYTQNGILHMLDRNRRIKPRPERFQN---------------------CKDYFDLVITCEERVYDQVVEE   122
         Danre ---MPPHPLRVAVVCSSNQNRSMEAHNILSKRG-FD-VRSFGTGTHVKLPGPAPDKPNIYDFK-TTYEQMYNDLVRKD-KELYTQNGILHMLDRNKRIKSRPERFQS---------------------CRDQFDLVITCEERVYDQVLED   122
1Human_similar ---MLSSPLRVAVVCVSNVNRSMEAHSILRRKG-LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKQMYNDLLRKD-RERYTRNGILHILGRNERIKPGPERFQE---------------------CTDSFDVIFTCEESVYDTVVED   122
2Human_similar ---MLSSTLRVAVVCVSNVNRSMEAHSILRKKG-LS-VRSFGTESHVRLPGPRPNRPVVYDFA-TTYKEMYNDLLRKD-RECYTRNGILHILGRNERIKPGPERFQE---------------------CTDFFDVIFTCEESVYDTVVED   122
3Human_similar ---MLSSPLRVAVVCVSNINRSMEAHSILRRKG-LS-VRSFGTESHVRLPGRRPNHPVVYDFA-TTYKEMYNDLLRKD-RECYTHNGILHILGRNERIKPGPERFQE---------------------CTEFFDVIFTCEERVYDTVVED   122
    Drosophila --XTDPSKLAVAVVCSSNXNRSXEAHNFLAKKG-FN-VRSYGTGERVKLPGXAFDKPNVYEFG-TKYEDIYRDLESKD-KEFYTQNGLLHXLDRNRRIKKCPERFQD---------------------TKEQFDIIVTVEERVYDLVVXH   123
     Dicdi_cut --------KRIAMVCASNQNRSLEAHHLFVKNG-FKNIRSFGTSAHCKLPGPSIHQPNIFSFG-TPYQEIYTSLKNQD-QELYIRNGLLNMLERNISVKLAPEKWQEE--------------------QQSKFEIVYTFDQRVYDAVIED   119
     Ashgo_cut --------LRLCTVCASNNNRSMESHRVLKEAG--YDVSSYGTGSAVRLPGLSIDKPNVYPFG-TPYNDIYNDLLAQS-AERYKSNGLLEMLDRNRRIKKAPEKWHD---------------------SQKVFDFVFTCEERCFDSVCED   117
     Klula_cut --------LKFCTVCASNNNRSMESHRVLEEAG--YDVSSYGTGSAVRLPGLSIDKPNVYSFG-TPYDDIYNDLISQS-EDRYKQNGVLEMLDRNRKLKKAPEKWHD---------------------GRKVFDFVFTCEERCFDSVCED   117
         Canga --MDQKQALKFCTVCASNNNRSMESHRILQEAG--YEVSSYGTGSAVRLPGLSFDKPNVYPFG-TPYNDIYNDLLSQS-AERYKANGLLQMLDRNRRLKKAPEKWQE---------------------GTKTFDFVFTCEERCFDAVCED   123
         Yeast MPSHRNSNLKFCTVCASNNNRSMESHKVLQEAG--YNVSSYGTGSAVRLPGLSIDKPNVYSFG-TPYNDIYNDLLSQS-ADRYKSNGLLQMLDRNRRLKKAPEKWQE---------------------STKVFDFVFTCEERCFDAVCED   125
         Debha ---MVSDSLKICTVCAANNNRSMESHKQLKDAG--YNVRSFGTGSAVRLPGPSVDKPNVYEFG-TPYDDIYRDLTSQEYHKMYESNGLIRMINRNRHIKRAPEKWHNNA-------------------SAGKFDLVITCEERCFDLVLDD   125
         Yarli -----MTELKMCTVCASNQNRSMEAHKVLKEAG--FDVESYGTGSAVRLPGPAYDKPNIYAFG-TPYDDIYNELSAQD-ERLYTANGLLTMLDRNRKIKTAPERWVE---------------------HKNVFDVVFTCEERCFEAVCDD   120
         Schpo --MAPKTNLQISVICASNQNRSMEAHNVLKNAG--YQVDSFGTGSAVRLPGPSIDKPNIYQFG-YPYDEIYKELEAQD-SRLYTANGLLKMLDRNRRIKRAPCRWQD---------------------QDSIYNIVITCEERCYDAICED   123
     Neucr_cut --------LKFCTVCASNQNRSMEGHLRLSLAN--YPVISFGTGSLVRLPGPSITQPNVYKFNETSYDSIYRELEAKD-PRLYRANGLLNMLGRNRQVKWGPERWQDWQIGMPRTKHKD--DKGADGMEGGVADVVITCEERCWDAVIED   137
     Chagb_cut --------LKFCTVCASNQNRSMEGHLRLAQAN--YPVISFGTGSLVRLPGPTITQPNVYKFNETSYDSIYRELEAKD-PRLYRANGLLNMLGRNRVIKWGPERWQDWQVGMPRVKHEK--DQGSIGMEAGVPDIVITCEERCWDAVVDD   137
     Gibze_cut --------LKFCTVCASNNNRSMEAHLRLSQAD--YPVISFGTGSLVRLPGPTITQPNVYHFNKTSYDSMFKELESKD-ARLYKNNGILNMLNRNRGVKWGPERWQDWQVGVPRLQHAK--DRGSEGTEGGLVDIVITCEERCWDAVVDD   137
     Aspor_cut --------LRFCTVCASNQNRSMEAHLRLSTAPSPFPVISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYEELYSKD-ERLYRNNGLLNMLERNRNLKWGPERFQDWVPGMPRVDHVAKGDKGALGTEGGVVDVIITCEERCWDAVVDD   141
     Aspfu_cut --------LKFCTVCASNQNRSMEAHLRLSTAPSPFPVISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYDELLAKD-ERLYRNNGLLNMLDRNRNLKWGPERFQDWVPGMPRVDHVSKGDKGALGTEGGTVDVIITCEERCWDAVVDD   141
         Cryne ----------MCHKVE--EDRYFVWFVRAITKN-SFRVVSAGTGSAVRLPGPAIDKPNVYRFG-TPYDDIYRDLESQD-PQLYTRNGILPMLDRNRKVKKAPEKWQEL--------------------KSVLADVVITCEERCYDAVCDD   115
         ruler 1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150
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           Rat LNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEK-SGRAFLHTVCFY   194
         Mouse LNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEK-SGRAFLHTVCFY   194
         Human LNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEK-SGRTFLHTVCFY   194
         Bovin LNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEK-SGRTFLHTVCFY   194
         Chick LNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEK-SGRTFLHTVCFY   194
         Xenla LNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEDK-SGRTFLHTICFY   194
         Danre LNSR-----EQES--FQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTDD---------------------MENEMDELLQEFEEK-SHRPFLHSVCFY   194
1Human_similar LCSR-----EQQT--FQPVHVINMDIQDTLEDATLGAFLICEICQCLQQSDD---------------------IEDNLEELLLQMEEK-AGKSFLHTVCFY   194
2Human_similar LCSR-----EQQT--FQPVHVINMEIQDTLEDATLGAFLICEICQCLQQSDD---------------------MEDNLEELLLQMEEK-AGKSFLHTVCFY   194
3Human_similar LCSR-----EQQT--FQPVHVINMDIKDTLEGAILGAFLICEICQCLQQSDD---------------------MEDSLEELLLQMEEK-AGKSFLHTVCFY   194
    Drosophila XESX-----ESVD--NRPVHVLNVDVVDNAEDALXGAFVITDXINXXAKSTD---------------------LDNDIDELIQEFEER-RKRVILHSVLFY   195
     Dicdi_cut LLQR-----DVSSSLLQPVHIINLQVKDTHEEAVGGAQHALEITSIIEKTLN---------------------WEEKLDQILEDFYKQ-TSRQFLHTLMFY   193
     Ashgo_cut LMNR-------GGQLNKIVHVINLDIRDDNENAKIGGRAMLELVKALNSKMQECDQ-------------QGVPFEDTIMDVVADWQQAHPQLPLLYSPAYY   198
     Klula_cut LMNR-------GGQLNLIAHIINIDIKDDNENAKIGGRAILRLADMLRDKVFECEK-------------NGTQFEDFIMDVFTEWQEKYPKLPLTYSAAYY   198
         Canga LMNR-------GGRLNKIVHVINIDIRDDNENAKIGGRAILELANMLNEKVSECEQ-------------NDTLFEDCILDILTKWQEAHPQLPCLYAPSYY   204
         Yeast LMNR-------GGKLNKIVHVINVDIKDDDENAKIGSKAILELADMLNDKIEQCEK-------------DDIPFEDCIMDILTEWQSSHSQLPSLYAPSYY   206
         Debha LMVRLVNKDQADTEIKQAVHIINIDIKDDYENAVIGGKGILKLVNMIHEFRNTNKQRRLDHDFDD---ESDTILEDQMMKLLAKWQQEHTHLPTLYSVAYY   223
         Yarli LMDR-------GEKLQRPVHVINVDIRDNHEDSVIGAQGILKLARSLADSKD---------------------LDAQIMGIMDSWQEQHPKLPLMHAVGYF   193
         Schpo LYRR-------GETLNRPVYLINVDIKDNHEEASVGGKAILDLVNKLTEAQDK--------------------LEELFPSIMADFQSNHPKLPVLYTIHFF   197
     Neucr_cut LLNR-------GSPLNRPVHVINIDIKDNHEEASVGGRAIVDLADSLNKIAAEEREKVGASAFDSGSVGARSGFDERVPDVLAEWQERWPNLPATWTLAWF   231
     Chagb_cut LLNR-------GSPLNRPVHVINIDIKDNHQDASIGGGAMVDLADSLNRAAMEERDKVGAAVFDAGGAASRASFDERVPEVLGEWQERWPGLPSTWTLSWF   231
     Gibze_cut LMNR-------GSPLNRPVHVINVEIKDNHEEAAVGGQGILDLANSLNAAAREERDAVGASAFDNGSASSRATFDERVPDILASWQERWPNLPATWTVAWF   231
     Aspor_cut LMNK-------GSLLNRPVHVFNVDIKDNHEEALVGGKAILELANRLNEAAVQERKANNSEGWENGTGEARRSFDEKVPEILAAWQEKWPNLPALWTLAWL   235
     Aspfu_cut LMNK-------GAALNRPVHVFNVDIRDNHEEALVGGKAILELATRLNDAATQERKIHGAEGWENGNGEARRSFDERVPEILASWQEKWPNLPALWTLAWL   235
         Cryne LLTR-------SGEYNRPIHIINIEIKDNPEEAHIAGQSILELARAIEASDD---------------------LDSDIDAILNAHGDKHPHT-LLHTVGFY   187
         ruler .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.


