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           Rat ----MPSSPLR--VAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQV   119
         Mouse ----MPSSPLR--VAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CTDLFDLILTCEERVYDQV   119
         Human ----MPSSPLR--VAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQV   119
         Bovin ----MPSSPLR--VAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQV   119
         Chick ----MPSSPLR--VAVVCSSNQNRSMEAHNILSKRG-FS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDVFDLILTCEERVYDQV   119
         Xenla ----MPTAPLR--VAVVCSSNQNRSMEAHNILSKRS-FN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYSDLLKKD-KELYTQNGILHMLDRNRRIKPRPERFQN---------------------CKDYFDLVITCEERVYDQV   119
         Danre ----MPPHPLR--VAVVCSSNQNRSMEAHNILSKRG-FD-VRSFGTGTHVKLPGPAPDKPNIYDFK-TTYEQMYNDLVRKD-KELYTQNGILHMLDRNKRIKSRPERFQS---------------------CRDQFDLVITCEERVYDQV   119
    Drosophila ---XTDPSKLA--VAVVCSSNXNRSXEAHNFLAKKG-FN-VRSYGTGERVKLPGXAFDKPNVYEFG-TKYEDIYRDLESKD-KEFYTQNGLLHXLDRNRRIKKCPERFQD---------------------TKEQFDIIVTVEERVYDLV   120
     Dicdi_cut ---------KR--IAMVCASNQNRSLEAHHLFVKNG-FKNIRSFGTSAHCKLPGPSIHQPNIFSFG-TPYQEIYTSLKNQD-QELYIRNGLLNMLERNISVKLAPEKWQEE--------------------QQSKFEIVYTFDQRVYDAV   116
CryneHomologue VDKDVPQGRRRPLFCVVCASNNNRSMEAHYVLNKNS-FR-VVSAGTGSAVRLPGPAIDKPNVYRFG-TPYDDIYRDLESQD-PQLYTRNGILPMLDRNRKVKKAPEKWQEL--------------------KSVLADVVITCEERCYDAV   126
     Ashgo_cut ---------LR--LCTVCASNNNRSMESHRVLKEAG--YDVSSYGTGSAVRLPGLSIDKPNVYPFG-TPYNDIYNDLLAQS-AERYKSNGLLEMLDRNRRIKKAPEKWHD---------------------SQKVFDFVFTCEERCFDSV   114
     Klula_cut ---------LK--FCTVCASNNNRSMESHRVLEEAG--YDVSSYGTGSAVRLPGLSIDKPNVYSFG-TPYDDIYNDLISQS-EDRYKQNGVLEMLDRNRKLKKAPEKWHD---------------------GRKVFDFVFTCEERCFDSV   114
         Canga ---MDQKQALK--FCTVCASNNNRSMESHRILQEAG--YEVSSYGTGSAVRLPGLSFDKPNVYPFG-TPYNDIYNDLLSQS-AERYKANGLLQMLDRNRRLKKAPEKWQE---------------------GTKTFDFVFTCEERCFDAV   120
         Yeast -MPSHRNSNLK--FCTVCASNNNRSMESHKVLQEAG--YNVSSYGTGSAVRLPGLSIDKPNVYSFG-TPYNDIYNDLLSQS-ADRYKSNGLLQMLDRNRRLKKAPEKWQE---------------------STKVFDFVFTCEERCFDAV   122
         Debha ----MVSDSLK--ICTVCAANNNRSMESHKQLKDAG--YNVRSFGTGSAVRLPGPSVDKPNVYEFG-TPYDDIYRDLTSQEYHKMYESNGLIRMINRNRHIKRAPEKWHNNA-------------------SAGKFDLVITCEERCFDLV   122
         Yarli ------MTELK--MCTVCASNQNRSMEAHKVLKEAG--FDVESYGTGSAVRLPGPAYDKPNIYAFG-TPYDDIYNELSAQD-ERLYTANGLLTMLDRNRKIKTAPERWVE---------------------HKNVFDVVFTCEERCFEAV   117
         Schpo ---MAPKTNLQ--ISVICASNQNRSMEAHNVLKNAG--YQVDSFGTGSAVRLPGPSIDKPNIYQFG-YPYDEIYKELEAQD-SRLYTANGLLKMLDRNRRIKRAPCRWQD---------------------QDSIYNIVITCEERCYDAI   120
     Neucr_cut ---------LK--FCTVCASNQNRSMEGHLRLSLAN--YPVISFGTGSLVRLPGPSITQPNVYKFNETSYDSIYRELEAKD-PRLYRANGLLNMLGRNRQVKWGPERWQDWQIGMPRTKHKD--DKGADGMEGGVADVVITCEERCWDAV   134
     Chagb_cut ---------LK--FCTVCASNQNRSMEGHLRLAQAN--YPVISFGTGSLVRLPGPTITQPNVYKFNETSYDSIYRELEAKD-PRLYRANGLLNMLGRNRVIKWGPERWQDWQVGMPRVKHEK--DQGSIGMEAGVPDIVITCEERCWDAV   134
     Gibze_cut ---------LK--FCTVCASNNNRSMEAHLRLSQAD--YPVISFGTGSLVRLPGPTITQPNVYHFNKTSYDSMFKELESKD-ARLYKNNGILNMLNRNRGVKWGPERWQDWQVGVPRLQHAK--DRGSEGTEGGLVDIVITCEERCWDAV   134
     Aspor_cut ---------LR--FCTVCASNQNRSMEAHLRLSTAPSPFPVISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYEELYSKD-ERLYRNNGLLNMLERNRNLKWGPERFQDWVPGMPRVDHVAKGDKGALGTEGGVVDVIITCEERCWDAV   138
     Aspfu_cut ---------LK--FCTVCASNQNRSMEAHLRLSTAPSPFPVISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYDELLAKD-ERLYRNNGLLNMLDRNRNLKWGPERFQDWVPGMPRVDHVSKGDKGALGTEGGTVDVIITCEERCWDAV   138
         ruler 1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150
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           Rat VEDLNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRA-FLHTVCFY   194
         Mouse VEDLNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRA-FLHTVCFY   194
         Human VEDLNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRT-FLHTVCFY   194
         Bovin VEDLNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRT-FLHTVCFY   194
         Chick VEDLNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRT-FLHTVCFY   194
         Xenla VEELNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEDKSGRT-FLHTICFY   194
         Danre LEDLNSR-----EQES--FQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTDD---------------------MENEMDELLQEFEEKSHRP-FLHSVCFY   194
    Drosophila VXHXESX-----ESVD--NRPVHVLNVDVVDNAEDALXGAFVITDXINXXAKSTD---------------------LDNDIDELIQEFEERRKRV-ILHSVLFY   195
     Dicdi_cut IEDLLQR-----DVSSSLLQPVHIINLQVKDTHEEAVGGAQHALEITSIIEKTLN---------------------WEEKLDQILEDFYKQTSRQ-FLHTLMFY   193
CryneHomologue CDDLLTR-----SGEY--NRPIHIINIEIKDNPEEAHIAGQSILELARAIEASDD---------------------LDSDIDAILNAHGDKHPHT-LLHTVGFY   201
     Ashgo_cut CEDLMNR-------GGQLNKIVHVINLDIRDDNENAKIGGRAMLELVKALNSKMQECDQ-------------QGVPFEDTIMDVVADWQQAHPQLPLLYSPAYY   198
     Klula_cut CEDLMNR-------GGQLNLIAHIINIDIKDDNENAKIGGRAILRLADMLRDKVFECEK-------------NGTQFEDFIMDVFTEWQEKYPKLPLTYSAAYY   198
         Canga CEDLMNR-------GGRLNKIVHVINIDIRDDNENAKIGGRAILELANMLNEKVSECEQ-------------NDTLFEDCILDILTKWQEAHPQLPCLYAPSYY   204
         Yeast CEDLMNR-------GGKLNKIVHVINVDIKDDDENAKIGSKAILELADMLNDKIEQCEK-------------DDIPFEDCIMDILTEWQSSHSQLPSLYAPSYY   206
         Debha LDDLMVRLVNKDQADTEIKQAVHIINIDIKDDYENAVIGGKGILKLVNMIHEFRNTNKQRRLDHDFDD---ESDTILEDQMMKLLAKWQQEHTHLPTLYSVAYY   223
         Yarli CDDLMDR-------GEKLQRPVHVINVDIRDNHEDSVIGAQGILKLARSLADSKD---------------------LDAQIMGIMDSWQEQHPKLPLMHAVGYF   193
         Schpo CEDLYRR-------GETLNRPVYLINVDIKDNHEEASVGGKAILDLVNKLTEAQDK--------------------LEELFPSIMADFQSNHPKLPVLYTIHFF   197
     Neucr_cut IEDLLNR-------GSPLNRPVHVINIDIKDNHEEASVGGRAIVDLADSLNKIAAEEREKVGASAFDSGSVGARSGFDERVPDVLAEWQERWPNLPATWTLAWF   231
     Chagb_cut VDDLLNR-------GSPLNRPVHVINIDIKDNHQDASIGGGAMVDLADSLNRAAMEERDKVGAAVFDAGGAASRASFDERVPEVLGEWQERWPGLPSTWTLSWF   231
     Gibze_cut VDDLMNR-------GSPLNRPVHVINVEIKDNHEEAAVGGQGILDLANSLNAAAREERDAVGASAFDNGSASSRATFDERVPDILASWQERWPNLPATWTVAWF   231
     Aspor_cut VDDLMNK-------GSLLNRPVHVFNVDIKDNHEEALVGGKAILELANRLNEAAVQERKANNSEGWENGTGEARRSFDEKVPEILAAWQEKWPNLPALWTLAWL   235
     Aspfu_cut VDDLMNK-------GAALNRPVHVFNVDIRDNHEEALVGGKAILELATRLNDAATQERKIHGAEGWENGNGEARRSFDERVPEILASWQEKWPNLPALWTLAWL   235
         ruler .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250....


