
#NEXUS 
[!Created by MacVector on Oct 23 2006 at 11:42:15.] 
 
BEGIN DATA; 
 DIMENSIONS NTAX=24 NCHAR=399; 
  FORMAT MISSING=X GAP=- INTERLEAVE DATATYPE=PROTEIN; 
MATRIX 
Podocoryne_VEGFR       QSSELPYDMDWEFPRSKISLIKTLGSGAFGQVWLAEAEGIHGFKPRDKSSSASKRRKSFQ [60] 
NvFGFR3                SEIELPLDEEWELDRSQISLLGILGEGAFGRVVKADAIGLPN------------------ [42] 
NvFGFR4                -PATLPVP-CQVIPTSNIILHEYLGSGEFGVVTRGEMTTDDG------------------ [40] 
Mus_FGFR3              SELELPADPKWELSRTRLTLGKPLGEGCFGQVVMAEAIGIDK------------------ [42] 
Gallus_FGFR3           SELELPPDPKWELARSRLTLGKPLGEGCFGQVVMAEAIGIDK------------------ [42] 
XLaevisMGC80912        SELGLPLDPKWELLRSRLTLGKPLGEGCFGQVVMAEAIGIDK------------------ [42] 
Xlaevis_FGFR4          MEVELPLDAKWEFPRDRLVLGKPLGEGCFGQVVRAEGYGIDK------------------ [42] 
Xlaevis_FGFR1          SEYELPEDPRWEVARDRLILGKPLGEGCFGQVVMAEAIGLDK------------------ [42] 
NvFGFR1                DFYELPIDEDWEIDRSQITIKEQLGEGAFGLVMKAEALGLTD------------------ [42] 
Homo_FGFR2             SEYELPEDPKWEFPRDKLTLGKPLGEGCFGQVVMAEAVGIDK------------------ [42] 
Danio_FGFR2            PEYDLPEDPRWEFSRDKLTLGKPLGEGCFGQVVMAEALGIDK------------------ [42] 
Homo_FGFR1             SEYELPEDPRWELPRDRLVLGKPLGEGCFGQVVLAEAIGLDK------------------ [42] 
Danio_FGFR4            MEFELPYDPDWEFPRENLTLGKPLGEGCFGQVVRAEAYGINK------------------ [42] 
Mus_FGFR4              VNLDLPLDPLWEFPRDRLVLGKPLGEGCFGQVVRAEAFGQVVRA---------------- [44] 
Apis_XP_3966492        SEYELPVDSAWELPREHLTLGNTLGEGAFGKVVRAQTNTGKP------------------ [42] 
Ciona_FGFR             IEINIQPDLQWELKREDILLHERIDEGFFGQVFRADLIRCAG------------------ [42] 
AnophelesXP_5628661    SEYEFPIDLNWEFPRNKLHLGKSLGEGMFGKVVMAEAHGLVK------------------ [42] 
AnophelesXP_3127912    SEYEFPIDLNWEFPRNKLHLGKSLGEGMFGKVVMAEAHGLVK------------------ [42] 
Gallus_FGFR_XP_4144741 VELDLPLDSKWEFPREKLVLGKPLGEGCFGQVVRAEAYGIDR------------------ [42] 
Drosophila_HTL         NEYEFPLDSNWELPRSHLVLGATLGEGAFGRVVMAEVN---------------------- [38] 
Drosophila_BTL         NEYEFPLDSNWEIPRQQLSLGSILGEGAFGRVVMAEAEGLPR------------------ [42] 
Dros_p_GA20192PA       NEYEFPLDSNWELPRGQLVLGATLGEGAFGRVVMAEVN---------------------- [38] 
Celegans_EGL15         SEYEVDSDPVWEVERSKLSLVHMLGEGAFGEVWKATYKETEN------------------ [42] 
Danio_FGFR1            SEYELPQDPRWEVQRDRLVLGKPLGEGCFGQVMMAEAMGMDK------------------ [42] 
 
Podocoryne_VEGFR       KGQRRRYHSLSIRYRKQLNVEEVTSLEKSMVAVKTLKDDAAEGEYKDLASELKILIHLGE [120] 
NvFGFR3                ------------------------MPYRCNVAVKMLN----------------------- [55] 
NvFGFR4                --------------------------RTVDCAVKSIKGFASEEALRDLVQELELMHSVGH [74] 
Mus_FGFR3              ----------------------DRTAKPVTVAVKMLKDDATDKDLSDLVSEMEMMKMIGK [80] 
Gallus_FGFR3           ----------------------DKPNKAITVAVKMLKDDATDKDLSDLVSEMEMMKMIGK [80] 
XLaevisMGC80912        ----------------------ERPNKPVTVAVKMLKDDATDKDLSDLVSEMEMMKMIGK [80] 
Xlaevis_FGFR4          ----------------------ERPEKPVTVAVKMLKDNGTDKDLSDLISEMELMKVIGK [80] 
Xlaevis_FGFR1          ----------------------EKPNKVTKVAVKMLKSDASEKDLSDLISEMEMMKMIGK [80] 
NvFGFR1                ------------------------MPYRHTVAVKMLKADATENELADLLSEMDTMKNIGS [78] 
Homo_FGFR2             ----------------------DKPKEAVTVAVKMLKDDATEKDLSDLVSEMEMMKMIGK [80] 
Danio_FGFR2            ----------------------DKPKEAVTVAVKMLKDDATEKDLSDLVSEMEMMKMIGR [80] 
Homo_FGFR1             ----------------------DKPNRVTKVAVKMLKSDATEKDLSDLISEMEMMKMIGK [80] 
Danio_FGFR4            ----------------------ENQDHMATVAVKMLKDDATDKDLADLISEMELMKVMDK [80] 
Mus_FGFR4              ---------------EAFGMDPSRPDQTSTVAVKMLKDNASDKDLADLVSEMEVMKLIGR [89] 
Apis_XP_3966492        -----------------------G--IPCVVAVKMLKEGHTDAEMMDLVSEMEMMKMIGK [77] 
Ciona_FGFR             -----------------------GRKEKVDAAVKMLKSTRTEKDMLDLLTEMDQMKRVGK [79] 
AnophelesXP_5628661    -----------------------G-HPSTVVAVKMLKEGHTDADVKDLVCEMEVMKMIGK [78] 
AnophelesXP_3127912    -----------------------G-HPSTVVAVKMLKEGHTDADVKDLVCEMEVMKMIGK [78] 
Gallus_FGFR_XP_4144741 ----------------------QWPDRAVTVAVKMLKDNATDKDLADLISEMEMMKLMDK [80] 
Drosophila_HTL         ---------------------------NAIVAVKMVKEGHTDDDIASLVREMEVMKIIGR [71] 
Drosophila_BTL         ----------------------SPQLAETIVAVKMVKEEHTDTDMASLVREMEVMKMIGK [80] 
Dros_p_GA20192PA       ---------------------------SAIVAVKMVKEGHTDDDIASLVREMEVMKIIGR [71] 
Celegans_EGL15         --------------------------NEIAVAVKKLKMSAHEKELIDLVSEMETFKVIGE [76] 
Danio_FGFR1            ----------------------EKPNRITKVAVKMLKSDATEKDLSDLISEMEMMKIIGK [80] 
 



Podocoryne_VEGFR       HKNIVNLLGACTTNGKLYVILECCPRGNLLTFLRGKRETFQPVWTKYDTDMEN------- [173] 
NvFGFR3                --------------GPLFVVVEYASQGNLRQFLRARRPIPEYANPLTEPPREK------- [94] 
NvFGFR4                HRNLLNLIGACTDSEKLMIIVEFANDGCLLDLLHQARGDLQSPRIYQNIEPRHS------ [128] 
Mus_FGFR3              HKNIINLLGACTQGGPLYVLVEYAAKGNLREFLRARRPPGMDYSFDAC---RLP------ [131] 
Gallus_FGFR3           HKNIINLLGACTQDGPLYVLVEYASKGNLREYLRARRPPGMDYSFDTC---KLP------ [131] 
XLaevisMGC80912        HKNIINLLGACTQDGPLYVLVEYASKGNLREYLKARRPPGMDYSFDTC---KIP------ [131] 
Xlaevis_FGFR4          HKNIINLLGVCTQEGPLFVIVEYASKGNLREFLRARRPPTPEDAFDIT---KVP------ [131] 
Xlaevis_FGFR1          HKNIINLLGACTQDGPLYVIVEYTSKGNLREYLRARRPPAMEYCYNPT---CVP------ [131] 
NvFGFR1                HKNIINLIGARTQNGPLYVVVEFAPHGNLRQFLRERRPSDYHRSRSDSSTHSQP------ [132] 
Homo_FGFR2             HKNIINLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYDIN---RVP------ [131] 
Danio_FGFR2            HKNIINLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYDIA---RVS------ [131] 
Homo_FGFR1             HKNIINLLGACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPS---HNP------ [131] 
Danio_FGFR4            HKNIINLLGVCTQDGPLYVLVEYASKGSLREYLRARRPPGMDYTFDVT---KVP------ [131] 
Mus_FGFR4              HKNIINLLGVCTQEGPLYVIVECAAKGNLREFLRARRPPGPDLSPDGP---RSS------ [140] 
Apis_XP_3966492        HVNIINLLGACTQGGPLYVVVEFAPHGNLRDFLRDHRPSSGYEPTIGQ---EPK------ [128] 
Ciona_FGFR             HKNIVNLLGVCTQNGILWLVTEYAQKGNLRDYLRRNRPSELQYELSTP---DSPAP---- [132] 
AnophelesXP_5628661    HVNIINLLGCCCKDGPLYVIVEYAPHGNLKNFLRSHRFGSNYEATNEK---EKK------ [129] 
AnophelesXP_3127912    HVNIINLLGCCCKDGPLYVIVEYAPHGNLKNFLRSHRFGSNYEATNEK---EKK------ [129] 
Gallus_FGFR_XP_4144741 HKNIINLLGVCTQDGPLYVIVEFAAKGNLREYLRARRPPMPDYTFDIT---ELH------ [131] 
Drosophila_HTL         HINIINLLGCCSQNGPLYVIVEYAPHGNLKDFLYKNRPFGRDQDRDSS---QPPPS---- [124] 
Drosophila_BTL         HINIINLLGCCSQGGPLWVIVEYAPHGNLKDFLKQNRPGAPQRRSDSDGYLDDKPL---- [136] 
Dros_p_GA20192PA       HINIINLLGCCSQSGPLYVIVEYAPHGNLKDFLYKNRPFGREQ-VDSS---QPPPS---- [123] 
Celegans_EGL15         HENVLRLIGCCTGAGPLYVVVELCKHGNLRDFLRAHRPKEEKAKKSSQELTDYLEPRKAS [136] 
Danio_FGFR1            HKNIINLLGACTQDGPLYVIVEFAAKGNLREYLRVRRPPGMEYCYNPD---QVP------ [131] 
 
Podocoryne_VEGFR       ---------EFTYIDLLMIVIQVAKRMDFLQSQKCVHRDLAARNVLVGPDYIMKIADFGL [224] 
NvFGFR3                ----------LKLVDLVSFSYQVARGMEYLESKKCIHRDLAARNVLVSDNHVIKIADFGL [144] 
NvFGFR4                -------EVVLGQTRRLEIALDVAQGMDYLASKRCVHRDLAARNVLIADG-VAKVADFGL [180] 
Mus_FGFR3              -------EEQLTCKDLVSCAYQVARGMEYLASQKCIHRDLAARNVLVTEDNVMKIADFGL [184] 
Gallus_FGFR3           -------EEQLTFKDLVSCAYQVARGMEYLASQKCIHRDLAARNVLVTEDNVMKIADFGL [184] 
XLaevisMGC80912        -------AEQLTFKDLVSCAYQVARGMEYLASQKCIHRDLAARNVLVTDDIVMKIADFGL [184] 
Xlaevis_FGFR4          -------EELLSFKDLVSCAYQVARGMEYLESKRCIHRDLAARNVLVAEDNVMKIADFGL [184] 
Xlaevis_FGFR1          -------DQLLSFKDLVSCAYQVARGMDYLASKKCIHRDLAARNVLVTEDNIMKIADFGL [184] 
NvFGFR1                ---------SLIVRDFISFAFQIARGMEYLSFKKCIHRDLAARNILVGEDYVMKIADFGL [183] 
Homo_FGFR2             -------EEQMTFKDLVSCTYQLARGMEYLASQKCIHRDLAARNVLVTENNVMKIADFGL [184] 
Danio_FGFR2            -------DEPLTFKDLVSCTYQVARGMEYLASQKCIHRDLAARNVLVTESNVMKIADFGL [184] 
Homo_FGFR1             -------EEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGL [184] 
Danio_FGFR4            -------EEQLTFKDLVSCAYQVARGMEYLASKRCIHRDLAARNVLVTEDNVMKIADFGL [184] 
Mus_FGFR4              -------EGPLSFPALVSCAYQVARGMQYLESRKCIHRDLAARNVLVTEDDVMKIADFGL [193] 
Apis_XP_3966492        ------EKKTLTQKDLVSFAYQVARGMEYLASRRCIHRDLAARNVLVSDEYVLKIADFGL [182] 
Ciona_FGFR             -----PRDEPLTLRALMSASHQVARGMEYLSQKKCIHRDLAARNVLVANDFVMKIADFGL [187] 
AnophelesXP_5628661    ---------ILTQKELISFAYQIARGMEHLASRRCIHRDLAARNILVSDNYVMKIADFGL [180] 
AnophelesXP_3127912    ---------ILTQKELISFAYQIARGMEHLASRRCIHRDLAARNILVSDNYVMKIADFGL [180] 
Gallus_FGFR_XP_4144741 -------EEQLCFKDLVSCVYQVARGMEYLESRRCIHRDLAARNVLVTAENVMKIADFGL [184] 
Drosophila_HTL         -----PPAHVITEKDLIKFAHQIARGMDYLASRRCIHRDLAARNVLVSDDYVLKIADFGL [179] 
Drosophila_BTL         -----ISTQHLGEKELTKFAFQIARGMEYLASRRCIHRDLAARNVLVSDGYVMKIADFGL [191] 
Dros_p_GA20192PA       -----PPAHVITEKDLIKFAHQIARGMDYLASRRCIHRDLAARNVLVSDDYVLKIADFGL [178] 
Celegans_EGL15         DKDDIELIPNLTQRHLVQFAWQVAQGMNFLASKKIIHRDLAARNVLVGDGHVLKISDFGL [196] 
Danio_FGFR1            -------VENMSIKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGL [184] 
 
Podocoryne_VEGFR       ARDIYKDEFYLKETTGLLPVKWMAPESLFDKVYTSMSDIWSYGIVLWEAFTLGGSPYPGL [284] 
NvFGFR3                ARDIHDIDYYRKTTDGRLPVKWMALEALFDRVYTAQSDVWAYGILMWEIVTFGGSPYPGI [204] 
NvFGFR4                SRNIYETGEYEKTTRGKLPTRWMSLESLETRKFTLESDVWSYGVLLWEIETRGLTPNAGL [240] 
Mus_FGFR3              ARDVHNLDYYKKTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLLWEIFTLGGSPYPGI [244] 
Gallus_FGFR3           ARDVHNIDYYKKTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLLWEIFTLGGSPYPGI [244] 
XLaevisMGC80912        ARDIHNIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSYGVLLWEIFTLGGSPYPGI [244] 
Xlaevis_FGFR4          ARGVHDIDYYKKTSNGRLPVKWMAPEALFDRVYTHQSDIWSFGVLTWEIFTLGGSPYPGI [244] 



Xlaevis_FGFR1          ARDIHHIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGV [244] 
NvFGFR1                ARNVRDMDYYRKATDGRLPIKWLAIEALFDRVYTTQSDVWTFGILLWEIFTLGGSPYPGI [243] 
Homo_FGFR2             ARDINNIDYYKKTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGI [244] 
Danio_FGFR2            ARDVHNIDYYKKTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPNPGI [244] 
Homo_FGFR1             ARDIHHIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGV [244] 
Danio_FGFR4            ARGVHQIDYYKKTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGI [244] 
Mus_FGFR4              ARGVHHIDYYKKTSNGRLPVKWMAPEALFDRVYTHQSDVWSFEILLWEIFTLGGSPYPGI [253] 
Apis_XP_3966492        ARDIHCHDYYRKTTDGRLPVKWMAPEALFHRVYTTQSDVWSYGILLWEIMTLGGTPYPSV [242] 
Ciona_FGFR             ARDIRSNDYYRKETRGHLPYKWMALEAMTDNMFTHATDVWSFGILLWEIFSLGGSPYPGV [247] 
AnophelesXP_5628661    ARDIHDQEYYRKTTTGKLPIRWMAPESLEEKFYDSQSDVWSFGVLLWEIMTLGGNPYPSI [240] 
AnophelesXP_3127912    ARDIHDQEYYRKTTTGKLPIRWMAPESLEEKFYDSQSDVWSFGVLLWEIMTLGGNPYPSI [240] 
Gallus_FGFR_XP_4144741 ARDVHDIDYYKKTSNGRLPVKWMAPEALFERVYTHQSDVWSFGILMWEIFTLGGSPYPGI [244] 
Drosophila_HTL         ARDIQSTDYYRKNTNGRLPIKWMAPESLQEKFYDSKSDVWSYGILLWEIMTYGQQPYPTI [239] 
Drosophila_BTL         ARDIQDTEYYRKNTNGRLPIKWMAPESLQEKKYDSQSDVWSYGVLLWEIMTYGDQPYPHI [251] 
Dros_p_GA20192PA       ARDIQSTEYYRKNTNGRLPIKWMAPESLQEKFYDSKSDVWSYGILLWEIMTFGAQPYPTI [238] 
Celegans_EGL15         SRDVHCNDYYRKRGNGRLPIKWMALEALDSNVYTVESDVWSYGVLLWEIMTLGGTPYPTI [256] 
Danio_FGFR1            ARDIHHIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGV [244] 
 
Podocoryne_VEGFR       P-TEDLFGFLEDGKRMERPEICPKSVFEIMSDCWTKSPYDRPMFSQIYDRLTNVLKHNVP [343] 
NvFGFR3                P-LWKLFELLKEGYRMEQPVNCQDDVYALMLRCWHENPNQRPTFAEIVKEMDAKLTALSE [263] 
NvFGFR4                N-YREMIARYRKGYRLERPPDCDQGLYEIMRRCWLAIPKSRPTFSDIVEQLTELLWTC-- [297] 
Mus_FGFR3              P-VEELFKLLKEGHRMDKPASCTHDLYMIMRECWHAVPSQRPTFKQLVEDLDRILTVTST [303] 
Gallus_FGFR3           P-VEELFKLLKEGHRMDKPANCTHDLYMIMRECWHAVPSQRPTFKQLVEDLDRVLTMTST [303] 
XLaevisMGC80912        P-VEELFKLLKEGHRMDKPANCTHELYMIMRECWHAVPSQRPTFKQLVEDLDRVLTVTST [303] 
Xlaevis_FGFR4          P-VEELFKLLREGHRMDKPSNCTHELYMLMRECWHAVPSQRPTFKQLVEQLDRILTAVS- [302] 
Xlaevis_FGFR1          P-MEELFKLLKEGHRMDKPTNCTNELYMMMKDCWHAMPSQRPTFNQLVEDLDRILALSSN [303] 
NvFGFR1                P-VEKLFELLKSGYRMQMPQKCPDKMYDIMLSCWNENPNARPSFTELRAEFDKMLTSMTD [302] 
Homo_FGFR2             P-VEELFKLLKEGHRMDKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTN [303] 
Danio_FGFR2            P-VEELFKLLKEGHRMDKPANCTNELYMMMKDCWHAISSHRPTFKQLVEDLDRILTLATN [303] 
Homo_FGFR1             P-VEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRIVALTSN [303] 
Danio_FGFR4            P-VEELFKLLKEGHRMDKPSNCTHELYMKMRECWHAVPTQKQIQERSAYGCSETRERHP- [302] 
Mus_FGFR4              P-VEELFSLLREGHRMERPPNCPSELYGLMRECWHAAPSQRPTFKQLVEALDKVLLAVS- [311] 
Apis_XP_3966492        PSVEKLFQLLRTGHRMEKPPCCSIEIYMLMRDCWSYQPNERPMFGELVEDLDRILTITAN [302] 
Ciona_FGFR             K-THDLVRFLRNGDRLEQPQFASSELYRLMRDCWEESPRRRPQFRQLVEDLDRMLASSSS [306] 
AnophelesXP_5628661    PTWDNLLEHLKKGKRMEKPPLCSIEIYLFMRECWHYRPEERPTFSEIVQHLDRLVSITSN [300] 
AnophelesXP_3127912    PTWDNLLEHLKKGKRMEKPPLCSIEIYLFMRECWHYRPEERPTFSEIVQHLDRLVSITSN [300] 
Gallus_FGFR_XP_4144741 P-VEDLFKLLKEGHRMDCPSNCTHELLGTGPSESDSLELYSPAHFPDLGEASEKLLEKQ- [302] 
Drosophila_HTL         MSAEELYTYLMSGQRMEKPAKCSMNIYILMRQCWHFNADDRPPFTEIVEYMDKLLQTKED [299] 
Drosophila_BTL         LSAEELYSYLITGQRMEKPAKCSLNIYVVMRQCWHFESCARPTFAELVESFDGILQQASS [311] 
Dros_p_GA20192PA       MSAEELYSYLMSGQRMEKPAKCSMNIYILMRQCWHFNADDRPPFTEIVEYMDKLLQAKED [298] 
Celegans_EGL15         A-MPELYANLKEGYRMEPPHLCPQEVYHLMCSCWREKLEERPSFKTIVDYLDWMLTMTNE [315] 
Danio_FGFR1            P-VEELFKLLKEGHRMDRPSTCTHELYMMMRDCWHAVPSQRPTFKQLVEDLDRTLSMTSN [303] 
 
Podocoryne_VEGFR       SD---SDYLDFTDAKENDYLTPDIKANSNEYLEASAENF [379] 
NvFGFR3                -----QEYLDLTSPLSNPVAPIETPPSSESSPTPRESLS [297] 
NvFGFR4                --------------------------------------- [297] 
Mus_FGFR3              -----DEYLDLSVPFEQYSPGGQDTPSSSSS-GDDSVFT [336] 
Gallus_FGFR3           -----DEYLDLSVPFEQYSPAGQDTHSTCSS-GDDSVFA [336] 
XLaevisMGC80912        -----DEYLDLSVPFEQYSPAGQDSNSTCSS-GDDSVFA [336] 
Xlaevis_FGFR4          -----EEYLDLSMPFEQYSPSCEDSASTCSSSDDSVFA- [335] 
Xlaevis_FGFR1          -----QEYLDLSMPVNQYSPCFPDTRSSTCSSGEDSVFS [337] 
NvFGFR1                -----KEYLEILAKSVDHVAGEMEAPITDESDTNTDTFT [336] 
Homo_FGFR2             -----EEYLDLSQPLEQYSPSYPDTRSSCSS-GDDSVFS [336] 
Danio_FGFR2            -----EEYLDLCAPVEQYSPSFPDTRSSSSS-GDDSVFS [336] 
Homo_FGFR1             -----QEYLDLSMPLDQYSPSFPDTRSSTCSSGEDSVFS [337] 
Danio_FGFR4            -----QQSEACGGEEEALQGSQEFI-------------- [322] 
Mus_FGFR4              -----EEYLDLRLTFGPFSPSNGDASSTCSSSD-SVFS- [343] 



Apis_XP_3966492        -----EEYLDLGLPQLDTPPSSQESSEADDDEGEENAME [336] 
Ciona_FGFR             -----LEYIDLNSPCEADYLPSDVDSNEDTESRDSANA- [339] 
AnophelesXP_5628661    -----EEYLDLGLPQLETPPSSDDSDDDVEEDEEDCDDQ [334] 
AnophelesXP_3127912    -----EEYLDLGLPQLETPPSSDDS-------------- [320] 
Gallus_FGFR_XP_4144741 -----RKRKRPRHSSAAVHSKKEKNGERLG--------- [327] 
Drosophila_HTL         -------YLDVDIANLDTPPSTSDEEE-DETDNLQKWCN [330] 
Drosophila_BTL         NPN--DAYLDLSMPMLETPPSSGDEDDGSDTETFRETSP [348] 
Dros_p_GA20192PA       -------YLDVDIANLDTPPSTSDEED-AESD------- [322] 
Celegans_EGL15         TIEGSQEFNDQFFSERSTASGPVSPMESFQKKRKHRPLS [354] 
Danio_FGFR1            -----QEYLDLSVSLDQFSPNFPDTRSSTCSSGEDSVFS [337] 
 
; 
END; 


