
#NEXUS 
[!Created by MacVector on Oct 23 2006 at 11:37:01.] 
 
BEGIN DATA; 
 DIMENSIONS NTAX=99 NCHAR=246; 
  FORMAT MISSING=X GAP=- INTERLEAVE DATATYPE=PROTEIN; 
MATRIX 
NvFGF1D        --------------------------------YLLRIN--PD----GTVDGTNDPS---- [18] 
NvFGF8A        --------DTFSRPFERVTQLYSRNS-----LDHIRIL--KN----RRVDAKGRDG---- [37] 
NvFGF1B        ----LLSQITQTPSTTRIVKMFCRVG------RFLAMN--EN----GTISGTLSQG---- [40] 
NvFGF1E        ----------MKVRYSRQGQLYCKNG------YLIHID--KD----GRISGTTSHK---- [34] 
Nv247007       --PKRKEKILPPSSFYAVRRLYSEHK------FVIMID--RK----GAVRGTTDIY---- [42] 
NvFGF1C        --ARFSETLPSLRKYTRKRQLLAKNG------YYLEIF--PN----GEVGCTRDGS---- [42] 
NvFGF1A        --WRSILSLTKKPTNKVRCTIFCRSG------YHLQIL--PT----GLVRGTLDQR---- [42] 
Nv208072       --PHATRALQNLGIDPQSMAMGSGISVPKIAFLYSSNSGKFVRIHSAHADGAGNRQ---- [54] 
Nv211797       --KTESHRDMPAHLLARSRRNLHAVSTRKTVILQTKSLWIFEIRLDGSVGGTTNIN---- [54] 
NvFGF8B        --RQRDTIDEKSVLFTRTTTMYSRAS-----GKHLRVLE--N----GEVDGKGERN---- [43] 
Nv204532       --IQRLRTDPFSLPFYRETQLYSRSS-----RGHLRIFN-RQ----IDAEGKDGDP---- [44] 
Nv212165       --FNQLTGIVRTPTFRRKVKLYCKTG------FHLVML--PG----GTLKGSLSAN---- [42] 
Nv244903       WLPVESTLPASPLTCTTDIRLYCKN------QLFLQIS--DD----GSVSGTRDQLCPYG [48] 
HsFGF5         --LEQSSFQWSPSGR-RTGSLYCRVGIG----FHLQIY--PD----GKVNGSHEA----- [42] 
MusFGF5        --SEHSSFQWSPSGR-RTGSLYCRVGIG----FHLQIY--PD----GKVNGSHEA----- [42] 
MusFGF6        -SGVNWESGYLVGIK-RQRRLYCNVGIG----FHLQVP--PD----GRISGTHEE----- [43] 
HsFGF6         -AGVNWESGYLVGIK-RQRRLYCNVGIG----FHLQVL--PD----GRISGTHEE----- [43] 
HsFGF4         -AVQSGAGDYLLGIK-RLRRLYCNVGIG----FHLQAL--PD----GRIGGAHAD----- [43] 
GgFGF4         -RDAARDGDYLLGYK-RLRRLYCNVGIG----FHIQVL--PD----GRIDGIHSE----- [43] 
Ci456          RLLHPHNNHQPNIKLVRRERLYCRVGIG----YQLEVR--KD----GKVTARHQS----- [45] 
BombyxviralFGF SMADCSALLTHITGTSIPGRLFINR-------RFLAVN--PN----GTVYGGTIESD--- [44] 
Dmebranchless  RNERSTVPQSHLAWTSRKIQLYIKN-------RILQIL--RD----GVVNGTQDEN---- [43] 
XlFGF41        -KDTSRDSDYLLGIK-RQRRLYCNVGIG----FHIQVL--PD----GRINGMHSE----- [43] 
XlFGF20        ---APSDLSHLQGI-LRRRQLYCRTG------FHLQIL--PD----GNVQGTRQDH---- [40] 
MusFGF20       -GPGSVELAHLHGI-LRRRQLYCRTG------FHLQIL--PD----GTVQGTRQDH---- [42] 
HsFGF20        -GPGAAQLAHLHGI-LRRRQLYCRTG------FHLQIL--PD----GSVQGTRQDH---- [42] 
GgFGF9         -GPAVTDLDHLKGI-LRRRQLYCRTG------FHLEIF--PN----GTIQGTRQDH---- [42] 
HsFGF9         -GPAVTDLDHLKGI-LRRRQLYCRTG------FHLEIF--PN----GTIQGTRKDH---- [42] 
MusFGF9        -GPAVTDLDHLKGI-LRRRQLYCRTG------FHLEIF--PN----GTIQGTRKDH---- [42] 
GgFGF16s       --GSPTDFAHLKGI-LRRRQLYCRTG------FHLEIF--PN----GTVHGTRQDH---- [41] 
RatFGF16       --GSPTDFAHLKGI-LRRRQLYCRTG------FHLEIF--PN----GTVHGTRHDH---- [41] 
MusFGF16       --GSPTDFAHLKGI-LRRRQLYCRTG------FHLEIF--PN----GTVHGTRHDH---- [41] 
HsFGF16        --GSPTDFAHLKGI-LRRRQLYCRTG------FHLEIF--PN----GTVHGTRHDH---- [41] 
Ci91620        --GMSAYDYDTQETTMRRRMLYCKNG------FNLQIL--RN----GRISGTQESH---- [42] 
Cs91620        --FMQKYDKDTPQVTMRRKMLYCKNG------YNIQIL--PN----GRISGTQESH---- [42] 
Ci371020       --VLLRHKRMVQGGDRRMYRLYNRNH------YFIEIK--QD----GKVRGSYNK----- [41] 
MusFGF3        -GGRGGVYEHLGG-APRRRKLYCATK------YHLQLH--PS----GRVNGSLEN----- [41] 
GgFGF3         -GGRGGVYEHLGG-APRRRKLYCATK------YHLQIH--PG----GKINGTLEKN---- [42] 
XlFGF3         -GGRGGVYEHLGG-APRNRKLYCATK------YHLQIH--LN----GKINGTLEKN---- [42] 
MusFGF23       -AYPDTSPLLGSNWGSLT-HLYTATAR---TSYHLQIH--RD----GHVDGTPHQ----- [44] 
HsFGF23        RAYPNASPLLGSSWGGLI-HLYTATAR---NSYHLQIH--KN----GHVDGAPHQ----- [45] 
MusFGF21       -PIPDSSPLLQFGGQVRQRYLYTDDDQ--DTEAHLEIR--ED----GTVVGAAHR----- [46] 
HsFGF21        HPIPDSSPLLQFGGQVRQRYLYTDDAQ--QTEAHLEIR--ED----GTVGGAADQ----- [47] 
RatFGF22       -PGAPGGYPHLEG-DVRWRRLFSSTH------FFLRVD--PG----GRVQGTRWRH---- [42] 
MusFGF22       -PGAPGGYPHLEG-DVRWRRLFSSTH------FFLRVD--LG----GRVQGTRWRH---- [42] 
MusFGF7        -ERHTRSYDYMEGGDIRVRRLFCRTQ------WYLRID--KR----GKVKGTQEMK---- [43] 
HsKGF          -ERHTRSYDYMEGGDIRVRRLFCRTQ------WYLRID--KR----GKVKGTQEMK---- [43] 
GgFGF7         -ERHTRSYDYMEGGDVRVRRLFCRTQ------WYMRID--KR----GKVKGTREAN---- [43] 
XtropLOC       -ERHTRSYDYMEGGDVRIRKLFCRTQ------WYLWID--KR----GNVKGTQDPN---- [43] 
XtropFGF10     -SRHVRSYNHLQG-DVRSRKLFSYTK------YFLQID--GN----GTVSGTKKEN---- [42] 
GgFGF10        -GRHVRSYNHLQG-DVRKRKLYSYNK------YFLKIE--KN----GKVSGTKKEN---- [42] 



HsFGF10        -GRHVRSYNHLQG-DVRWRKLFSFTK------YFLKIE--KN----GKVSGTKKEN---- [42] 
GgFGF19        ----------GWGEPIRLRHLLHRPGKHGLFSCFLRIG--GD----GRVDAVGSQ----- [39] 
HsFGF19        ----------GWGDPIRLRHLYTS-GPHGLSSCFLRIR--AD----GVVDCARGQ----- [38] 
DrFGF2         AAPDAENSSFPAGSFRDPKRLYCKNG--G---FFLRIN--AD----GRVDGARDKS---- [45] 
HsFGF2         LPEDGGSGAFPPGHFKDPKRLYCKNG--G---FFLRIH--PD----GRVDGVREKS---- [45] 
MusFGF2        LPEDGG-AAFPPGHFKDPKRLYCKNG--G---FFLRIH--PD----GRVDGVREKS---- [44] 
GgFGF1         -TALTERFGLPLGNYKKPKLLYCSNG--G---HFLRIL--PD----GKVDGTRDRS---- [44] 
HsFGF1         -TALTEKFNLPPGNYKKPKLLYCSNG--G---HFLRIL--PD----GTVDGTRDRS---- [44] 
MusFGF1        -AALTERFNLPLGNYKKPKLLYCSNG--G---HFLRIL--PD----GTVDGTRDRS---- [44] 
DrFGF1         MTEADIAVKSSPRDYKKLTRLYCMNG--G---FHLQIL--AD----GTVAGAADEN---- [45] 
CsFGF1114      -AGGQIKGIKESQLKGVKTQIFSRQG------FYLDIDR-ES----GEVRGVQEE----- [43] 
CiFGF1114      -VGGQLKGVRESQLKGVKTRLYSRHG------FYLDIDR-EN----GGVKGVDDD----- [43] 
Dmepyramus     -------------TLSKHSELALHIN------SHGKVT-------AENILRTYQYF---- [30] 
Dmethisbe      ---LLFFIVVISGALCTVEDYVIMSQCAHNKAIHIAAE--------GTVSVTDTSQ---- [45] 
ApisMGC84348   VIWDPRKPAQNPVYNCLVIKLFCRTG------YHLGVS--ES----GRVRGLSATN---- [44] 
Celegl17       TCARFQIKPNVHYLGETHWQLFNECS-----QGMLQSF-------LGSLNTRGYP----- [43] 
SpurpXP787124  RRKASSRGSTLIYNSKQPTQLFCRTN------FRLACVHE-D----GTINGTRDNMDVY- [48] 
HsFGF11        -RPARPDRGPEPQLKGIVTKLFCRQG------FYLQAN--PD----GSIQGTPEDT---- [43] 
MusFGF11       -RPTRQDRGPEPQLKGIVTKLFCRQG------FYLQAN--PD----GSIQGTPEDT---- [43] 
CelLET756      QLQDEEENGYPPADDRRRGALFCRSG---TWLEMLPIENPDDGSTRVKVHGTKEES---- [53] 
RatFGF11       -RPTRQDRGPEPQLKGIVTKLFCRQG------FYLQAN--PD----GSIQGTPEDT---- [43] 
MusFGF13       --KKRRRRRPEPQLKGIVTKLYSRQG------YHLQLQ--AD----GTIDGTKDED---- [42] 
GgFGF13        ---------KEPQLKGIVTKLYSRQG------YHLQLQ--AD----GTIDGTKEED---- [35] 
HsFGF13        --HKENTEPEEPQLKGIVTKLYSRQG------YHLQLQ--AD----GTIDGTKDED---- [42] 
XlFGF13        --LKEHTEPEEPQLKGIVTKLYSRQG------YHLQLQ--PD----GTIDGAKEEE---- [42] 
HsFGF12        ------MASKEPQLKGIVTRLFSQQG------YFLQMH--PD----GTIDGTKDEN---- [38] 
Cilarge        KGADKGGVVGGGNGERLHNTLYIKRS-----STTMRIL--PS----GRVHGSRDID---- [45] 
GgFGF11B       ------MEGKEPQLKGIVTRLFSQQE------YFLQMH--PD----GTIDGTKDEN---- [38] 
RatFGF12       -RKRPVRRRPEPQLKGIVTRLFSQQG------YFLQMH--PD----GTIDGTKDEN---- [43] 
MusFGF12A      -RKRPVRRRPEPQLKGIVTRLFSQQG------YFLQMH--PD----GTIDGTKDEN---- [43] 
GgFGF41A       -KKRRL-RRQDPQLKGIVTRLYCRQG------YYLQMH--PD----GSLDGTKDDS---- [42] 
HsFGF14        -KKRRL-RRQDPQLKGIVTRLYCRQG------YYLQMH--PD----GALDGTKDDS---- [42] 
RatFGF14       -KKRRL-RRQDPQLKGIVTRLYCRQG------YYLQMH--PD----GALDGTKDDS---- [42] 
MusFGF14       ------------------------------------MH--PD----GALDGTKDDS---- [14] 
GgFGF14        -SLKKNKNQTDPQLKGIVTRLYCRQG------YYLQMH--PD----GSLDGTKDDS---- [43] 
HsFGF14IB      -SLKKNKNPTDPQLKGIVTRLYCRQG------YYLQMH--PD----GALDGTKDDS---- [43] 
MusFGF14b      -SLKKNKNPTDPQLKGIVTRLYCRQG------YYLQMH--PD----GALDGTKDDS---- [43] 
Ci81718        -----------SSSTRRYCEIYSKRTS-----NHIRILG-------KKVDGRGRRG---- [33] 
Cs817182       --------RSQTASTRRYYEIYAKAT-----SSRVQILG-KR----VNAKGVRGNK---- [38] 
Cs817181       -----------------------------------LFP-NQY----CSAKNVQFP----- [15] 
RatFGF8        ----SLVTDQLSRRLIRTYQLYSRTS-----GKHVQVLANKR----INAMAEDGDP---- [43] 
MusFGF8        -REQSLVTDQLSRRLIRTYQLYSRTS-----GKHVQVLANKR----INAMAEDGDP---- [46] 
GgFGF8         -REQSLVTDQLSRRLVRTYQLYSRTS-----GKHVQILDNKK----INAMAEDGDV---- [46] 
XlFGF8         -REQSLVTDQLSRRLIRTYQLYSRTS-----GKHVQILANKK----INAMAEDGDP---- [46] 
HsFGF17        -RDQGAMTDQLSRRQIREYQLYSRTS-----GKHVQVTG-RR----ISATAEDGNK---- [45] 
MusFGF17       -RDQGAMTDQLSRRQIREYQLYSRTS-----GKHVQVTG-RR----ISATAEDGNK---- [45] 
HsFGF18        -ENQTRARDDVSRKQLRLYQLYSRTS-----GKHIQVLG-RR----ISARGEDGDK---- [45] 
MusFGF18       -ENQTRARDDVSRKQLRLYQLYSRTS-----GKHIQVLG-RR----ISARGEDGDK---- [45] 
 
NvFGF1D        --------SKYAELEFHSVGA---GLHMIVGVATRRYLTITDKGLLTAQLQPSLN----S [63] 
NvFGF8A        --------DQYAKLIIESDG-F--GRVRIRGAETKFYLCMDKRRRLRARKRARNKK--NC [84] 
NvFGF1B        ---------VNETFELQSYGP---SIVRIRHVKTGFFIAMDRRGRLRAKRVSESRR-WDT [87] 
NvFGF1E        --------DQYSALEFQSLGA---GKVIIKGVVTGRYLAINDQGLLYSTDTFHKE----A [79] 
Nv247007       --------SRYALMKIETAGLN--GLFRAKAIATNLYLSMDSRGRLYTTRNRTEEN---V [89] 
NvFGF1C        --------SPNSVLEFLSVGP---DLIAIGGHAADKYLAVDNQGKIFTSNSERKE----C [87] 
NvFGF1A        --------SKYIHFEMQSFGP---SLVKLKSVATGRYLSMKRDGALRTTKHLRSRE---T [88] 
Nv208072       --------ENKAKLIIESTAFG--GQVRVRSFHDNKYLCITRHGDISIEESVLGRSLDRC [104] 
Nv211797       --------NPNVKLQLQSVGQ---SLVRFFGIRARKYLAMDKNGNLYTTAKATSE----T [99] 



NvFGF8B        --------DIYAKVIVQSVTF---GRIXIRGIKSNRMLCLNKYGKLVGRKK-RKK----C [87] 
Nv204532       --------YAKLILESDTFG----GRVKIKGDKTKHYLCIKKDGRLTSRKIPKSP---KC [89] 
Nv212165       ------ITSMYGLFELESYGR---SLIRVKSVPHDMYIAISNTGQVYATANTSVE----T [89] 
Nv244903       QYTFYKEYYMETTLEIHTLSK---NTVRIYSPKVKKYLAIDSNGRLCSKGKASED----T [101] 
HsFGF5         --------NMLSVLEIFAVSQ---GIVGIRGVFSNKFLAMSKKGKLHASAKFTDD----C [87] 
MusFGF5        --------SVLSILEIFAVSQ---GIVGIRGVFSNKFLAMSKKGKLHASAKFTDD----C [87] 
MusFGF6        --------NPYSLLEISTVER---GVVSLFGVKSALFIAMNSKGRLYTTPSFHDE----C [88] 
HsFGF6         --------NPYSLLEISTVER---GVVSLFGVRSALFVAMNSKGRLYATPSFQEE----C [88] 
HsFGF4         --------TRDSLLELSPVER---GVVSIFGVASRFFVAMSSKGKLYGSPFFTDE----C [88] 
GgFGF4         --------NRYSLLEISPVER---GVVSIFGVRSGLFVAMNSKGKLYGSTHVNDE----C [88] 
Ci456          --------TKNGIFEVFSMKH---GVVGIRSERHRRYVCMNKRGRVFTRRSFRHD----C [90] 
BombyxviralFGF --------NADTTFKRLAVDR---NRIVIQNAITCVYLCIDRCGQLYGSKTLSDD----C [89] 
Dmebranchless  --------SEFTILQRSTVDV---GRIKLQSVATCLYLCMDACGVPYGSKDFTDD----C [88] 
XlFGF41        --------NRYSLLELSPVEV---GVVSLYGVKSGMFVAMNAKGKLYGSRYFNEE----C [88] 
XlFGF20        --------SRFGILEFISVAI---GLVSIRGVDTGLYLGMNDKGELFGSEKLTSE----C [85] 
MusFGF20       --------SLFGILEFISVAV---GLVSIRGVDSGLYLGMNDKGELYGSEKLTSE----C [87] 
HsFGF20        --------SLFGILEFISVAV---GLVSIRGVDSGLYLGMNDKGELYGSEKLTSE----C [87] 
GgFGF9         --------SRFGILEFISIAV---GLVSIRGVDSGLYLGMNEKGELYGSEKLTQE----C [87] 
HsFGF9         --------SRFGILEFISIAV---GLVSIRGVDSGLYLGMNEKGELYGSEKLTQE----C [87] 
MusFGF9        --------SRFGILEFISIAV---GLVSIRGVDSGLYLGMNEKGELYGSEKLTQE----C [87] 
GgFGF16s       --------SRFGILEFISLAV---GLVSIRGVDSGLYLGMNERGELYGSKKLTRE----C [86] 
RatFGF16       --------SRFGILEFISLAV---GLISIRGVDSGLYLGMNERGELFGSKKLTRE----C [86] 
MusFGF16       --------SRFGILEFISLAV---GLISIRGVDSGLYLGMNERGELYGSKKLTRE----C [86] 
HsFGF16        --------SRFGILEFISLAV---GLISIRGVDSGLYLGMNERGELYGSKKLTRE----C [86] 
Ci91620        --------NQYAVLEFISTGI---GSLTIRGVASGLYLAMNSKGRLYASETFNRE----C [87] 
Cs91620        --------SEYAVLEFISTGV---GSLTIRGVASGLYLAMNSKGRLYGSETFTHE----S [87] 
Ci371020       --------SPQTEIEVQSVAAG--GVIRFYSPSTGRYLAMNRHSKLYASRNYRKID---C [88] 
MusFGF3        --------SAYSILEITAVEV---GVVAIKGLFSGRYLAMNKRGRLYASDHYNAE----C [86] 
GgFGF3         --------SVFSILEITAVDV---GIVAIKGLFSGRYLAMNKRGRLYASENYNTE----C [87] 
XlFGF3         --------SVFSILEITAVDV---GIVAIKGLFSGRYLAMNQRGRLYASETYNPE----C [87] 
MusFGF23       --------TIYSALMITSEDA---GSVVITGAMTRRFLCMDLHGNIFGSLHFSPEN---C [90] 
HsFGF23        --------TIYSALMIRSEDA---GFVVITGVMSRRYLCMDFRGNIFGSHYFDPEN---C [91] 
MusFGF21       --------SPESLLELKALKP---GVIQILGVKASRFLCQQPDGALYGSPHFDPEA---C [92] 
HsFGF21        --------SPESLLQLKALKP---GVIQILGVKTSRFLCQRPDGALYGSLHFDPEA---C [93] 
RatFGF22       --------GQDSIVEIRSVRV---GTVVIKAVYSGFYVAMNRRGRLYGSRVYSVD----C [87] 
MusFGF22       --------GQDSIVEIRSVRV---GTVVIKAVYSGFYVAMNRRGRLYGSRVYSVD----C [87] 
MusFGF7        --------NSYNIMEIRTVAV---GIVAIKGVESEYYLAMNKEGKLYAKKECNED----C [88] 
HsKGF          --------NNYNIMEIRTVAV---GIVAIKGVESEFYLAMNKEGKLYAKKECNED----C [88] 
GgFGF7         --------NNYSILEIRTVAV---GIVAIKGVESEYFLAMNKSGRLYGKKVCNED----C [88] 
XtropLOC       --------NSFSILEIRTVAV---GIVAIKCIESEYFLAMNKSGRLYGKKSCNED----C [88] 
XtropFGF10     --------CPYSILEITSVDV---GVVAVKAINSNYYLAMNRRGKIYGSKEFNID----C [87] 
GgFGF10        --------CPFSILEITSVEI---GVVAVKSIKSNYYLAMNKKGKVYGSKEFNSD----C [87] 
HsFGF10        --------CPYSILEITSVEI---GVVAVKAINSNYYLAMNKKGKLYGSKEFNND----C [87] 
GgFGF19        --------SPQSLLEIRAVAV---RTVAIKGVQSSRYLCMDEAGRLHGQLSYSIED---C [85] 
HsFGF19        --------SAHSLLEIKAVAL---RTVAIKGVHSVRYLCMGADGKMQGLLQYSEED---C [84] 
DrFGF2         --------DPHIRLQLQATAV---GEVLIKGICTNRFLAMNADGRLFGTKRTTDE----C [90] 
HsFGF2         --------DPHIKLQLQAEER---GVVSIKGVCANRYLAMKEDGRLLASKCVTDE----C [90] 
MusFGF2        --------DPHVKLQLQAEER---GVVSIKGVCANRYLAMKEDGRLLASKCVTEE----C [89] 
GgFGF1         --------DQHIQLQLSAEDV---GEVYIKSTASGQYLAMDTNGLLYGSQLPGEE----C [89] 
HsFGF1         --------DQHIQLQLSAESV---GEVYIKSTETGQYLAMDTDGLLYGSQTPNEE----C [89] 
MusFGF1        --------DQHIQLQLSAESA---GEVYIKGTETGQYLAMDTEGLLYGSQTPNEE----C [89] 
DrFGF1         ---------TYSILRIKATSP---GVVVIEGSETGLYLSMNEHGKLYASSLVTDE----S [89] 
CsFGF1114      --------SDSTVFFLIPVGL---RIVSIQHTQTLLYIAMNSEGRLYTTESYTME----C [88] 
CiFGF1114      --------SESTIFYLIPVGL---RIVSIQHSETLLYIAMNSEGRLYTTDVYTME----C [88] 
Dmepyramus     --------NMEAVNDVFSLD----FKITIYSADVDYYLCFH-HGRLVGKRNATKE----C [73] 
Dmethisbe      -------IQNITIVGFPDYLNN-EFKIALYAKETRRYLCFNDNWRLVGMRELRDT----C [93] 
ApisMGC84348   --------EPHALLHIIPVSF---GVVRIQNIETSLYLAFNKKGRLYGELNGNKD----N [89] 
Celegl17       --------DKHCLTDWNVVGEWD-GKFRLQHAQSRKFLCFNKRARITLRFNGSDAK---C [91] 



SpurpXP787124  ---------SSLY---IQSQRR--SIVSIKGLRSQLYVCVDDSGSLYGDTRVSRN----C [90] 
HsFGF11        --------SSFTHFNLIPVGL---RVVTIQSAKLGHYMAMNAEGLLYSSPHFTAE----C [88] 
MusFGF11       --------SSFTHFNLIPVGL---RVVTIQSAKLGHYMAMNAEGLLYSSPHFTAE----C [88] 
CelLET756      --------SKFSIVEFVSVAM---SLVSIRGVETKNFICMDPSGKLYATPSSNYS--TEC [100] 
RatFGF11       --------SSFTHFNLIPVGL---RVVTIQSAKLGHYMAMNAEGLLYSSPHFTAE----C [88] 
MusFGF13       --------STYTLFNLIPVGL---RVVAIQGVQTKLYLAMNSEGYLYTSEHFTPE----C [87] 
GgFGF13        --------SSYTLFNLIPVGL---RVVAIQGVQTKLYLAMNSEGYLYTSEHFTPE----C [80] 
HsFGF13        --------STYTLFNLIPVGL---RVVAIQGVQTKLYLAMNSEGYLYTSELFTPE----C [87] 
XlFGF13        --------SSATVFNLIPVGL---RVVAIQGVQTKLYLAMNSEGYLYTSEHFTPE----C [87] 
HsFGF12        --------SDYTLFNLIPVGL---RVVAIQGVKASLYVAMNGEGYLYSSDVFTPE----C [83] 
Cilarge        ---------VYCIVRFQTIGQKGNLIVKIRGEKSGLYLAMKRNGKLYATRDYNNPD---T [93] 
GgFGF11B       --------SDYTLFNLIPVGL---RVVAIQGVKAGLYVAMNAEGYLYSSDVFTPE----C [83] 
RatFGF12       --------SDYTLFNLIPVGL---RVVAIQGVKASLYVAMNGEGYLYSSDVFTPE----C [88] 
MusFGF12A      --------SDYTLFNLIPVGL---RVVAIQGVKASLYVAMNGEGYLYSSDVFTPE----C [88] 
GgFGF41A       --------SNSTLFNLIPVGL---RVVAIQGVKTGLYIALNNEGFLYTSELFTPE----C [87] 
HsFGF14        --------TNSTLFNLIPVGL---RVVAIQGVKTGLYIAMNGEGYLYPSELFTPE----C [87] 
RatFGF14       --------TNSTLFNLIPVGL---RVVAIQGVKTGLYIAMNGEGYLYPSELFTPE----C [87] 
MusFGF14       --------TNSTLFNLIPVGL---RVVAIQGVKTGLYIAMNGEGYLYPSELFTPE----C [59] 
GgFGF14        --------SNSTLFNLIPVGL---RVVAIQGVKTGLYIALNNEGFLYTSELFTPE----C [88] 
HsFGF14IB      --------TNSTLFNLIPVGL---RVVAIQGVKTGLYIAMNGEGYLYPSELFTPE----C [88] 
MusFGF14b      --------TNSTLFNLIPVGL---RVVAIQGVKTGLYIAMNGEGYLYPSELFTPE----C [88] 
Ci81718        --------SNHAKLIIHSKGLW--GRIMIQGVQTERFLCMNKRGRLVGKNYRKAINDPKC [83] 
Cs817182       --------YSKMAILSTSFG----GRIMIQGVETGRVLCMNRKGRLVGKVLRRAKHDLKC [86] 
Cs817181       --------AAKMAILSTSFG----GRIMIQGVETGRVLCMNRKGRLVGKVLRRAKHDLKC [63] 
RatFGF8        --------FAKLIVETDTFG----SRVRVRGAETGLYICMNKKGKLIAKSNGKGK---DC [88] 
MusFGF8        --------FAKLIVETDTFG----SRVRVRGAETGLYICMNKKGKLIAKSNGKGK---DC [91] 
GgFGF8         --------HAKLIVETDTFG----SRVRIKGAATGFYICMNKKGKLIGKSNGKGK---DC [91] 
XlFGF8         --------HAKLIVETDTFG----SRVRIKGAETGYYICMNKKGKLIGKTNGRGK---DC [91] 
HsFGF17        --------FAKLIVETDTFG----SRVRIKGAESEKYICMNKRGKLIGKPSGKSK---DC [90] 
MusFGF17       --------FAKLIVETDTFG----SRVRIKGAESEKYICMNKRGKLIGKPSGKSK---DC [90] 
HsFGF18        --------YAQLLVETDTFG----SQVRIKGKETEFYLCMNRKGKLVGKPDGTSK---EC [90] 
MusFGF18       --------YAQLLVETDTFG----SQVRIKGKETEFYLCMNRKGKLVGKPDGTSK---EC [90] 
 
NvFGF1D        VFKEIFLENLYQSFLSYKHQR--------------NGWYVAIKRNGKAKPAV--QTFIGQ [107] 
NvFGF8A        IFKDHFADNAFNEFESVKY----------------EGHYIAFNRRGLQRSRK--RKPKAA [126] 
NvFGF1B        FFYQQLEHNLFQSFSSTKYYKENP-----------YDMFIGLKRSGLTKEWS-RDSTRTG [135] 
NvFGF1E        IMEEKQEENFYHSFNSHRYRQPG-------------WYVALRRN-GQ------------- [112] 
Nv247007       FRKKDSPSHGWFTYESYKY----------------CDMYIGFKRNHHPRLGF--KVKPGK [131] 
NvFGF1C        VFRELTGKNFYTLIRTCHSDIHG------------HGWYLSINNRGRVATKT--CTYSDH [133] 
NvFGF1A        IFQEIHELNAFHSYASHRYFMQNP-----------HDMLVAIKRNGQIKRAT--KTKPGQ [135] 
Nv208072       AFIQKQQ-KGFTVFISKIH----------------KTWALGVRNDGRIKPAR--KTTSTQ [145] 
Nv211797       VFRNILGSTDYHTFSSANNNHKG------------RPMYLGLRENGKPKKGS--KTRGSH [145] 
NvFGF8B        MFEDILL-NGYQTFESVRY----------------PCWFVAINKRGRAVKGHLSMRGKRT [130] 
Nv204532       VFKEAYTDDFFTQFISA-YN---------------PKWMITVSKKGHTRPGF--KGRNGS [131] 
Nv212165       LLRETRAENYFHTFSSYQYNGEDR----------HKQWYLAIKQNGHVKNAS--TVLKQH [137] 
Nv244903       VLHHTHELNDFHTFASQKYYKDS-----------AHDMFVALQRDGQPRKAT--TTYRLH [148] 
HsFGF5         KFRERFQENSYNTYASAIHRTEKTG----------REWYVALNKRGKAKRGCSPRVKPQH [137] 
MusFGF5        KFRERFQENSYNTYASAIHRTEKTG----------REWYVALNKRGKAKRGCSPRVKPQH [137] 
MusFGF6        KFRETLLPNNYNAYE------SDLY----------RGTYIALSKYGRVKRGS--KVSPIM [130] 
HsFGF6         KFRETLLPNNYNAYE------SDLY----------QGTYIALSKYGRVKRGS--KVSPIM [130] 
HsFGF4         TFKEILLPNNYNAYE------SYKY----------PGMFIALSKNGKTKKGN--RVSPTM [130] 
GgFGF4         KFKEILLPNNYNAYE------SRIY----------PGMYIALSKNGRTKKGN--KVSPTM [130] 
Ci456          EFREELEANGYVTFASQLYSDHQWR----------LGYFLAMSKRGKPRRGK--RVTWKM [138] 
BombyxviralFGF FMREIMEKNNYNTYYKMYDR---------------KLTYVALKNDGTPRKLQISKGRKLG [134] 
Dmebranchless  VFNENMGLQNYNTYSSTYHSQAR------------RVFYLALNGSGQPRRTQIPASRSLG [136] 
XlFGF41        KFKETLLPNNYNAYE------SRKY----------PGMYIALGKNGRTKKGN--RVSPTM [130] 
XlFGF20        IFREQFEENWYNTYSSNLYKHGDSG----------RRYFVALNKDGTPRDGT--RAKRHQ [133] 
MusFGF20       IFREQFEENWYNTYSSNIYKHGDTG----------RRYFVALNKDGTPRDGA--RSKRHQ [135] 



HsFGF20        IFREQFEENWYNTYSSNIYKHGDTG----------RRYFVALNKDGTPRDGA--RSKRHQ [135] 
GgFGF9         VFREQFEENWYNTYSSNLYKHVDTG----------RRYYVALNKDGTPREGT--RTKRHQ [135] 
HsFGF9         VFREQFEENWYNTYSSNLYKHVDTG----------RRYYVALNKDGTPREGT--RTKRHQ [135] 
MusFGF9        VFREQFEENWYNTYSSNLYKHVDTG----------RRYYVALNKDGTPREGT--RTKRHQ [135] 
GgFGF16s       VFREQFEENWYNTYASTLYKHPDSE----------RHYYVALNKDGSPREGY--RTKRHQ [134] 
RatFGF16       VFREQFEENWYNTYASTLYKHSDSE----------RQYYVALNKDGSPREGY--RTKRHQ [134] 
MusFGF16       VFREQFEENWYNTYASTLYKHSDSE----------RQYYVALNKDGSPREGY--RTKRHQ [134] 
HsFGF16        VFREQFEENWYNTYASTLYKHSDSE----------RQYYVALNKDGSPREGY--RTKRHQ [134] 
Ci91620        IFYETVLENNQNTFESFAHRNGSKK-----------CYIALGRH-GRPKQGC--RLHPNN [133] 
Cs91620        IFYESVLENKQNTFESFAHRSGSRR-----------CYIALGRH-GRPKQGC--RVHPNN [133] 
Ci371020       DFVERWQ-DFYATYRSLHQPGNRRRRRSK-----AREWYIGIDKRGRSRKGR--NVKPES [140] 
MusFGF3        EFVERIHELGYNTYASRLYRTGSSGPGAQRQPGAQRPWYVSVNGKGRPRRGF--KTRRTQ [144] 
GgFGF3         EFVERIHELGYNTYASRLYRTVPSGASTKRKASAERLWYVSVNGKGRPRRGF--KTRRTQ [145] 
XlFGF3         EFVERIHELGYNTYASRLYRTVPSGAGTKRKASAERLWYVSINGKGRPRRGF--KTRRTQ [145] 
MusFGF23       KFRQWTLENGYDVYLSQKHHYLVSLGRAK--RIFQPGTNPPPFSQFLARRNEVPLLHFYT [148] 
HsFGF23        RFQHQTLENGYDVYHSPQYHFLVSLGRAK--RAFLPGMNPPPYSQFLSRRNEIPLIHFNT [149] 
MusFGF21       SFRELLLEDGYNVYQSEAHGLPLRLPQKD--SPNQDATSWGP-VRFLPMPG---LLHEPQ [146] 
HsFGF21        SFRELLLEDGYNVYQSEAHGLPLHLPGNK--SPHRDPAPRGP-ARFLPLPG---LPPALP [147] 
RatFGF22       RFRERIEENGYNTYASRRWRH--HG----------RPMFLALDSQGIPRQGR--RTRRHQ [133] 
MusFGF22       RFRERIEENGYNTYASRRWRH--RG----------RPMFLALDSQGIPRQGR--RTRRHQ [133] 
MusFGF7        NFKELILENHYNTYASAKWTH--SG----------GEMFVALNQKGIPVKGK--KTKKEQ [134] 
HsKGF          NFKELILENHYNTYASAKWTH--NG----------GEMFVALNQKGIPVRGK--KTKKEQ [134] 
GgFGF7         NFIELIEENHYNTYASAKWTH--KG----------KEMFVTLNHKGVPMKGK--KTKKEH [134] 
XtropLOC       NFRELIQENKYNTYASAKWTN--NG----------KEMFVALNSKGSPMKGK--KSKKEH [134] 
XtropFGF10     KLKERIEENGYNTYASHNWKN--NE----------RQMFVALNGKGIPKRGP--KTRRKN [133] 
GgFGF10        KLKERIEENGYNTYASLNWKH--NG----------RQMFVALNGRGATKRGQ--KTRRKN [133] 
HsFGF10        KLKERIEENGYNTYASFNWQH--NG----------RQMYVALNGKGAPRRGQ--KTRRKN [133] 
GgFGF19        SFEEEIRPDGYNVYKSKKYGISVSLSSAKQ-RQQFKGKDFLPLSHFLPMINTVPVEVTDF [144] 
HsFGF19        AFEEEIRPDGYNVYRSEKHRLPVSLSSAKQ-RQLYKNRGFLPLSHFLPMLPMVPEEPEDL [143] 
DrFGF2         YFLERLESNNYNTYRSRK----------------YPDWYVALKRTGQYKSGS--KTSPGQ [132] 
HsFGF2         FFFERLESNNYNTYRSRK----------------YTSWYVALKRTGQYKLGS--KTGPGQ [132] 
MusFGF2        FFFERLESNNYNTYRSRK----------------YSSWYVALKRTGQYKLGS--KTGPGQ [131] 
GgFGF1         LFLERLEENHYNTYISKKHA--------------DKNWFVGLKKNGNSKLGP--RTHYGQ [133] 
HsFGF1         LFLERLEENHYNTYISKKHA--------------EKNWFVGLKKNGSCKRGP--RTHYGQ [133] 
MusFGF1        LFLERLEENHYNTYTSKKHA--------------EKNWFVGLKKNGSCKRGP--RTHYGQ [133] 
DrFGF1         YFLEKMEENHYNTYQSQK-H--------------GENWYVGIKKNGKMKRGP--RTHIGQ [132] 
CsFGF1114      KFKESVYDNYYVVYTSCIYKQLQSG----------RRWNVGMTKEGVPLKGS--QAKKHK [136] 
CiFGF1114      KFKESVHDNYYVVYTSCIYKQLQSG----------RPWNVGMSKDGIPVKGS--HAKKHK [136] 
Dmepyramus     HFKEGIFMGNQNFSSAYN-----------------PVLRVGFKGNFKPIGLNDFSKPKVM [116] 
Dmethisbe      YFNETIVHGYFVFRSVVD-----------------LQRRVGFTHRGKPVGP---KKSVND [133] 
ApisMGC84348   TEWEQWNVGSYDAFRSRKYAN--------------YGWWIGIKKNGRAKPGP--RTSWGQ [133] 
Celegl17       TFIEEVRDNGFSRLRSSWKPELYLGFNG------RGRFQNPLSYHLKPRCFDWIKLVRYV [145] 
SpurpXP787124  YFQEKLEPNFFNTYA---YKMPDSTSKRRRH----RTLFLSINKYGESRIAK----VRTQ [139] 
HsFGF11        RFKECVFENYYVLYASALYRQRRSG----------RAWYLGLDKEGQVMKGN--RVKKTK [136] 
MusFGF11       RFKECVFENYYVLYASALYRQRRSG----------RAWYLGLDKEGRVMKGN--RVKKTK [136] 
CelLET756      VFLEEMMENYYNLYASCAYGDR------------FNPWYIELRRSGKPRRGP--NSKKRR [146] 
RatFGF11       RFKECVFENYYVLYASALYRQRRSG----------RAWYLGLDKEGRVMKGN--RVKKTK [136] 
MusFGF13       KFKESVFENYYVTYSSMIYRQQQSG----------RGWYLGLNKEGEIMKGN--HVKKNK [135] 
GgFGF13        KFKESIFENYYVTYSSMIYRQQQSG----------RGWYLGLNKEGEIMKGN--HVKKNK [128] 
HsFGF13        KFKESVFENYYVTYSSMIYRQQQSG----------RGWYLGLNKEGEIMKGN--HVKKNK [135] 
XlFGF13        KFKESVFENYYVTYSSMIYRQQHSG----------RSWFLGLNKEGEIMKGN--HVKKNK [135] 
HsFGF12        KFKESVFENYYVIYSSTLYRQQESG----------RAWFLGLNKEGQIMKGN--RVEKTK [131] 
Cilarge        TFEHIYSPSEYDAYRSQTQRFFVAFNRAG---ESVRSRSLEKANTHLLRRDASEQLRQNL [150] 
GgFGF11B       KFKESVFENYYVIYSSTLYRQQESG----------RAWFLGLNKEGQIMKGN--RVKKTK [131] 
RatFGF12       KFKESVFENYYVIYSSTLYRQQESG----------RAWFLGLNKEGQIMKGN--RVKKTK [136] 
MusFGF12A      KFKESVFENYYVIYSSTLYRQQESG----------RAWFLGLNKEGPIMKGN--RVKKTK [136] 
GgFGF41A       KFKESVFENYYVIYSSMLYRQQESG----------RAWFLGLNKEGQVMKGN--RVKKTK [135] 
HsFGF14        KFKESVFENYYVIYSSMLYRQQESG----------RAWFLGLNKEGQAMKGN--RVKKTK [135] 



RatFGF14       KFKESVFENYYVIYSSMLYRQQESG----------RAWFLGLNKEGQVMKGN--RVKKTK [135] 
MusFGF14       KFKESVFENYYVIYSSMLYRQQESG----------RAWFLGLNKEGQVMKGN--RVKKTK [107] 
GgFGF14        KFKESVFENYYVIYSSMLYRQQESG----------RAWFLGLNKEGQVMKGN--RVKKTK [136] 
HsFGF14IB      KFKESVFENYYVIYSSMLYRQQESG----------RAWFLGLNKEGQAMKGN--RVKKTK [136] 
MusFGF14b      KFKESVFENYYVIYSSMLYRQQESG----------RAWFLGLNKEGQVMKGN--RVKKTK [136] 
Ci81718        LFFEEMLENYFDAFSNSK----------------FRDWHIGFHSNGRPKRGP-HTKEIGT [126] 
Cs817182       QFNDLMMPNLFDYFTNVAH----------------PKWYVAFNSHGRPKKGP--TTKLGQ [128] 
Cs817181       QFNDLMMPNLFDYFTNVAH----------------PKWYVAFNSHGRPKKGP--TTKLGQ [105] 
RatFGF8        VFTEIVLENNYTALQNAKY----------------EGWYMAFTRKGRPRKGS--KTRQHQ [130] 
MusFGF8        VFTEIVLENNYTALQNAKY----------------EGWYMAFTRKGRPRKGS--KTRQHQ [133] 
GgFGF8         VFTEIVLENNYTALQNAKY----------------EGWYMAFTRKGRPRKGS--KTRQHQ [133] 
XlFGF8         VFSEIVLENNYTALQNVKY----------------EGWFMAFTRRGRPRKGS--KTRQHQ [133] 
HsFGF17        VFTEIVLENNYTAFQNARH----------------EGWFMAFTRQGRPRQAS--RSRQNQ [132] 
MusFGF17       VFTEIVLENNYTAFQNARH----------------EGWFMAFTRQGRPRQAS--RSRQNQ [132] 
HsFGF18        VFIEKVLENNYTALMSAKY----------------SGWYVGFTKKGRPRKGP--KTRENQ [132] 
MusFGF18       VFIEKVLENNYTALMSAKY----------------SGWYVGFTKKGRPRKGP--KTRENQ [132] 
 
NvFGF1D        KAT---------QFMTRYES---------------------------------------- [118] 
NvFGF8A        WKS--------VQFLERPP----------------------------------------- [137] 
NvFGF1B        FCS---------IFNPPCPSKRIKS----------------------------------- [151] 
NvFGF1E        ------------------------------------------------------------ [112] 
Nv247007       HTA---------HFLEI------------------------------------------- [139] 
NvFGF1C        PQL---------HFIVKVIKENQENNGKSESTRNSTP----------------------- [161] 
NvFGF1A        TAT---------QFLVIKS----------------------------------------- [145] 
Nv208072       RAA---------HFLEL------------------------------------------- [153] 
Nv211797       RSA---------QFQVLAVI---------------------------------------- [156] 
NvFGF8B        RFFM-------------------------------------------------------- [134] 
Nv204532       RSV---------QFIAR------------------------------------------- [139] 
Nv212165       RSH---------QFQVVDQTVEPLLLEPSKDESNVKQHKCRFL----------------- [171] 
Nv244903       KAS---------QFLIVLKLCGKGEDFGTAIYSERYNTKVPEALY--------------- [184] 
HsFGF5         IST---------HFLPRFKQSEQPELSFTVTVPEKKKPPSPIKPKIPLSAPRKNTNSVKY [188] 
MusFGF5        VST---------HFLPRFKQSEQPELSFTVTVPEKKKPP--------------------- [167] 
MusFGF6        TVT---------HFLPRI------------------------------------------ [139] 
HsFGF6         TVT---------HFLPRI------------------------------------------ [139] 
HsFGF4         KVT---------HFLPRL------------------------------------------ [139] 
GgFGF4         TVT---------HFLPRI------------------------------------------ [139] 
Ci456          QSA---------HWLARTVTDKKSN----------------------------------- [154] 
BombyxviralFGF KFSVYAMTLLKRLSFPIYTSCPNIKNETIVQHRKCH------------------------ [170] 
Dmebranchless  KLS---------TYTNAITETVPQERVEQLIAKNFGANRVKHGVRQLCDTGKPLIELIDV [187] 
XlFGF41        TLT---------HFLPRI------------------------------------------ [139] 
XlFGF20        KFT---------HFLPRPVDPEKVPELYKDLMGYS------------------------- [159] 
MusFGF20       KFT---------HFLPRPVDPERVPELYKDLLMYT------------------------- [161] 
HsFGF20        KFT---------HFLPRPVDPERVPELYKDLLMYT------------------------- [161] 
GgFGF9         KFT---------HFLPRPVDPEKVPELYKDILSQS------------------------- [161] 
HsFGF9         KFT---------HFLPRPVDPDKVPELYKDILSQS------------------------- [161] 
MusFGF9        KFT---------HFLPRPVDPDKVPELYKDILSQS------------------------- [161] 
GgFGF16s       KFT---------HFLPRPVDPAKIPAVYRDLFHYR------------------------- [160] 
RatFGF16       KFT---------HFLPRPVDPSKLPSMSRDLFRYR------------------------- [160] 
MusFGF16       KFT---------HFLPRPVDPSKLPSMSRDLFRYR------------------------- [160] 
HsFGF16        KFT---------HFLPRPVDPSKLPSMSRDLFHYR------------------------- [160] 
Ci91620        RHS---------QFLPRNIDTDKVKNLYSGRLY--------------------------- [157] 
Cs91620        RHS---------QFLPRNINVDRVKELYMGRLY--------------------------- [157] 
Ci371020       SSA---------HFLPLP------------------------------------------ [149] 
MusFGF3        KSS---------LFLPRVLGHKDHEMVRLLQSSQPRAPGEGSQPRQRRQKKQSPGDHGKM [195] 
GgFGF3         KSS---------LFLPRVLDSKDHEMVRLFHTNVRYRESLLKPPSKNQRRRRGR------ [190] 
XlFGF3         KSS---------LFLPRVLDNKDHDAVRLFHTNAVYRESILKPSKPSGRQRRGQ------ [190] 
MusFGF23       VRP--------RRHTRSAEDPPERDPLNVLKPRPRA-TPVPVSCSRELPSAEEGGPAASD [199] 
HsFGF23        PIP--------RRHTRSAEDDSERDPLNVLKPRARM-TPAPASCSQELPSAEDNSPMASD [200] 



MusFGF21       DQA--------GFLPPEPPDVGSSDPLSMVEPLQGR-SPSYAS----------------- [180] 
HsFGF21        EPP--------GILAPQPPDVGSSDPLSMVGPSQGR-SPSYAS----------------- [181] 
RatFGF22       LST---------HFLPVLVSS--------------------------------------- [145] 
MusFGF22       LST---------HFLPVLVSS--------------------------------------- [145] 
MusFGF7        KTA---------HFLPMAIT---------------------------------------- [145] 
HsKGF          KTA---------HFLPMAII---------------------------------------- [145] 
GgFGF7         RAS---------HFLPLAIS---------------------------------------- [145] 
XtropLOC       KGS---------HFLPLSTS---------------------------------------- [145] 
XtropFGF10     TSA---------HFLPIVV----------------------------------------- [143] 
GgFGF10        TSA---------HFLPMVVMS--------------------------------------- [145] 
HsFGF10        TSA---------HFLPMVVHS--------------------------------------- [145] 
GgFGF19        GEYGDYSQAFEPEVYSSPLETDSMDPFGITSKLSPVKSPSFQK----------------- [187] 
HsFGF19        RGH------LESDMFSSPLETDSMDPFGLVTGLEAVRSPSFEK----------------- [180] 
DrFGF2         KAI---------LFLPMSAKC--------------------------------------- [144] 
HsFGF2         KAI---------LFLPMSAKS--------------------------------------- [144] 
MusFGF2        KAI---------LFLPMSAKS--------------------------------------- [143] 
GgFGF1         KAI---------LFLPLPVSAD-------------------------------------- [146] 
HsFGF1         KAI---------LFLPLPVSS--------------------------------------- [145] 
MusFGF1        KAI---------LFLPLPVSSD-------------------------------------- [146] 
DrFGF1         KAI---------FFLPRQVEQEED------------------------------------ [147] 
CsFGF1114      PCS---------HFIPRPIEVQMFKEPSVCELAVPSRSASSTDARKRKT----------- [176] 
CiFGF1114      PCT---------HFIPRPIEVRMFKEPSICELAAPSRSVSSSDNKKRKNL---------- [177] 
Dmepyramus     KKA-------ILFFFPLNEEKFNLHLAEVLSS---------------------------- [141] 
Dmethisbe      ACY---------MFNKIEAEQFFRHHHNNGNS---------------------------- [156] 
ApisMGC84348   KSI---------QFLAIRQE---------------------------------------- [144] 
Celegl17       AES-------EKSVCSTPPKPKLSPSPLEHSSFVHHAVRSNFLKKVSATHDSLYRTMKSR [198] 
SpurpXP787124  KKAQ---------FIPLVPPEELL------------------------------------ [154] 
HsFGF11        AAA---------HFLPKLLEVAMYQEPSLHSVPEASPS-------SPPAP---------- [170] 
MusFGF11       AAA---------HFVPKLLEVAMYREPSLHSVPETSPS-------SPPAH---------- [170] 
CelLET756      KAS---------HFLVVHHDLDRLRSPVPNGNDVTDLVVASLFHQPPSHP---------- [187] 
RatFGF11       AAA---------HFVPKLLEVAVYREPSLHSVPETSPS-------SPPAH---------- [170] 
MusFGF13       PAA---------HFLPKPLKVAMYKEPSLHDLTEFSRSGSGTPTKSRSVSGVLNGGKSMS [186] 
GgFGF13        PAA---------HFLPKPLKVAMYKEPSLHDLTEFSRSGSGTPTKSRSVSGVLNGGKSMS [179] 
HsFGF13        PAA---------HFLPKPLKVAMYKEPSLHD----------------------------- [157] 
XlFGF13        PAA---------HFLPKPLKVAMYKEPSLHDLTEFSRSGSGTPTKSRSVSGVLNGGKSMS [186] 
HsFGF12        PSS---------HFVPKPIEVCMYREPSLHEIGEKQGR-----SRKSSGHHHDGGKL--- [174] 
Cilarge        FSN------ESPSFSEVQPTPESSLSRVTEQGEISAVAATDSPATSSRKNGKTSPVQRPD [204] 
GgFGF11B       PSS---------HFVPKPIEVCMYREPSLHEIGEKQGR-----SRKSSGTPTMNGGKVVN [177] 
RatFGF12       PSS---------HFVPKPIEVCMYREPSLHEIGEKQGR-----SRXSSGTPTMNGGKVVN [182] 
MusFGF12A      PSS---------HFVPKPIEVCMYREPSLHEIGEKQGR-----SRKSSGTPTMNGGKVVN [182] 
GgFGF41A       PAA---------HFLPKPLEVAMYREPSLHDIGETVPKAGVTPSKSTSASAIMNGGKPPV [186] 
HsFGF14        PAA---------HFLPKPLEVAMYREPSLHDVGETVPKPGVTPSKSTSASAIMNGGKP-V [185] 
RatFGF14       PAA---------HFLPKPLEVAMYREPSLHDVGETVPKAGVTPSKSTSASAIMNGGKP-V [185] 
MusFGF14       PAA---------HFLPKPLEVAMYREPSLHDVGETVPKAGVTPSKSTSASAIMNGGKP-V [157] 
GgFGF14        PAA---------HFLPKPLEVAMYREPSLHDIGETVPKAGVTPSKSTSASAIMNGGKPPV [187] 
HsFGF14IB      PAA---------HFLPKPLEVAMYREPSLHDVGETVPKPGVTPSKSTSASAIMNGGKP-V [186] 
MusFGF14b      PAA---------HFLPKPLEVAMYREPSLHDVGETVPKAGVTPSKSTSASAIMNGGKP-V [186] 
Ci81718        DEMFIKKCTASSGMVPNPTAASNEKYKWIIGEFERDVKRHNKKKKRAPLSVLRPNYSVT- [185] 
Cs817182       VET---------MFLKRPIETFG-------YPSGAPVTDDSRFGEIARAMIK-------- [164] 
Cs817181       VET---------MFLKRPIETFG-------YPSGAPVTDDSRFGEIARAMIKQIRGHPRR [149] 
RatFGF8        REV---------HFMKRLPRGHH----TTEQSLRFEFLNYPPFTRSLRGSQRTWAPEPR- [176] 
MusFGF8        REV---------HFMKRLPRGHH----TTEQSLRFEFLNYPPFTRSLRGSQRTWAPEPR- [179] 
GgFGF8         REV---------HFMKRLPKGHQ----TTEPHRRFEFLNYPFNRRSKRTRNSSASLRP-- [178] 
XlFGF8         REV---------HFMKRLPKGHH----TTEPHKRFEFINYPFNRRSKRTRYSSSR----- [175] 
HsFGF17        REA---------HFIKRLYQGQLPFPNHAEKQKQFEFVGSAPTRRTKRTRRPQPL----- [178] 
MusFGF17       REA---------HFIKRLYQGQLPFPNHAERQKQFEFVGSAPTRRTKRTRRPQSQ----- [178] 
HsFGF18        QDV---------HFMKRYPKGQP-----E-LQKPFKYTTVTKRSRRIRPTHP-------- [169] 
MusFGF18       QDV---------HFMKRYPKGQA-----E-LQKPFKYTTVTKRSRRIRPTHP-------- [169] 



 
NvFGF1D        ------ [118] 
NvFGF8A        ------ [137] 
NvFGF1B        ------ [151] 
NvFGF1E        ------ [112] 
Nv247007       ------ [139] 
NvFGF1C        ------ [161] 
NvFGF1A        ------ [145] 
Nv208072       ------ [153] 
Nv211797       ------ [156] 
NvFGF8B        ------ [134] 
Nv204532       ------ [139] 
Nv212165       ------ [171] 
Nv244903       ------ [184] 
HsFGF5         RLKFRF [194] 
MusFGF5        ------ [167] 
MusFGF6        ------ [139] 
HsFGF6         ------ [139] 
HsFGF4         ------ [139] 
GgFGF4         ------ [139] 
Ci456          ------ [154] 
BombyxviralFGF ------ [170] 
Dmebranchless  ARFKAP [193] 
XlFGF41        ------ [139] 
XlFGF20        ------ [159] 
MusFGF20       ------ [161] 
HsFGF20        ------ [161] 
GgFGF9         ------ [161] 
HsFGF9         ------ [161] 
MusFGF9        ------ [161] 
GgFGF16s       ------ [160] 
RatFGF16       ------ [160] 
MusFGF16       ------ [160] 
HsFGF16        ------ [160] 
Ci91620        ------ [157] 
Cs91620        ------ [157] 
Ci371020       ------ [149] 
MusFGF3        E----- [196] 
GgFGF3         ------ [190] 
XlFGF3         ------ [190] 
MusFGF23       PLGVLR [205] 
HsFGF23        PLGVVR [206] 
MusFGF21       ------ [180] 
HsFGF21        ------ [181] 
RatFGF22       ------ [145] 
MusFGF22       ------ [145] 
MusFGF7        ------ [145] 
HsKGF          ------ [145] 
GgFGF7         ------ [145] 
XtropLOC       ------ [145] 
XtropFGF10     ------ [143] 
GgFGF10        ------ [145] 
HsFGF10        ------ [145] 
GgFGF19        ------ [187] 
HsFGF19        ------ [180] 
DrFGF2         ------ [144] 
HsFGF2         ------ [144] 
MusFGF2        ------ [143] 



GgFGF1         ------ [146] 
HsFGF1         ------ [145] 
MusFGF1        ------ [146] 
DrFGF1         ------ [147] 
CsFGF1114      ------ [176] 
CiFGF1114      ------ [177] 
Dmepyramus     ------ [141] 
Dmethisbe      ------ [156] 
ApisMGC84348   ------ [144] 
Celegl17       KS---- [200] 
SpurpXP787124  ------ [154] 
HsFGF11        ------ [170] 
MusFGF11       ------ [170] 
CelLET756      ------ [187] 
RatFGF11       ------ [170] 
MusFGF13       HNEST- [191] 
GgFGF13        QNEST- [184] 
HsFGF13        ------ [157] 
XlFGF13        QNDST- [191] 
HsFGF12        ------ [174] 
Cilarge        SQQRKK [210] 
GgFGF11B       QDST-- [181] 
RatFGF12       QDST-- [186] 
MusFGF12A      QDST-- [186] 
GgFGF41A       NKSKTT [192] 
HsFGF14        NKSKTT [191] 
RatFGF14       NKCKTT [191] 
MusFGF14       NKCKTT [163] 
GgFGF14        NKSKTT [193] 
HsFGF14IB      NKSKTT [192] 
MusFGF14b      NKCKTT [192] 
Ci81718        ------ [185] 
Cs817182       ------ [164] 
Cs817181       KHSRAF [155] 
RatFGF8        ------ [176] 
MusFGF8        ------ [179] 
GgFGF8         ------ [178] 
XlFGF8         ------ [175] 
HsFGF17        ------ [178] 
MusFGF17       ------ [178] 
HsFGF18        ------ [169] 
MusFGF18       ------ [169] 
 
; 
END; 


