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>KT749668_Rh1_E._cirrhatus_142849-3-2
MNGTEGSNFYVPMSNKTGVVRSPFLYPQFYLAEPWKYSALAAYMFFLIVTGFPVNFLTLFVTIQHKKLRTA
LNYILLNLATANLLMIVFGFTTTMYSSMNGYFVFGTTMCYFEGFFATFGGEMALWSLVVLAVERYIVICKP
MGNFRFGTSHALIGVSFTWIMALSCCAPPIFGWSRYIPEGMQCSCGPDYYTLNPKYNNFSFVIYMFTVHFSIP
LTIIFFCYGRLLCAVKEAAAAQQESATTQKAEKEVTRMVVIMVVGFLICWLPYASVAAYIFTHQGADFGAI
FMTIPSFFAKSSALYNPVIYIFMNKQFRQCMVTTLFCGKNPFEDEESGTSQTKTEVSSVSTTQVSPA*

>KT749669_Rh1_G._australis_59018-4-1+5-3
MNGTEGQNFYIPFSNKTGVARSPFEYPQYYLAEPWKFSALAAYMFFLILVGFPVNFLTLFVTVQHKKLRTP
LNYILLNLAVSNLFMILFGFTTTMYTSMNGYFVFGPTMCSIEGFFATLGGEVSLWSLVVLAIERYIVICKPMG
NFRFGNTHAIMGVALTWVMALSCAAPPLLGWSRYLPEGMQCSCGPDYYTMNPTYNNESFVIYMFIVHFTI
PFVIIFFSYGRLLCTVKEAAAAQQESASTQKAEKEVTRMVVLMVVGFLVCWVPYASVAFYIFTNQGSDFGA
TFMTLPAFFAKSSALYNPVIYILMNKQFRNCMITTLCCGKNPLGDDDSGASTSKTEVSSVSTSQVAPA*

>KT749670_GEOAU_c59018_g4_i1
MNGTEGQNFYIPFSNKTGVARSPFEYPQYYLAEPWKFSALAAYMFFLILVGFPVNFLTLFVTVQHKKLRTP
LNYILLNLAVSNLFMILFGFTTTMYTSMNGYFVFGPTMCSIEGFFATLGG

>KT749671_GEOAU_c59018_g5_i3
ATLGGEVSLWSLVVLAIERYIVICKPMGNFRFGNTHAIMGVALTWVMALSCAAPPLLGWSRYLPEGMQCS
CGPDYYTMNPTYNNESFVIYMFIVHFTIPFVIIFFSYGRLLCTVKEAAAAQQESASTQKAEKEVTRMVVLMV
VGFLVCWVPYASVAFYIFTNQGSDFGATFMTLPAFFAKSSALYNPVIYILMNKQFRNCMITTLCCGKNPLG
DDDSGASTSKTEVSSVSTSQVAPA*

>KT749672_Rh1-Partial_M._mordax_25773-1-1
CGPDYYTMNPDFNNESFVIYMFVVHFVIPFVIIFFSYGRLLCTVKEAAAAQQESASTQKAEKEVTRMVVLM
VVGFLVCWVPYASVAFYIFTNQGSDFGATFMTAPAFFAKSSSLYNPVIYILMNKQFRNCMITTLCCGKNPL
GDDDSGASTSKTEVSSVSTSQVSPA*

>KT749673_Rh2_G._australis_51485-1-2
MNGTEGANFYIPFHNRTGVVRSPYEYPQYYLADPWMYSAISAYMFTLILIGFPINFMTLFVTFKHKKLRQPL
NFILVNLCVADLLMIMFGFTTTFYTAMNGYFVFGPTGCNIEGFFATLGGEVSLWSLVVLAIERYIVVCKPMG
NFRFATTHAALGVVFTWVMASACAVPPLVGWSRYIPEGMQCSCGPDYYTLNPKYYNESYVIYLFLVHFLL
PVTIIFFTYGRLICTVKEAAAQQQESASTQKAEREVTRMVIIMVVGFLVCWVPYASFAFYLFMNKGILFSAT
AMTVPAFFSKSSALYNPIIYVLLNKQFRTCMVTTLFCGKNPFGEDDSSMVSTSKTEVSSVSSSQVSPS*

>KT749674_SWS2_G._australis_38136-2-1+1-1
MYQGKSTQVDDLPEDFYIPIALNVKNMSELSPFLVPQVHLGDSFIFYGMSAFMLFLVLAGFPLNFLTVFVTI
KYKKLRSHLNYILVNLAIANLIVVCCGSTLAFYSFMHKYFILGPLFCKMEGFTATLGGMLSLWSLAVLAFE
RCLVICKPFGNIAFRGTHALIGCGFAWAAAIAASTPPLFGWSRYIPEGLQCSCGPDWYTTNNKYNNESYVM
FLFIFCFGTPFTIIIVSYSKLILTLRAAAAQQQESASTQKAEKEVSRMVVIMVGGFLVCWLPYASLALWIVFN
RGSPFDLRLATIPSVFSKASTVYNPVIYIFLNKQFRSCMMKTIFCGKNPLGDDEDATSTTTQVSSVSTSQVAP
A*

>KT749675_GEOAU_c38136_g2_i1
MYQGKSTQVDDLPEDFYIPIALNVKNMSELSPFLVPQVHLGDSFIFYGMSAFMLFLVLAGFPLNFLTVFVTI
KYKKLRSHLNYILVNLAIANLIVVCCGSTLAFYSFMHKYFILGPLFCKMEGFTATLGGMLSLWSLAVLAFE
RCLVICKPFGNIAFRGTHALIGCGFAWAAAIAASTPPLFGWSRYIPEGLQCSCGPDWYTTNNKYNNESYVM
FLFIFCFGTPFTIIIVSYSKLILTLRAAAAQQQESAS

>KT749676_GEOAU_c38136_g1_i1
QESASTQKAEKEVSRMVVIMVGGFLVCWLPYASLALWIVFNRGSPFDLRLATIPSVFSKASTVYNPVIYIFL
NKQFRSCMMKTIFCGKNPLGDDEDATSTTTQVSSVSTSQVAPA*

>KT749677_SWS1_G._australis_43779-1-4
MSGDEEFYLFKNISKVGPWDGPQFHIAPKWAFYLQAAFMGFVFICGTPLNAIVLVVTIKYKKLRQPLNYILV
NISAAGLVFCLFSISTVFVASMQGYFFLGPTICALEAFFGSLAGLVTGWSLAFLAAERYIVICKPFGNFRFGSK
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HALVAVGLTWMLGLSVALPPFFGWSRYIPEGLQCSCGPDWYTVGTKYKSEYYTYFLFVFCFVVPLSIIIFSY
GSLLGTLRAVAAQQQESASTQKAEREVSRMVIMMVASFCTCYVPYAALAVYMVTNRDHNIDLRFVTVPA
FFSKASCVYNPLIYSFMNKQFRACILETVCGKPITDESETSSSRTEVSSVSTSQVSPG*

>KT749678_LWS_M._mordax_38189-1-1
MAASWERAMFSARRRHDDEDTTRESVFVYTNENFTRDPFEGPNYHIAPRWIFNLVSVFMLIVVVASLFTNG
LVLVATMKFKKLRHPLNWILVNLAFADIAETIFASTVSVSNQVFGYFILGHPMCVFEGYIVALCGICGLWSL
AIISFERWMVVCKPFGNVKFDGKIALILIIFSWVWAAFWCAPPIFGWSRYWPHGLKTSCGPDVFSGNSDPGV
QSYMVTLMITCCFIPLSVIIICYFQVWLAIHTVAQQQKESETTQKAERDVSRMVVVMIMAYIFCWGPYTAFA
CFAAANPGYAFHPLVAALPSYFAKSATIYNPIIYVFMNRQFRNCILQLFGKKVDDGSEVSSTSRTEVSSVSNS
SVSPE*

>KT749679_LWS_G._australis_59018-5-4
MAQSWERAMFAARRRQDEDTTKGDLFRYTNENNTRDPFEGPNYHIAPRWMYNLTSFWMIIVVILSLFTNG
LVLVATLKFKKLRHPLNWILVNLAIADIGETIFASTVSVVNQIFGYFILGHPLCVFEGFTVSVCGITALWSLAI
ISFERWMVVCKPFGNLKFDGKVAIVLIIFSWAWSAGWCAPPIFGWSRYWPHGLKTSCGPDVFSGSTDPGVQ
SYMVVLMITCCFIPLALIIICYLQVWLAIHTVAQQQKESETTQKAERDVSRMVVVMIFAYIFCWGPYTFFAC
FAAANPGYAFHPLAAALPAYFAKSATIYNPIIYVFMNRQFRNCIMQLFGKKVDDGSEVSSSARTEVSSVSNS
SVSPA*

>KT749680_Parapinopsin_G._australis_53253-1-3
MSILASNTSDVAHLHGVANVSGALTPMTRVPDAEASCGGGGLAASEGHAGVNFHALSALMGITSVLSIVL
NGLVIAVTLRSKLLRQPLNYALVNLACADLGISLSGGIITTVSNARGRFDLGRAVCVADGFLVAVFGMTALI
TVCVLAVERYVVVCKPLGGVHFNTQHGICGVAFSWAWALLWSMPPLFGWGRYHFEGVGTSCAPDWSDS
STSGRSYMTAYFTFCFTLPMLIIVFCYTKLMRAIHKVSKLGLSANDTAERKVGMMVVVMIFAFFLCWLPYA
ALAIATVIKPDLKVSPLTASIPVYMAKSSSAYNPIIYIFMHRQFREHISRMCCGQRNQSSRITPEENTMQRLQP
A*

>KT749681_Parapinopsin_G._australis_53253-2-1
MDSNTSIILIGGGNGSVLLEPSSATPSRAVFVSLSVIMGITTFASLLLNGLVVVASLRHKELRQPLNTSLLSLA
AADLGMALAGGLPNTVTNAVGGLVMGRAGCITEGFLMSFFGIAALDSVCVLSVERYVVVCRPLGSLRFTP
RHAALGLAVAWLWALAWTVPPLMGWGRYGPEGVGTSCAPDWADESAAGRAYILCFLVFCFALQLLIIIFC
YGRLMMTLHQAPKLSGGASQRAERQVGIMVVLMVLAFLVSWTPYAVCSIAVAVTPGLKLSPLLATVPLYA
AKSSTAYNPVIYIILNRNFRSILRQMICGKAAGETRAESEAVTRVETLRGPEEGGDKGGRSDEAAPQATSSV*

>KT749682_VAL_G._australis_53322-1-2
MEDNPLLDSPGSLHHGVPSALPSAPGGGGTGPAGGGGGGGVTVVPHDPFARPLDGIAPWNFTLLAALMGT
ITALSLGENFAVILVTVRFRQLRQPLNYVLVNLAAADLLVSAVGGSVSFFTNLKGYFFLGVQACVLEGFAV
TYFGVVALWSLALLAFERYFVICRPLGNFRLQAKHAGLGLAVVWIFSLACTLPPVLGWSSYRPSMIGTTCE
PNWYSGDMHDHTFIMMFFTTCFIFPLTVIFVSYGKLIQKLKKASETQRGLESTRRAEQQVTRMVVVMILAF
LFCWMPYATFSIVVTACPSIHIDPLLAAVPAFFSKTATVYNPVIYVFMNKQFRDCFLQVLPCGGLKKSSVTQ
TAGARNTEHTASVDRLSPGGRHRISLAAAAAAGGPKFTSAVAPGPATGIVEPTLAVAASVESLASKSAAPY
QHRQQQQPEGGQYQGPSNPAITHVQPLLTRAESVNKIYPV*

>KT749683_VAL-Partial_M._mordax_32621-1-1
PLAGIAPWNFTMLAALMGIITTLSLGENFAVILVTARFRQLRQPLNYVLVNLAAADLLVSAIGGSVSFFTNL
KGYFFLGVHACVLEGFAVTYFGVVALWSLALLAFERYFVICRPMGNFRLHAKHAALGLAVVWLFSLACTL
PPVLGWSSYRPSMIGTTCEPNWYSGELHDHTFIVMFLTTCFIFPLAVIFVSYGKLIQKLKKASEMQRGLESTR
RAEQQVTRMVVVMILAFLICWTPYATFSIVVTACPSIHIDPLLAAVPAFFSKTATVYNPVIYIFMNKQFRDCF
MQVLPCGSFKKVAVMQTAAAHNTASARPHSPTNRHSISLAAGRPKFTGAVAPGPTTGVVEPTMAVADAM
DGPKNLSEALYQQEEGHQEQEQQDELSIPPITHVQPLLDHVESANKIHPV*

>KT749684_Parietopsin_G._australis_49194-1-1
MQEQSSSSTALAVFGATPPGSTPPGPTIFPPAGYTVLATLMFLNASFSIVNNALVIAITCRYPSLRNPLNALILS
MSVSDLLMSLFGTTVAAVTNLHGSLRHIGHAGCVFQGFTVNYFGCVSLWSLTLLAYERRLVVTHGCSLRG
GWSRARRGLAFVWTFCLVWAVAPLLGWSAYGPEGVQTSCSLAWERRSLSNYTYLVGYFLSCFAVPVSIIIF
SYGNVLCSLHTLNKKIERVGGHRDPREEVRAAVMVLAMVGAFMACWLPYTLLALCVVLAPGTHIPPLVA



file:///D|/File_2_Protein_sequences_fasta.txt[30/06/16 14:48:56]

TLPMYFAKTSPIYNPIIYFFLNRQFRVCAVEFVTCGAVRLNEPDGDGGSVSLAPTPPPGATELPAPPPPPPPRR
NQVSPA*

>KT749685_OPN3_G._australis_57727-1-4
MPSAVALRGELVNVTAPVLLRVPSEGPADRTGPFSPGTYTALALLVGTIAVLGVCCNALLLALFVKFKRLQ
TPSNLLVANMSLSDLLGSLSGSGLTLGACMGHGWHWGPLACMWDGFANTLFGLVSIGSLSVLAWERCAR
VLATSDSRPCDLAWSLRAALATWMYALAWASPPVVGWNHYSLEAHGLGCSVDWRSRARVDCIYTGFLFL
FCLTGPVMLMTYCYGSILLAVHRFRKLEALQAPQVVKARRFELQLSAVCLLMMLLFLLCWAPYAVASLLV
ASGLENVLSPPVSVVPALLAKSNAVCNPLLFLLMSGNFCRCLRTLFFTLRWRAHEGRVGIMCPPGAAQQHL
DPVRPKKKVTFSSNSIVFIIASSDDGDHDLDLPALGEEEEEVEEEVEEEDNVEGEAEEGVVKEVTDSCVLQV
EPD*

>KT749686_GNAT1_E._cirrhatus_138744-1-2
MMGSGASAEDKDQARHSKELEKKLQEDGEKDARTVKLLLLGAGESGKSTIVKQMKIIHKEGYSKEECLEFI
TIIYSNTLQSILAIVKAMSTLNIDYGDTSCQDDSRQLYNLADSIEEGAMPQELYLIIKRLWLDAGIQACFERAS
EYHLNDSAHYYLSDLDRLVEPGYIPTEQDVLRSRVKTTGIIETQFGLKDLNFRMFDVGGQRSERKKWIHCF
EGVTCIIFCAALSAYDMVLIEDDEVNRMHESLHLFNSICNHRYFITTSIVLFLNKKDLFEDKVKKAHLSICFPE
YDGSNTYEDAGNYIKLQFLDLNLRKDIKEIYSHMTCATDTKNVKFVFDAVTDIIIKENLKDCGLF*

>KT749687_GNAT1_G._australis_56192-4-1
MGSGASAEDKDQAKHSKELEKKLAEDAEKDARTVKLLLLGAGESGKSTIVKQMKIIHQDGYSVEECMEFI
AIIYSNTLQSILAIVRAMGTLSIDFGDSARMDDSRQLHNLADSIDEGTMPNELYLIIKRLWTDSGIQVCFDRA
SEYQLNDSASYYLNDIDRLVQPGYLPTEQDVLRSRVKTTGIIETQFSFKDLHFRMFDVGGQRSERKKWIHCF
EGVTCIIFCAALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFNATSIVLFLNKKDLFEEKVKKAHLSICF
PEYDGSNTYDDAGNYIKLQFLDLNMRKESKEIYSHMTCATDTKNVKFVFDAVTDIIIKENLKDCGLF*

>KT749688_GNAT1_Reef_shark_36724-1-1
MGAGASAEEKHSRDLEKKLKEDAEKDARTVKLLLLGAGESGKSTIVKQMKIIHQDGYSREECLEFISIIYSN
TLQSMMAIVKAMTTLNIGYGDSARQDDSRKLMHLADTIDEGTMPNELYEIISRLWKDSGIQACFERASEYQ
LNDSAGYYLNDLDRIVQPGYLPTEQDVLRSRVKTTGIIETQFGFKDLNFRMFDVGGQRSERKKWIHCFEGV
TCIIFIAALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFIATSIVLFLNKKDVFQEKIKKTHLSICFPDYDG
NNSMEDAGAYIKAQFLELNMRRDVKEIYSHMTCATDTENVKFVFDAVTDIIIKENLKDCGLF*

>KT749689_GNAT1_Bluespot_ray_34616-1-1
MGAGASAEEKHSRELEKKLKEDAEKDARTVKLLLLGAGESGKSTIVKQMKIIHQDGYSREECLEFIAIIYSN
TLQSMMAIVKAMNTLNIGYGDSGRQDDSRKLIHLADTIEEGTMPKELYEIISRLWKDSGIQACFERASEYQL
NDSAGYYLNDLDRIVQPGYLPTEQDVLRSRVKTTGIIETQFGFKDLNFRMFDVGGQRSERKKWIHCFEGVT
CIIFIAALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFIATSIVLFLNKKDVFQEKIKKTHLSICFPDYDG
NNSMEDAGNYIKAQFLELNMRRDVKEIYSHMTCATDTENVKFVFDAVTDIIIKENLKDCGLF*

>KT749690_GNAT1_Florida_gar_23900-1-1
MGAGASAEEKHSRELEKKLKEDADKDARTVKLLLLGAGESGKSTIVKQMKIIHKDGYSLEECLEFIVIIYSN
TLQSIMAIVKAMNTLNISYGDSGRQDDARKLMHLADTIEEGTMPKEMSDIIQRLWKDSGIQACFDRASEYQ
LNDSAGYYLNDLERLVTPGYVPTEQDVLRSRVKTTGIIETQFSFKDLNFRMFDVGGQRSERKKWIHCFEGV
TCIIFIAALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFATTSIVLFLNKKDVFIEKIKKAHLSMCFPDYD
GPNTYEDAGNYIKLQFLELNMRRDIKEIYSHMTCATDTENVKFVFDAVTDIIIKENLKDCGLF*

>KT749691_GNAT1_Bowfin_36439-1-1
MGAGASAEEKHSRELEKKLKEDADKDARTVKLLLLGAGESGKSTIVKQMKIIHKDGYSLEECMEFVVIIYS
NTLQSIMAIVKAMTTLNIGYGDTARQDDARKLMHLADTIEEGSMPKEMSEIIIRLWKDSGIQACFDRASEYQ
LNDSAGYYLNDLERLIQPGYIPTEQDVLRSRVKTTGIIETQFSFKDLHFRMFDVGGQRSERKKWIHCFEGVT
CIIFIAALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFATTSIVLFLNKKDVFIEKIKKAHLSMCFPDYDG
PNTYEDAGNYIKLQFLDLNLRRDIKEIYSHMTCATDTENVKFVFDAVTDIIIKENLKDCGLF*

>KT749692_GNAT2_Reef_shark_47854-2-1
MGSGASTEDKELAKRSKELEKKLQEDAEKEARTVKLLLLGAGESGKSTIVKQMKIIHQDGYTKEECLAFIS
VINGNILQSILAIIRAMSTIGIDYGDAANAEAGRQLFNLADSIEEGTMPKELVDVVKKLWTDSGVQACFERA
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AEYQLNDSASYYLDNLDRITAPDYIPNEQDVLRSRVKTTGIIEEQFSCQDLHFRMFDVGGQRSERKKWIHCF
EGVTCIIFCGALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFAATSIVLFLNKKDLFQEKIQKVHLSICFP
DYDGSNTYDDASNYIKNQFLDLNMRKDVKEIYSHMTCATDTQNVKFVFDAVKDIIIKENLKDCGLF*

>KT749693_GNAT2_Bluespot_ray_36933-1-1
MGSGASAEDKELAKRSKELEKKLQEDAEKEARTVKLLLLGAGESGKSTIVKQMKIIHQDGYTKEECLAFISI
INGNILQSILAIVRAMSTLGIDYGNTANADAGRQLFNLADSIEEGTMPKELVDVIKKLWDDAGIQACFERAA
EYQLNDSASYYLNNLDRITAPGFIPNEQDVLRSRVKTTGIIEEQFSCQDLNFRMFDVGGQRSERKKWIHCFE
GVTCIIFCGALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFAATSIVLFLNKKDLFEEKIKKVHLSICFPD
YDGPNTYEDAGNYIKVQFLDLNMRKDVKEIYAHMTCATDTQNVKFVFDAVKDIIIKENLKDCGLF*

>KT749694_GNAT2_Florida_gar_20924-1-1
MGSGASAEDKELAKRSKELEKKLQEDADKESKTVKLLLLGAGESGKSTIVKQMKIIHQDGYSEQECLEFRA
IIYGNILQSIVAIIRAMSTLGIDYGEPSKAEDGQKLFNLADSIEEGTMPAELVTVIKKLWKDSGVQACFERAA
EYQLNDSAAYYLNELDRITAPNYLPNEQDVLRSRVKTTGIIEEQFSFKDVHFRMFDVGGQRSERKKWIHCF
EGVTCIIFCGALSAYDMVLVEDDEVNRMHESLHLFNSICNHKFFAATSIVLFLNKKDLFLEKVKKVHLSICF
PDYDGPNTFEDAGNYIKNQFLDLNMRKDVKEIYSHMTCATDTQNVKFVFDAVTDIII

>KT749695_GNATX_G._australis_56192-3-1
MGSGASAEDKESAKRSKELEKKLAEDAEMEARTVKLLLLGAGESGKSTIVKQMKIIHKDGYSEAECLEFRA
IIYSNTLQSILAIVRAMETFSIDYGDSARAADGRQLINLADSLEEGSMPKELADIILRLWKDSGVQASFDRAS
EYQLNDSAAYYLNDLDRLMMPNYLPNEQDVLRSRVKTTGIIEDSFCFKDLQFRMFDVGGQRSERKKWIHC
FEGVTCIIFCGALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFIATSIVLFLNKKDLFSEKVKKVHLSICF
PDYDGPNTFEDAGNYIKNQFLDLNLRKESKEIYSHLTCATDTQNVKFVFDAVTDIIIKENLKDCGLF*

>KT749696_GNATX_M._mordax_40420-1-2
MGSGASAEDKESAKRSKELEKKIAEDAEIEARTVKLLLLGAGESGKSTIVKQMKIIHKDGYSEAECLEFRSII
YGNTLQSILAIVRAMDTLVIDYGEPTRAADGRQLFNLADSLEEGTMPKELSDIIVRLWADSGIQACLERAAE
YQLNDSAAYYLNSLDRLIQPNYLPTEQDVLRSRVKTTGIIEDAFSFKDLQFRMFDVGGQRSERKKWIHCFE
GVTCIIFCGALSAYDMVLVEDDEVNRMHESLHLFNSICNHRYFIVTSIVLFLNKKDLFEDKVKKVHLSICFPD
YDGPNTYEDAGNYIKSQFLDLNLRKESKEIYSHLTCATDTQNVKFVFDAVTDIIIKENLKDCGLF*

>KT749697_PDE6A_Bamboo_shark_44500-12-1
MSATKEEVEKFLDSNPNFAKEYYDTRLRAIHIANMLGSQEPNRDYSTFREVNTVEESEIIFELIRDMQDINME
KTVFNILRRITFLIQADCMSLFMYRSRNGTPELATRLFNVQKDSVFEDCFVTPDCEIVFPLDTGIIGYVAHTK
KTVNIKDKDKDEHFCDFVDTLTEYKTNSVLATPIMNGKDVVAVVMAVNKITGSHFTTKDEEILLKYLNFLN
LTLKIYHLNYLHGCETRKGQVLLWSASKVFEELTDIERQFHKALYTVRAFLNCDRYSVALLDMTKEKEFFD
LWPVQMGEVPPYDGPRTPDGREINFYKIIDYILHGKEEIKVIPNPPPDHWALVSGLPSYVAETSLICNIMNAA
ADEFFEFQKEPLDSLGWTIKNVLSMPIVNKKEEIVGVATFYNRKDGKPFDEMDETLMEALTQFLGWSVLNT
DTYDKMNKLENRKDIAQDMVNYHVKCSKDEIQDILKTRECFDREPDECEEEDLQEILAEELPDAEEAELYE
FHFCDFEWSPLDLVKCGIQMYYELGVVDKFHIPQAVLVRFIYSLSKGYRKITYHNWRHGFNVGHTMFALL
MTGNLKRYYTDLEALAMVTAAFCHDIDHRGTNNLYQMKSQDPLAKLHGSSIMERHHLEFSKTLLQDEDL
NIFQNLNRRQYEHVLHLMDIAIIATDLALYFKKRTMFQKIVDLSETYEDDEEWVQFMILETTRKEIIMAMM
MTACDLSAITKPWEVQSKVALLVAAEFWEQGDLERTVLEQQPIPMMDRNKADELPKLQVGFIDFVCTFVY
KEFTRFHSEIQPMLSGILNNRKEWKALADEHEAKVKAIEEEKQRKEEERAAKQANDVSQKAQGSQSKTCN
LL*

>KT749698_PDE6A_Bluespot_ray_36960-2-1
MSMSKEDVEKFLDNNPTFAKEYYDLKLRPLHIANLLGTQETTIDCSTFRELNNVEESELIFELIRDMQDINM
EKVVFNTLRRIAFLIQADRLSLFMYRSRNGTPELATRLFNVQKDSVFEDCFVPPECEIVFPLDTGIIGYVAQT
KKTVNIHDKSQDSHFSDFVDALTEYETKNVLATPIMNGKDVVAVVMAINKVDSPYFTTKDEEILLRYLNFL
NLTLKIYHLNYLHNCETRKGQVLLWSASKVFEELTDIERQFHKALYTVRGFLNCDRYSVALLDMTKEKEFF
DLWPVQMGEVPEYDGPRTPDGREINFYKIIDYILHGKEEIKVIPNPPADHWALVSGLPSYVAETSLICNIMNA
AADEFFEFQKEPLDNLGWTIKNVLSMPIVNKKEEIVGVATFYNRKDGKPFDDMDETLMEALTQFLGWSVL
NTDTYDKMNKLENRKDIAQDMVNHHVKCSKDEIQDILKTREIYEREPNECDEEDLQEILLEELPDAEEAEL
YEFHFCDFEWSPLDLVKCGIQMYYELGVVDKFHVPQEVLVRFMYSLSKGYRKITYHNWRHGFNVGHTMF
TLLTTGNLKSYYTDLEAFAMVTAAFCHDIDHRGTNNLYQMKSQDPLAKLHGSSIMERHHLEFSKTLLQDE
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DLNIFQNLNRRQYEHVLHLMEIAIIATDLALYFKKRTMFQKIVDLSETYENFEEWVQFMILQTTRKEIIMAM
MMTACDLSAITKPWEIQSKVALSVAAEFWEQGDLERTVLEQQPIPMMDRNKADELPKLQVGFIDFVCTFV
YKEFTRFHSEIEPMLRGILNNRKEWKALADEHEAKVKAIEEEKKKKEEEQAAKQAAIASQKEQSSQSSTCQ
LL*

>KT749699_PDE6A_Reef_shark_56278-10-1
MSATKEEVEKFLDSNPAFAKEYYDSRLRSLHVANLLGSQQTSIDVETHRKVNCVEESEIIFELVRDLQDVN
MEKTLFNILRRITFLLQADRMSLFLYRSRNGTPELATRLFNIQKDSTFEDCFVQPDCEIVFPLDTGIIGYVAQT
KKTINVHDKRTDDRFCDFVDVLTEYETRNVLATPILNGKDLVAVIMAINKIDGDHFTTTDEDILLKYVNFLN
LTLKIYYLNYLHGCETRKGQVLLWSASKVFEELTDIERQFHKALYTVRAFLNCDRYSVALLDMTKEKEFFD
LWPVQMGEVPPYDGPRTPDGREINFYKIIDYILHGKEEIKVIPSPPADHWALVSGLPTYVAETSLICNIMHAA
ADEFFQFQKEPLDALGWTIKNVLSMPIVNKKEEIVGVATFYNRKDGKPFDEMDETLMEALTQFLGWSVLN
TDTYDKMNKLENRKDIAQDMVHYHVKCSKDEIQDILKTREIYDREPDDCEEEDLQEILLEELPDAVEAELY
EFHFCDFEWSPLDLVKCGIQMYYELGVVDKFHIPQAVLVRFMYSLSKGYRKITYHNWRHGFNVGHTMFTL
LTTGNLKRYYTDLEALAMVTAAFCHDIDHRGTNNLYQMKSQDPLAKLHGSSIMERHHLEFSKTLLEDEDL
NIYQNLNRRQYEHVFHLMDIAIIATDLALYFKKRTMFQKIVDLSETYENDEEWVQFMILETTRKEIIMAMM
MTACDLSAITKPWEVQSKVALSVAAEFWEQGDLERTVLEQQPIPMMDRNKADELPKLQVGFIDFVCTFVY
KEFTRFHSEIQPMLSGILNNRKEWKALADVHEAKVKAIEEEKQKKEEELAAKQANDVSQKAQGSQSKTCL
LL*

>KT749700_PDE6A_Florida_gar_28213-2-3
MAVVNAEVAEKFLDSNPVFAKKYYDNKLRPAAIASLLSCKTMQVDFSSFHELTSVEESEIVFDLIRDIQENL
QMEKSVFNLMRHLSFLLTADRMSLFMFRMRNGTGELATRLFNVHKDATLEQCLVPPDSEIVYPLDTGIVG
YVATSKKTINVPDVTQNSNFSDFVDQLTDYKTKNILATPILNGKDMVAVMMAVNKVGAPHFTAKDQETL
MKYLNFGNLILRIFHLSYLHNCETRRGQVLLWSASKVFEELTDIERQFHKALYTVRAFLNCDRYSVGLLDM
TKTKEFFDLWPVLMGEVPPYSGPKTPDGREIVFYKVIDYILHGKEDIKVIPNPPADHWALVSGLPTYVAETG
LICNIMNAAADDVFKFQKEPLDESGWVVKNVLSMPIVNKKEEIVGVATFYNRKDGKPFDEMDETLMESLA
QFLGWSVLNTDTYDKMNKLENRKDIFQDMVLYHVKCRKDELQLILKTQEVYGREPQDCEEDELFAILEEE
LPDPEESEIYEFHFCDFDHSELDLVKCGISMYYELGVVDKFHIPQEALVKFMYSVSKGYRRITYHNWRHGF
NVGQTMFTLLMTGDLKRYYTDLEAMAMVTAGFCHDIDHRGTNNLYQMKSGNPLAKLHGSSILERHHLEF
GKTLLRDEDLNIYQNLNRRQHEHVIHLMDIAIIATDLALYFKKRAMFQKIVDQSKTYDDWDKWTEYMMLE
TTRKEIVMAMMMTACDLSAIAKPWEIQSKVALSVAAEFWEQGDLERTVLQQNPIPMMDRNKADELPKLQ
CGFIDFVCSFVYKEFSRFHVEITPMLERLLNNRKEWKALQEEHEGKLAKLEEEKKKKEAEVAAAAAAKQA
SKPQAESKTCVIN*

>KT749701_PDE6A_Bowfin_16830-1-2
MAVVNPDVAEKFLDSNPAFAKQYYDSKFRPAVIAKLLSSRKTEVDFSSFHDLNSVEESEIMFDLIRDIHENL
QMEKSIFNLMKNLSFLLRADRMSLFMYRMRNGTAELATRIFNVHKDAVLEECLVQPDSEIVYPLDTGIVGH
VATSKRTVNVPDVTQNSYFSDFVDQLTDYKTKSILATPILNGKDMVAVMMAVNKIGAPHFDAKDEQTLM
KYLNFANLILRVFHLSYLHNCETRRGQVLLWSASKVFEELTDIERQFHKALYTVRAFLNCDRYSVGLLDMT
KTKEFFDLWPILMGEVAPYDGPKTPDGREIIFYKVIDYILHGKEDIKVIPNPPADHWALVSGLPTYVAENGLI
CNIMNAAADDFFEFQKEPLDESGWMIKNVLSMPIVNKKEEIVGVATFYNRKDGKPFDDMDETLMESLTQF
LGWSVLNTDTYDRMNKLENRKDIFQDMVLYHVKCRKDEIQNILKTKEVYGREPHECEEDELFEILEEELPD
SEESEIFEFHFCDFDHSELELVKCGIAMYYELGVVDKFHIPQEALVRFMYSVSKGYRKITYHNWRHGFNVG
QTMFSLLMTGDLKRYFTDLEAMAMVTAGFCHDIDHRGTNNLYQMKSGNPLAKLHGSSILERHHLEFGKTL
LRDEDLNIYQNLNRRQHDHVIHLMDIAIIATDLALYFKKRAMFQKIVDQSKTYESWTEWTDYMKLETTRK
EIVMAMMMTACDLSAIAKPWEIQSKVALSVAAEFWEQGDLERTVLEQNPIPMMDRNKADDLPKLQCGFID
FVCSFVYKEFSRFHTEITPMLERLLNNRKEWKALQEIHEAKVAKIEEEKKKKEEQAAAAAAAKEASKAQTQ
TKTCVIN*

>KT749702_PDE6B_Reef_shark_56278-9-1
MNREAAEQFLDSNPDFVKQYFAKKLSPEVVAQITEQTDSAHMTTFQEIGQVEESEILFDLVCDMQESVNME
KVVFKILRRLSFLIHADRMSLFMYRQRNGTGELATRLFNIHKDAVMEDCLVHPDHEIVFPLDIGIVGSVALS
KKMINVQNVTESTTYSTFADELTEYQTKCILATPIMNGKEVVAVIMATNKLDGPYFTEEDEDLFSKYLNFA
TLNLKIYHLSYLHNCETRRGQVLLWSANKVFEELTDIERQFHKALYTVRAYLNCERYSVGLLDMTKQKEF
FDLWPVLMGEVPPYQGPRTPDGREIVFHKIIDYILHGKEEIKVIPSPPADHWALVSGLPTYVAETGLICNIMN
AAADETFTFQTEPLDSFGWTIKNVLSMPIVNKKEEIVGIATFYNRKDGKPFDEMDEVLMESLTQFLGWSVL
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NTDTYDKMNKLENRKDIAQGMVLYHVKCSNNEIQNILPTRELFGKEPNECEEDELQEILSQQLPRAEDFNL
YEFSFSDLEHTEMDLVRCGIQMYYELKVVNKFHIPREVLVRFVYSLSKGYRKITYHNWRHGFNVGQTMFT
LLMTGKLKRYYTDLETMAMVTAGLCHDIDHRGTNNLYQMKSQHPLAKLHGSSIMERHHLEFSKTLLADE
GLNIFQNLNRRQYEHVFHLMDIAIIATDLALYFKKRTMFQKIVDLSKTYEDETAWVDYMSLETTKKEIVMA
MMMTGCDLSAIAKPWEVQSKVALLVAAEFWEQGDLERTVLQQNPIPMMDRNKADELPKLQVGFIDFVCT
FVYKEFSRFHEAITPMLDGILNNRKEWKQLADEHEEKVKAIQEEKERQLQEMEAKQAAAAAASAEKAQSK
TCCVC*

>KT749703_PDE6B_Bluespot_ray_35760-5-1
MNKEDVAKFLDANPAFTKQYFEKKLRPEVVAQMLPRTDSTADITTFREISQVEEGEILFDLIRDMQESINME
KVVFKTLRRVSYLIHADRMSLFMYRQRNGIGELATRLFNIHKDAEMEDCFVHPDHEIVFPLDMGIVGNVAQ
TKKTVNIPNVAESSFYSSFVDTLTEYETKSVLATPIMNGKDVVAVIMATNKTDGSHFTEDDEDLFLKYLNF
ASLNLKIYHLSYLHNCETRRGQVLLWSANKVFEELTDIERQFHKALYTVRAYLNCERYSVALLDMTKKKE
FFDLWPEQMGEVPPYQGPRTPDGREIIFHKIIDYILHGKEEIKVIPTPPADHWALVSGLPTYVAETGLICNIMN
AAADETFSFQTEPLDSFGWTIKNVLSMPIVNKKEEIVGIATFYNRKDGKPFDEMDEVLMESLTQFLGWSVL
NTDTYDKMNKLEHRKDIAQGMVLYHVKCSKDEIQDILPTRECFGKEPNECEEEELQELLDQQLPPPEQFDL
YEFRFSDLEFAEMDLVRCGIQMYYELKVVNKFHIPREVLVRFIYSLSKGYRRITYHNWRHGFNVGQTMFTL
LMTGKLKRYYTDLETLAMLTAGLCHDIDHRGTNNLYQMKSQHPLAKLHGSSIMERHHLEFSKTLLADETL
NIFQNLNRRQYEHVLRLMDIAIIATDLALYFKKRTMFQKIVDLCQTYEDEKVWVEYMSLENTKKEIVMAM
MMTACDLSAITKPWEVQSKVALLVAAEFWEQGDLERTVLQQNPIPMMDRNKADDLPKLQVGFIDFVCTF
VYKEFSRFHEAITPMLNGLLNNRKEWKVLAEEHEMKVKALEEARQKKAEELEAKKAAAAAAAAEKAQS
KSCCVL*

>KT749704_PDE6B_Florida_gar_28213-1-1
MSVTQEDVEKFLDGNPDFTKHYFDKKLKPGTISAILGQTQVQVDFTSFKELSQVEESEILFELIRDMQESINM
EKVVFKTLRRISFLIHADRCSLFMYRQRNGIAELATRLFNVNKDAVMEDCLVQPDSEIVFPLDIGVVGNVAQ
SKKTINVKDVSQCSQYSPFVDDLTDYKTRNILATPIMNGKDVVAVIMAVNKIDGPYFTEEDEDLFLKYLNF
ASLNLKIYHLNYLHNCETRRGQVLLWSANKVFEELTDIERQFHKALYTVRAYLNCDRYSVGLLDMTKEKE
FFDVWPVLMGEVPPYSGPVTPDGREIIFYKVIDYILHGKEEIKVIPNPPADHWALVSGLPTYVAESGFICNIM
NATSEDMFKFQAGPLDESGWTIKNVLSLPIVNKKEEIVGVATFYNRKDGKPFDEQDETITESLTQFLGWSVL
NTDTYDKMNKLENRKDIAQDMVLYHVKCRNDEIQNILKTREVYGKEPADCDEEELSYILKKELPDPRKFEI
YEFRFSDFDCTELELVKCGIKMYYEVGVVKKFQIPQEVLVRFMYSVSKGYRKITYHNWRHGFNVGQTMFT
LLTTGKLKRYYTDLEVMAMITAAFLHDIDHRGTNNLYQMKSQNPLAKLHGSSILERHHLEFGKFLLSEESL
NIYQNLNRRQIEHVIHLMDIAIIATDLALYFKKRTMFQKIVDLSKTYENEKEWVDFLSLETTRKEIVMAMM
MTACDLSAITKPWEVQSKVALSVAAEFWEQGDLERTVLQQNPIPMMDRNKAAELPKLQCGFIDFVCSFVY
KEFSRFHDAITPMYDGLMNNRKEWKARADEYEAKMKAIEEEKKRKEEEAAAAAAKKAASANPSGGSQSK
TCSVS*

>KT749705_PDE6B_Bowfin_25775-2-1
MSVTKEDVEKFLDGNPQFAKGYFDKKLRPGAIAAVLGRQEPLVDFASFRELSQVEESEILFELIRDMQESIN
MEKVVFKTLKRISFLIHADRCSLFMYRQRNGVAELATRLFNVNKDAIMEDCLVSPDCEIVFPLDMGVVGYV
AQTKKTINIKDVKESSHFSSFVDDLTEYKTNNILATPIMNGKDVVAVIMALNKIDAPHFTDEDEDLFLKYLN
FASLNLKIYHLSYLHNCETRRGQVLLWSANKVFEELTDIERQFHKALYTVRAYLNCDRYSVGLLDMTKEK
EFFDVWPVLMGEVPPYTGPVTPDGREIIFYKVIDYILHGKEDIKVIPSPPADHWALASGLPTYVAESGFICNI
MNAASDEMFKFQKEPLDSSGWTIKNVLSMPIVNKKEEIVGVATFYNRKDGKPFDEQDETIMESLTQFLGWS
VLNTDTYDKMNKLENRKDIAQDMVLYHVKCRNDEIQNILKTREYFGKEPAECEEEELGEILKKELPGKTKF
EIYEFRFSDFDCTELELVKCGIQMYYEVGVVKKFQIPQEVLVRFMYSVSKGYRKITYHNWRHGFNVGQTM
FTLLTTGKLKRYYTDLEVLAMITAAFLHDIDHRGTNNLYQMKSQNPLAKLHGSSILERHHLEFGKFLLSEES
LNIYQNLNRRQIDHVIHLMDIAIIATDLALYFKKRTMFQKIVDLSKTYEDEKKWVDYLSLETTRKEIVMAM
MMTACDLSAITKPWEVQSKVALSVAAEFWEQGDLERTVLQQNPIPMMDRNKSAELPKLQCGFIDFVCAFV
YKEFSRFHEAITPMLDGLMNNRKEWKARADEYDAKMKAIEEEKKKKEEAAAAAMQANANAKGASQSKT
CSIS*

>KT749706_PDE6C_G._australis_58598-2-1
MASLNKDDVAQYLEANLEFAREFFDRKIRPEVVAKLLTPLKSAAGGDAKAPLLLSLSEAARLQEAQFLVEL
MRDTASSIVADAPQAAPPAAALASVAIASQTPGKPSDMEMVFFSLLQRLVGLSGAERGSYFIYRQRNGVGE
VVTRFLDVKPESRVGQCLVPPSGEVVMPIDMGIVSWVVQTKKPCNAADVTKDKHFCDFVDKQTGFQTKSI
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LCLPVFHGKEVIAVVNLVNKTGGFSSEDEQLLVNYLDLASLCIKTEHLNYLYNVEARRAQCLLWSANKVF
EELTDIERQFHKAMYTVRGYLQCERFSVGLLDMTKGKEFFDEWPIKLGEVEPYKGPKTPDGREVIFYKIIDY
ILIGKEEIKVIPTPPIDHWSLVSGLPVYVAENGFICNMMNAQADDFFTFQKGPVDDTSWEIKNVLSLPIVNKK
EEIVGIATFYNRCDGKPFDESDEMIMEGLTQFLGWSVLTTDTYDKMNHLENRKAIATEMLMVHNKCTSDE
LQKVLKTREKKSKEVADCSDQELKQVLMADLPDPVAMELYEFHFSDLPVTELDLVRGGIRLFCELGVIEKF
KIPADVLVRWMYTVHKGYRPITYHNWRHGFNVGQTMFTLLMTGRLKKYYSDLEAFAMLTAAFCHDIDHR
GTNNLYQMKSASPLARLHGSSILERHHLEFSRSLLTYEDINIFQNLNKRQLETVNHLMEIAIIATDLALYFKK
RTMFQNIVTACEAMATEQEQIQYVTADPTKKEIIMAMMMTACDLSAITKPWEVQSQVALLVANEFWEQG
DLEREVLQQQPIPMMDRNKSEELPKLQVGFIDFVCTYVYKEFTRFHKEIKPMLDGLLNNRVEWKARGDIYD
EKMKAIEEEKQRVEAAKTNGHTGTETAVEKSKSCVLL*

>KT749707_PDE6C-Partial_M._mordax_41637-1-1
AKAGGRATPMEEAFFCMLQRIVALSGAERGSYFIYRQRNGVGEVVTRFMDVKVDSCVEACVVDPWSEIVI
PLDMGIVSRCVHSKAMVVVNDVSQDKHFCNFVDLQTGLETRNLLCVPVSHGTEVIAVVNLLNKPQGFRDN
DQKLVSDYMNIASLCLKTQHLNSLYNVEARRAQALLWSANKVFEELTDIERQFHKAMYTVRGYVQCERFS
VGLLDMTKGKEFFDEWPIRLGDVPPYKGPKTPDGREVNFYKIIDYILIGKEEIKVIPTPPTDHWTLVSGLPVF
VAENGFICNMMNARADEYFNFQKGAVDDTGWEILNVLSLPIVNKKEEIVGVATFFNRCDGKPFDESDEIILE
SLTQFLGWSVLTTDTYDKMTSLENRKEIATEMLMIHNLCSADELQEVLRSQELADKAVNDCTELELKEML
LSDLPDARSTNLYEFHFSDLEVSQLDLVRSGVRLFLELDIIEKFKIPIDVLVRWMYTVSKGYRSITYHNWRH
GFNVGQTMFTLLMTGRLKKYYSDLEAFAMLTAAFCHDIDHRGTNNLYQMKSASPLARLHGSSILERHHLE
FSRSLLTYEEINIFQNLSKRQVETVNRLMEISIIATDLALYFKKRTMFQNIVTACESMETESERIKYITSDPTKK
EIIMAMMMTACDLSAITKPWEVQSQVALLVANEFWEQGDLEREVLQQQPIPMMDRNKSDELPKLQVGFID
FVCTFVYKEFTRFHEEIRPMLDGLLNNRVHWKARAEAYDLKMKALAEEQEEQEAKRSGEAKANGMPATT
TAVEKSKTCVLL*

>KT749708_PDE6C_Bamboo_shark_44818-1-2
MANMGGVNKEAVEQYLENNPQFAKEYFDRKLRPETISAIFNGAKVELGVRASFKDLSKLEESDIIFELVKEL
QNDSNVEKQIHKILQRIVSLVSADRGSLFTFRSRNGIAELATRLFNVTRDSSFENNLVLPQGEIVFPLDIGVVG
WTVKTKKIQNIPDVTKDVHFSEFVDKQTGYTTSNMLAAPLMQGKEILAVVMVINKIGELQFTKEDQEVFTK
YLSFASLALKYSHLSYLYNVESRRSQILLWSANKVFEELTDIERQFHKALYTVRVYLNVERYSVALLDMTK
QKEFFDEWPIKMGEVPPYKGPKTPDGREIHFYKIIDYLLVGKEEIKVIPSPPADHWSLVSGLPTYVAENGFIC
NMMNAPADEFFTFQKEPVDETGWIIKNVLSLPIVNKKEEIVGIATFYNRKDGKPFDEYDEQITETLTQFLGW
SLLNTDTYDKMNKLESRKNIASEMLMYHSKCTDKELQTILKTKEMLDKDTADCEQKDMLKILQEELPDPT
DVELYEFHFSDLDVSEFDLIKCGIRCFFEINAVIKFKIPADVLTRWMYTVRKGYRDITYHNWRHGFNVGQT
MFTLLMTGKIKKYYTDLEAFAMITAAFCHDIDHRGTNNLYQLKSQAALAKLHGSSILERHHLEYSKTLLQD
ESLNIFQNLNQRQYETVVHLMEVAIIATDLALYFKKRTMFQKIVDYVEKSETEEEAIKYISSDPTKKEIVMA
MMMTGCDLSAITKPWEVQSKVALMVANEFWEQGDLERTVLQQQPIPMMDRNKADELPKLQVGFIDFVCT
FVYKEFSRFHKEITPMYEGLQNNRVEWKLRADEYDAKMALIEKQRKEQEEMAVKKAVNGEVEAGDEGKE
GKRGGKSRTCEIF*

>KT749709_PDE6C_Bluespot_ray_34454-1-2
MGDVSKEAVERYLENNPQFAKEYFDRKLRLESISALFNGTKVELKDGASFRDLCKLEESDIVFELVREMQD
VSNVEKQMHKVLQRIVTLVNADKGSMFVYRSRNGVAELATRLFNVTRDSSYESNLVASEAEIVFPLDMGV
VGWTAHTKRVQNIADVQKDIHFSAFVDKQTGYTTLNILAAPMVQGKEVLAVLMLVNKIGEPQFTKEDQEV
FTKYLNFASLALKFSHINYLYNVEQRRSQILLWSANKVFEELTDIERQFHKALYTVRLYLNVERYSVALLD
MTKQKEFFDEWPILMGEVPPYKGPKTPDGREINFYKIIDYLLEGKEEIKVIPSPPADHWSLVSGLPTYVAENG
FICNMMNAPADEYFTFQKEAVDETGWVIKNVLSLPIVNKKEEIVGIATFYNRKDGKPFDEYDEQITETLTQF
LGWSLLNTDTYDKMNKLESRKDIAAEMLMYHSKCTDKELQTILKTKEKLDKGTADCEQKEMITILKEELP
DPCKIELYEFHFSDLPVSEFDLIKYGIQCFFEIKAVEKFKIPADVLTRWMYTIRKGYRDITYHNWRHGFNVG
QTMFTLLMTGKIKKYYSDLEAFAMVTAAFCHDIDHRGTNNLYQMKSQAPLARLHGSSILERHHLEYSKTL
LQDESINIFQNLNQRQHETVMHLMEVAIIATDLALYFKKRTMFQKIVDNVEQMENEEEAIKFISSDPTKKEIV
MAMMMTGCDLSAITKPWEVQSKVALMVANEFWEQGDLERTVLQQQPIPMMDRNKRDELPKLQVGFIDF
VCTFVYKEFSRFHKEIKPMYDGLQNNRVEWKSMADEYEAKMKLLEEQKEKEEMAAKTAANGGVGGDGK
GNEESKRGGKSRTCEIF*

>KT749710_PDE6C-Partial_Florida_gar_25537-2-1
MGELNKESVEKYLENNPQFAKEYFDKKLRAEVLGAAFSDTKVNVKDVASIKEITQIHEATFIFELLKAIQDV
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SNVEKTMHNVLQRIALLVKADKCSLFMSRSRNGIPELSTTLFNVTATSSFEENIVSPDSEIVFPLDVGIVGWV
AHTKKTFNIPDVKKNTHFSDFVDKQTGYTTKNMLACPVMNGKEVLAVVMAINKTDEPEFSKADEELFLKY
LNFATVILQQNQISYMYNVESRRSQVLLWSASKVFEELTDIERQFHKALYTVRNYLNCERYSVGLLDMTKE
KEFYDEWPIKLGEAEPYKGPKTPDGREVNFYKIIDYILHGTEEIKVIPTPPADHWSLLSGLPTYVAENGFICN
MMNAAADDFFTFQKEAFDETGWKIKNVLSLPIVNKKEEIVGVATFYNRKDGKPFDEYDEQITEALTQFLG
WSVLNTDTYDKMNKLENRKDIAQEMLMYQTKCTKSELQSILNTQEKFNQEPEDCDSKELVKLLKSNLPDP
KEVELLEFHFSDFPVSEFDLIRCGIQCFFVLNVVEKFKVPAEVLTRWMYTVRKGYRDITYHNWRHGFNVGQ
TMFTLLLTGRLKKYYSDLEAFAMVAAAFCHDIDHRGTNNLYQMKSASPLARLHGSSILERHHLEYSKTLLE
DESLNIFQNLQKRQFDTVIHLFEVAIIATDLALYFKKRTMFQKIVDATEQMATEEEQINYVSNNPIRKEIVMA
MMMTGCDLSAITKPWEVQSKV

>KT749711_PDE6C_Bowfin_25775-1-1
MGELNKEAVEKYLENNPQVAKEYFDKKLRAEVLGAAFTDSKLDIKEAASMKEITQIYESSFIFEMIKELQNL
TSVEKTVHKVLQRIAALVRADKCSLFMCRSRNGIPELSTTLFNVTENSKFEENIVAPDSEIVFPLDVGIVGWA
AHTKKTFNIPDVRKNNHFSDFVDKQTGYTTKSMLASPIMNGKEPMAVIMAINKKDAPEFSKADEELFIKYL
NFVNIILLQNYTAYLYNVESRRSQVLLWSASKVFEELTDIERQFHKALYTVRIYLNCERYSVGLLDMTKEKE
FYDEWPVKLGDAEPYKGPKTPDGREVVFYKLIDYILHGTEEIKVIPAPTPDHWCLVSGLPTYVAENGFICNM
MNAPADDYFTFQKEAFDETGWKVKNVLSLPIVNKKEEIVGVATFYNRKDGKPFDEYDEQITEALTQFLGW
SVLNTDTYDKMNKLENRKDIAQEMLMYQSKCTNNELQSILNTKEKFKKEPEDCDAKELVKLLKSNLPDPK
DVELLEFHFSDFPVSEFDLIKCGIQCFFVLNVVDKFKVPAEVLTRWMYTVRKGYRDITYHNWRHGFNVGQ
TMFTLLMTGRIKKYYSDLEAFAMVAAAFCHDIDHRGTNNLYQMKSASPLAKLHGSSILERHHLEYSKTLL
ADESLNIFQNLQKRQFETVIHLFEVAIIATDLALYFKKRTMFQKIVDATEKMEKEEDQINHISNNPTRKEIVM
AMMMTGCDLSAITKPWEVQSKVALMVANEFWEQGDLERTVLEQQPIPMMDRNKAEELPKLQVGFIDFVC
TFVYKEFARFHKEITPMFDGLQNNRVHWKALADVHEEKVKAIEEEKKKQEEAAKKDGDGAESGKSKTCTI
F*

>KT749712_PDE6X_E._cirrhatus_89665-1-1
MGSISKEDVESFLDNNPAFVKDYFEKKMRPNVIAEIFSKEMEKEVTGSFIQLSKVEESEILFELVQNMSETLN
MEKCVHKCLRRLAQLIDADRCSLFMYRQRNGTPEVATRLFNVTRTSSLEECLVPPDSEIVFSLDLGIVGHVA
LTKKMVNVCDVQESPLFCDFTDKLTDYTTKNILATPIMNGNDVVAIIMAINKVSDTCFSKLDEEVFLKYLIF
VSVCLKTHHLSYMHSCETRRGQVLLWAASKVFEELTDIERLFHKAMYTVRGYLNCERYSVGLLDMTKQK
EFFDEWPIKLGEVPPYKGPKTPDGREIRFYKVIDYILIGKEEIKVIPNPPDDHWALSSGLPVYVAESGFICNIM
NAPTDCTFKFNNEPVDETGFVTHNVLSLPIVNKKEEIVGVVTFYNRKDNKPFDEFDEMIMEALTQFLGWSV
LNTDTYDKMNKIENRKDIYLEMLNYHNKCTYGELQTILKTEEVLQKDLSSCEENEMKKLLKAELPDPKQM
ELYQFHFSDLEIEELDLVKGGICLFQELGVLEKFKVPRDVIVRWMITVNKGYRNITYHNWRHGFNVGQTMF
TLLTTGRLKKYYSDLEAFAMLAAAFCHDMDHRGANNLYQMKSQSPLAKLHGTSILERHHLDYSKTLLTDE
SINIFQNLNRRQYDNVIHLMEIAIIATDLALYFKKRTMFQKIVEQCEQLETEADAVKYITSDPTKKEIIMAMM
MTACDLSAITKPWEVQSQVALLVAAEFWEQGDLERTVLQQQPIPMMDRNKADELPKLQVGFIDFVCTFVY
KEFSRFHNEITPMFDGLKNNRVHWKALADEYEAKCKALETQNASPPLPNQTQDMSAANGAGATPGKVVE
APKSKTCLIM*

>KT749713_PDE6X_G._australis_45841-312-1
MGSQDQESVERFLDSNPAFAKEYFNRKLRPELISTMCDNQTGGGGGGGPATCSYVDISKVEESEVLFDLVR
NMSETINMEKCVHKCLRHLAGLIDADRCSLFMYRQRNGTPEVATRLFDVTRTSALEDCLVQPEAEIVFPLD
LGVVGHVAQFKKTVNHNVSEGKLFCNFVDKLTGYTSRNILATPIMNGKDVVAVIMAVNKVTGPAFTQLDT
EVFMKYLIFASLCLKTYYLSYMHACETRRGQVLLWAASKVFEELTDIERQFHKAMYTVRGYLNCERYSVG
LLDMTKQKEFFDEWAIQMGEVPPYKGPRTPDGREIHFYKIIDYILIGKEEIKVIPTPPDDHWALVSGLPVYVA
ETGFICNIMNAPSDEMFKFSLNPVDETGFVMRNVLSLPIVNKKEDIVGVATFYNRKDGKPFDEFDEMIMEAL
TQFLGWSVLNTDTYDKMNKIEFRKDIALEMLFYHNKCTTTELHTVIKNKEILDKDLENCSEAELKKLVKQE
LPDAKEM
ELYEFHFSDLEETEFNLVKGGMRIFFELGVVDKFKVPPETLVRWMITVSKGYRTITYHNWRHGFNVGQTMF
SLLMTGKLKKYFTDLDAFAMVAAAFCHDIDHRGTNNLYQMKSAAPLARLHGTSIMERHHLDYSKTLLTD
ESLNIFQNLNRRQYETVLHLMEVAIIATDLALYFKKRAMFVKIVDHCETLASEAEAIKYITCDP
TKKEIIMAMMMTACDLSAITKPWEVQSKVALLVAAEFWEQGDLERSVLQQNPIPMMDRNKAADLPKLQC
GFIDFVCTFVYKEFSRFHPEITPMYAGLQNNRVHWKAQADQYDAKCKLLEEAKQKRTDAVKADTAVTNG
GCEEPPKSKSCVIV*
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>KT749714_GEOAU_c45841_g3_i1
MGSQDQESVERFLDSNPAFAKEYFNRKLRPELISTMCDNQTGGGGGGGPATCSYVDISKVEESEVLFDLVR
NMSETINMEKCVHKCLRHLAGLIDADRCSLFMYRQRNGTPEVATRLFDVTRTSALEDCLVQPEAEIVFPLD
LGVVGHVAQFKKTVNHNVSEGKLFCNFVDKLTGYTSRNILATPIMNGKDVVAVIMAVNKVTGPAFTQLDT
EVFMKYLIFASLCLKTYYLSYMHACETRRGQVLLWAASKVFEELTDIERQFHKAMYTVRGYLNCERYSVG
LLDMTKQKEFFDEWAIQMGEVPPYKGPRTPDGREIHFYKIIDYILIGKEEIKVIPTPPDDHWALVSGLPVYVA
ETGFICNIMNAPSDEMFKFSLNPVDETGFVMRNVLSLPIVNKKEDIVGVATFYNRKDGKPFDEFDEMIMEAL
TQFLGWSVLNTDTYDKMNKIEFRKDIALEMLFYHNKCTTTELHTVIKNKEILDKDLENCSEAELKKLVKQE
LPDAKEMELYEFH

>KT749715_GEOAU_c45841_g1_i1
ELYEFHFSDLEETEFNLVKGGMRIFFELGVVDKFKVPPETLVRWMITVSKGYRTITYHNWRHGFNVGQTMF
SLLMTGKLKKYFTDLDAFAMVAAAFCHDIDHRGTNNLYQMKSAAPLARLHGTSIMERHHLDYSKTLLTD
ESLNIFQNLNRRQYETVLHLMEVAIIATDLALYFKKRAMFVKIVDHCETLASEAEAIKYITCDPTKKEI

>KT749716_GEOAU_c45841_g2_i1
TKKEIIMAMMMTACDLSAITKPWEVQSKVALLVAAEFWEQGDLERSVLQQNPIPMMDRNKAADLPKLQC
GFIDFVCTFVYKEFSRFHPEITPMYAGLQNNRVHWKAQADQYDAKCKLLEEAKQKRTDAVKADTAVTNG
GCEEPPKSKSCVIV*

>KT749717_CNGA1_Bluespot_ray_37236-8-1
MTAEINTHRTYLYASRVSVHPADDEVEKMENGQNRNQAIASDLEMSNINNCNNNDEEKGKKESKKNKKE
NKGKSDGKKEKKRDKEKKKDKEKNKTKEEEKGKEEKKDDKKDDKKDDKKDDKKGKIELAKLIPILDPAG
NMYYYWLMIITMPVMYNWTMLIARACFEELQADYLFTWFILDYVSDILYIIDMYFRTKTGYLEQGLLVQD
EKKLREKYFATLQFKLDVFSLIPTDLLFFILGLKYPEIRLNRLSRINRMFEFVSRTETRTNYPNIFRISNLVMYI
VIIIHWNACVYYSISKAIGFGADTWVYPNISIPEFSRLARKYVYSLYWSTLTLTTIGETPPPVQDSEYFFVVAD
FLVGVLIFATIVGNVGSMISNMNAARAEFQSRIDAIKQYMHFRKVSKDLEKRVIKWFDYLWTNKKAVDER
EVLKYLPDKLRAEIAINVHLDTLKKVRIFADCEAGLLIELVLKLRPQVYSPEDYICRKGDIGREMYIIKEGKL
AVVADDGITQFVVLSDGSYFGEISILNIKGSKAGNRRTANIKSIGYSDLFCLSKDDLMEALTEYPDAKAMLE
EKGRQILMKDGLLDLDVAQLGADPKDMEEKITRLDTAIDNLQTKFARLLAEYNATQQKLKERVTKIENKIK
QSGMQFDYSGLIDVEAKDKAEES*

>KT749718_CNGA1_Bamboo_shark_73640-1-1
MATVINTHQSYLRIPRVSVHPADDEVEQMENGQSRTQTLVDDREMSNINNSNNNDEEKETKKESKKSKKE
KKGKSGGKKEKKKDKEKKKDKDNNKEKDEEKDKDEKKDEKKDDETDKKQDIKKMLMNMIPTLPILDPA
GNMYYNWLMIITMPVMYNWTMIIARACFEELQSDYLSTWFILDYVSDVIYILDMYLRTKTGYLEQGLLVS
DGKKLREKYFATIQFKLDVISLVPTDFLYFLFGLEYPEIRLNRLTRISRLFEFFSRTETRTNYPNIFRISNLVMY
IVIIIHWNACVYFSISKAIGFGADTWVYPNVSIPEFSRLARKYVYSLYWSTLTLTTIGETPPPVEDSEYFFVVA
DFLVGVLIFATIVGNVGSMISNMNAARAEFQSRIDAIKQYMHFRKVSKDLEKRVIKWFDYLWTNKKAVDE
REVLKYLPDKLRAEIAINVHLDTLKKVRIFADCEAGLLIELVLKLRPQVYSPGDYICRKGDIGREMYIIKEGK
LAVVADDGITQFVVLSDGSYFGEISILNIKGSKAGNRRTANIKSIGYSDLFCLSKDDLMEALTEYPDAKAML
EEKGKQILMKDGLLDLDIAQLGADPKDMEEKVTRLDMAIDLLQTKFARLLAEYNSTQQKLKERVTKIENKI
KQSGMQFEYSELVDAEAPTETEESKK*

>KT749719_CNGA1_Florida_gar_59469-1-1
MASVIDTHRTHIVPPRIVLQDMDEDVERMESGESKDESPSGPQALFNVNNSNNNEEEDKKKKKKEKKEKK
AKKEKKEKKEKKKDKEKAKEEKEKAEKEKEKEKDKEKEKKEQPKKELYIIDPAGNMYYNWLFVITMPVM
YNWTMIIARACFEELQHDYLITWFIVDYVSDLIYLADMLFRTRTGYLEQGLLVRDEKKLRERYMDTTQFKI
DLLSMIPTDVMYFKMGLNYPEIRLNKLFRVGRMFEFFQRTETRTNYPNIFRISNLVMYIVIIIHWNACLYFSF
SKAIGFGADTWVYPNVSDPEFGRLVRKYAYSLYWSTLTLTTIGETPPPVQDSEYFFVVIDFLVGVLIFATIVG
NVGSMISNMNAARADFQARIDAIKQYMHFRKVSKDLEKRVIKWFDYLWTNKKAVDEREVLKYLPDKLRA
EIAINVHLDTLKKVRIFADCEAGLLIELVLKLRPQVYSPGDYICRKGDIGREMYIIKEGKLAVVADDGITQFV
VLSDGSYFGEISILNIKGSKAGNRRTANIRSIGYSDLFCLSKDDLMEALTEYPDAKAMLEEKGRQILMKDGL
LDLDIAKLGPDPKDMEEKVNKMYGNLETLQTKFARLLAEYEAAQQKLKQRVTKIENKLMSSGQVVMSEL
VDPEAGAEPAEAKEKD*

>KT749720_CNGA1_Bowfin_23715-1-2
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MTAVINTHHTYLVPPRIVLQDMDEDLERMEIGESTDQCPPGAGAAFNVNKNNNNEEEEKKKKKKEKKEKK
DKKEKKEKKEKKKDKENAKKNKEKGTEKEKEKEKEKEKEKKEEPPKDIFIIDPAGNMYYNWLFVITMPVM
YNWTMIIARACFEELQHDYLVSWFILDYVSDIIYLGDMLFRTRTGYLEQGLLVKDEKRLRERYLQSPQFKL
DLVSMIPTDVLYFSFGLNFPEIRLNKLFRVGRMFEFFQRTETRTNYPNIFRISNLVMYIVIIIHWNACLYFSFSK
AIGFGADTWVYPDVTDPEFGRLLRKYAYSLYWSTLTLTTIGETPPPVQDSEYLFVVVDFLVGVLIFATIVGN
VGSMISNMNAARADFQARIDAIKQYMHFRKVSKDLEKRVIKWFDYLWTNKKAVDEREVLKYLPDKLRAE
IAINVHLDTLKKVRIFADCEAGLLIELVLKLRPQVFSPGDYICRKGDIGREMYIIKEGKLAVVADDGITEFVV
LSDGSYFGEISILNIKGSKAGNRRTANIRSQGYSDLFCLSKDDLMEALTEYPDAKAMLEEKGRQILMKDGLL
DLEVAKLGPDPKDMEEKVNKMYVSMETLQTKFARLLAEYESTQQKLKQRVTQIEKKITDPGQVEPSEPVD
PEAGVASAEAEAKTE*

>KT749721_CNGA3_Bluespot_ray_36860-6-1
MATVSTQRSYPALHRLSVRNNDEDLERIENGSSRTHSLCEDSSSELQAVTSAEPKDQHESRRSSFTGNGAFA
RLTNFIIVLRNWATQQIHDEDQRPDSFLERFRGPDIKDVSSRESNTQSAAGDPEHQGRSKKILAKFNVNKCN
NEENFCPLAQFNVNNNNNTNNNKDGGKVEEKKDVKKEEKKDEKKKEEKKDIYIIDPADNLYYRWLSIIAM
PVMYNWCMLVCRACFEELQTKHLALWLVLDYVSDAIYIVDSIVRFRTGFLEQGLLVKDGKKLRDNYMKM
PQFKLDTLSLLPTDLAYLTMGMNYPEVRFNRLFRFSRMFEFFDRTETRTNYPNVFRIGNLVLYILIIIHWNGC
IYYAISKSIGFGVDTWVYPNISHPEYGRLSRKYIYCLYWSTLTLTTIGETPPPVKDEEFLFVVIDFLVGVLIFAT
IVGNVGSMISNMNASRAEFQSKIDAIKQYMQFRKVSKDLEVRIIKWFDYLWINKKSINEKEVLKSLPDKLKA
EIAINVHLETLKKVRIFADCEAGLLIELVLKLQPQVYSPGDYICRKGDIGREMYIIKEGKLAVVADDGVTQF
VVLSDGSYFGEISILNIKGSKAGNRRTANIRSIGYSDLFCLSKVDLMEALTEYPDAKKILEEKGRQILMKDNL
IDEEAAKEGADPKDLEEKVERMEASLDTLQTKFARLMAEYKSTQLKLKQRITKVENKVKNFGSGYLSDGF
DSATDTEGGK*

>KT749722_CNGA3_Bamboo_shark_32916-1-2
MATISTHQSYPRVHRLSVRNNDDELERIENGNSRTHSLCEDTSSELQGVTSMETKGQPESRRSSFTGRGALA
RFTHFVIMVRNWTTRQMHSEDQRPDSFLERFRGPEIKDVSSRESNTQSAIGNLEHQGKSKSYRLLAKFNINN
CNNKEDDKVEEKKDEEKERKNDEKKKEVKKDWYVIDPSENLYYRWLSVIAVPVLYNWCMLVCRACFDE
LQVRNLTLWLVLDYLSDVIYVTDSAVRFRTGFLEQGLLVKDTKKLRQNYMRMPQFKLDVLSLLPTDLAYI
WLGFNYPEVRFNRLFRFSRMFEYFDRTETRTNYPNMFRIGNLVLYILIIIHWNGCIYYAISKSIGFGIDTWVYP
NISHPEYGRLSRKYIYCLYWSTLTLTTIGETPPPVKDEEYLFVVIDFLVGVLIFATIVGNVGSMISNMNASRA
EFQSKIDSIKQYMQFRKVSKDLEARIIKWFDYLWINKKTVDEKEVLKNLPDKLKAEIAINVHLDTLKKVRIF
SDCEAGLLIELVLKLQPQVYSPGDYICRKGDIGREMYIIKEGKLAVVADDGVTQFVVLSDGSYFGEISILNIK
GSKAGNRRTANIRSIGYSDLFCLSKADLMEALTEYPDAKKILEEKGRQILMKDNLIDEEAAKEGADAKDLE
EKVERMESSLDSLQTKFARLMAEYNSSQMKLKQRLTRVEKTVKIYGSGYLSDGLDSSTDIELGKQ*

>KT749723_CNGA3_Florida_gar_22780-1-1
MATISTQQSYPAVHRLSVRTNDDDLDRIENGNSRAHSLCEDTSSELQTAVSMETRGLPESRRSSFTGTGAM
ARLSRFIFALRSWATRRLHHEDQRPDSFLERFRGPDLKEASSRESNAQSATGNPDHPHRGKNRWPLANFNI
NNCNNTDDKKEDKKEEKKEEKKEEKKEEKKEEKKDEKKDDKKKEEEKKKEVFIVDPATDLYYRWLTIIAT
PVMYNWCMLICRACFDELQTKYITLWMVLDYSSDVIYFLDTFVRFRTGFLEQGLLVKDPKKLRENYMKTP
QFKFDLLSMVPTDIAVIKVGNNYPELRFNRLFKFARLFEFFDRTETRTNYPNIFRISNLVLYILIIIHWNACIFF
AISKTIGFGSDTWVYPNISHPEYGRLARKYIYSLYWSTLTLTTIGETPPPVKDVEYLFVVCDFLIGVLIFATIV
GNVGAMISNMNANRAEFQAKIDSIKQYMQFRKVSKDLEARVIKWFDYLWTNKKTCDEKEVLKNLPDKLK
AEIAINVHLDTLKKVRIFQDCEAGLLIELVLKLQPQVFSPGDYICRKGDIGREMYIIKEGKLAVVADDGVTQF
VVLSDGSYFGEISILNIKGSKSGNRRTANIRSIGYSDLFCLSKDDLMEALTEYPEAKKALEEKGKAILMKDGL
IDEEVANQSGDPKDLEEKVENLESSLDLMQTKFARLMAEFTSSQVKLKQRLTKMETKMKSLGSGELCDGN
EADSEAPKEEEKKDK*

>KT749724_CNGA3_Bowfin_24904-1-1
MATISTQQSYSAVHRLSVRTTDDDLDRIENGNSRNSRAHSLCEDTSSELQRAISMEARGLTESRRSSFTGTG
AMARLSRLVFALRNWAARRLHPEDQRPDSFLERFRGPELKEASSRESNTQSTAGNPDRPHRAKNHWPLAN
FNVNNCNNTDDKKEDKKEEKKEEKKEEKKEEKKEEKKDEKKDDKKDAKKDDKKKEEEKKNEVYIIDPAT
DLYYRWLSIIAVPVMYNWCMLICRACFDELQTDYITLWNVLDISSDIIYYLDTFVRLRTGFLEQGLLVKDSK
KLRENYVKTQQFKYDVISMVPTDIAVIKVGNNYPELRFNRLFKFARLFEFFDRTETRTNYPNIFRISNLVLYI
LIIIHWNACIFFAISKSIGFGTDSWVYPNISHPEYGRLARKYIYSLYWSTLTLTTIGETPPPVRDVEYLFVVCDF
LIGVLIFATIVGNVGAMISNMNASRAEFQAKIDSIKQYMQFRKVTKDLEARVIKWFDYLWTNKKTCDEKEV
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LKNLPDKLKAEIAINVHLDTLKKVRIFQDCEAGLLIELVLKLQPQVFSPGDYICRKGDIGREMYIIKEGKLAV
VADDGITQFVVLSDGSYFGEISILNIKGSKSGNRRTANIRSIGYSDLFCLSKDDLMEALTEYPDAKKALEEKG
KAILMKDGLIDEEAAKQGTDPKDLEEKVVKLESSLDLMQTKFARLMAEFTSSQTKLKQRLTKMETKVKK
MGSEEISDGMEADNEAAKAE*

>KT749725_CNGAX-Partial_E._cirrhatus_139717-3-6+102332-1-3
FVLNPSGNLYYNWLFVISVPVFYNLCLLICRACFDELQIKYITTWLICDYLSDAIYLLDI
WVRFHTGFLEQGLIVCDLQRLKENYVKTLYFKLDVVSVLPTDLGYLKLGLHWPELRFNRL
LRLHRISEFFGRVETRTNFPNLFRISNLILYIVVIIHWNACLYFAISKIIGLGSDTWVYP
DVSDPEFGTLSRKYVYSLYWSTLTLTTIGETPTPCRDSEYIFVVVDFLVGVLIFATIVGN
VGSMITNMNAARATFQARIDAIKQFMHFRKVSPELESRVITWFDYLWTNNKAVDERAVLG
VLPEKLRAEIAANVHLNTLKKVRIFADCEAGLLIELVLKLQAQVFSPNDYICRKGDIGRE
MYIIKEGQLAVVADDGVTQFVVLGDGNYFGEISILNIKGSKSGNRRTANIRSIGYSDLYC
LSKDDLMEALIEYPDAKKMLEEKGRQILVKDGLIDEEAANVEEPRNTTEQLDNLESGLEA
TKTRLASFLAETFATHAVLKQRITRLEILMKLVEE*

>KT749726_EPTCI_c139717_g3_i6
MQTIQQFQTIRNRILRTLIGLSSSSIFEENEERKKNLSGILQTFVLNPSGNLYYNWLFVISVPVFYNLCLLICRA
CFDELQIKYITTWLICDYLSDAIYLLDIWVRFHTGFLEQGLIVCDLQRLKENYVKTLYFKLDVVSVLPTDLG
YLKLGLHWPELRFNRLLRLHRISEFFGRVETRTNFPNLFRISNLILYIVVIIHWNACLYFAISKVNHCNLEKCQ
LKKK*

>KT749727_EPTCI_c102332_g1_i3
YKVHLKGPTLQNVIPNFPQAIGLGSDTWVYPDVSDPEFGTLSRKYVYSLYWSTLTLTTIGETPTPCRDSEYIF
VVVDFLVGVLIFATIVGNVGSMITNMNAARATFQARIDAIKQFMHFRKVSPELESRVITWFDYLWTNNKAV
DERAVLGVLPEKLRAEIAANVHLNTLKKVRIFADCEAGLLIELVLKLQAQVFSPNDYICRKGDIGREMYIIK
EGQLAVVADDGVTQFVVLGDGNYFGEISILNIKGSKSGNRRTANIRSIGYSDLYCLSKDDLMEALIEYPDAK
KMLEEKGRQILVKDGLIDEEAANVEEPRNTTEQLDNLESGLEATKTRLASFLAETFATHAVLKQRITRLEIL
MKLVEE*

>KT749728_CNGAX_G._australis_57616-1-3
MGRKSNNTNIGDCSNSNNNNNKGDNNDDDKADKDGVPTKEEPKPAPPPPPPPPTETPTPPKEVFVLDPSSTL
YYHWLCVVSIPIMYNLLMLVCRACFDELQTEHTYTWMTLDLLSDLLYLVDTWVRLHTGFLDQGLIVRDPK
RLRHNYTKTRTFRLDIISILPTDIVYIWLGPNFPEVRYNRVVRIYRMSEFFQRTETRTNFPNLFRISNLVLYIVV
IIHWNACVYFAISKAIGFGSDQWVYPDVNIPEYSHLMRKYVFSLYWSTLTLTTIGETPPPARDEEFVFVVCD
FLVGVLIFATIVGNVGAMISNMNAARAEFQTRVDGVKRYMRLRGVTRELQERVVAYFDHVWAYGKAGD
EAAVLASLPVRLRAEVASNVHMETIKKVRIFADCEAGLLIELVLKLKPQVFGPGEYICRKGDVGREMYIVK
EGRLAVVSDDGLKQFVVLSSGSYFGEISILNIKGSKSGNRRTANIVSVGYSDLYCLSKDDLMEVLTEYPDAK
QALEEKGRAILMKDGLIDEDCGNLGPDAKTLDQKVSRLETMLDGVHTRLARLLAQQGSSVASTRARLTSL
ETSVCGIYSALGNAAPRILTVTVPPDE*

>KT749729_CNGAX-Partial_M._mordax_41352-3-3
AAAAAALSAPRPELRFNRLLRLPRLLEFFERTETRTARPNAFRVANLVLYILVIVHWNACAYFAASRAIGFG
ADAWVYPDVRHPEHGRLARKYVYSLYWSTLTLTTIGETPAPVRDEEYAFVVADFLVGVLVFATIVGNVGA
MIANANAHRAAFQARVDAVKTYMRSRGVAADVEARVIRWFDHLWSSRKAADERQALGGLPDKLRAEIAI
NVHLDTLKKVSIFADCEAGLLVELVLKLRPVVYSPGDYICRKGDIGREMYIIKEGKLAVVADDGVTQFVVL
SDGAYFGEISILSIRGSLSGNRRTANIRSVGYSDLFCLSKDDLMEALTEYPDAKAMLEEKGRDILMRDNLIDP
RVAAAGDGAGGDGAGGDLGERVAAVDGAVRVLGERLAR

>KT749730_CNGB1_Bluespot_ray_37057-10-2
MTLIFLADCLLNLPIDLQCLRVVVHTHHTGTFGNGTCSLTLPERRMFTWIAKVAPQPPQPVRHLETSPEAKG
DSTPAEEQETVKAEKSKNEASGCCDAGTQGEADQTADASSGGGVLVWIVQQMNRFNLPKAVLDSEKNAG
NQEKEPSKESTTPSPAPEPAPPPAPEPAPSLAPEPAPPPAPEPAPSLAPEPAPPPAPEPAPSLAPEPAPPPAPEPA
PSPAPEPALVPEKAPAPNIQLSGQPSVGGAPSDQHQQDKDRRGGVLSWFVQGLKGVLPQPEEKRKPTEAAE
VSPAPQLIKEEPVNPQKEEPAVDTRPEPEIKPQQEAEVKEEVVATEAPEEPINHQAECSTSSAPTGTIIETLHSS
ASGNSLFEWLKQSLEKVIPQPTGIAMPASTKVETESITENKVPVEEKDPEVKVAEITEEVSKAVTIIEVAPAEP
IPDPVVKEAMPEGTAKTSEDDKSVFSWLVQGLGKVVPQPVTRSQLPKEDVETTAACSAEEAPSEMVLEDV
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DSDWDEEAQCHDAEAQTSECETLEQLTKQVIRIEVTPVGSSQLWNITEEPEPETDPMLPCEEIESNEDVQLT
GPVLIHEEVSCCEDIPATDSGQEKECEEIDQNEDPPVIDTTEEEASSEDQPPVLDQNSVCPEGTEQIVQPYYDE
VVEYQLIEAAEASHQHEEEEVLKTKLEQEDPPNASWPSVKIEDVDSEGDSLKSGQNKLPPIESSSSTSKGGTL
AVPSIHRTARRNKPSSHEASAGEPTQELHGEAWQSQTSLQVDDSFRSQQGSTSSITSAIVNERLQELVKLFKE
RTEQVKEKLIDPDASEDEGSPTASPSKAAPAAPAPPPEEKKEDEEKEEEHYCEMMCCRFKTRPWFRRIKSVG
LPSSVDPFSNPLYVLWLSIVVLAWNWNVWLIPVRCTFPYQTPDNIHLWLLMDYFCDLIYLTDMIIFQSRLQF
VKGGDIITARKLMRENYLKTQKFKMDLVSLLPLDILYLKLGFRVLLRVPRLLKYMTFLEFNDRLEAIMSKA
YIYRVIRTTIYLLYSLHINSCLYYWASDYEGIGSTKWVYDGEGNSYMRCYYWAVKTLITIGGLPDPETVFEI
FFQLVNYFMGVLIFSIMIGQMRDVVGAATAGQTYYRTCMDNTVRYMNLYKIPRGVQNRVRKWYEFTWES
QGMLDETELLVQLPDKMRLDIAIDVNYSIVSKVALFQGCDRQMVYDMLKRLKSVVYLPGDYVCKKGEIG
REMYIIKAGEVQVVGGPDDKTVFVTLRAGSVFGEISLLSVGGGNRRTANVVAHGFANLFILDKKDLNDILIH
YPDSQKLLRKKAKKLLSKDGGKAVKPAPKGFQHIIPPRPETPKLFLAALSVAGKYGIKGTFSLIKKKLMESA
SLQPIPQPPPSPVHRRSPVSVKKLEDVDDDDDEVISETVDSSVMIKMSPSHDGLKEQILSVEVPDVEEKSEK*

>KT749731_CNGB1_Bamboo_shark_41853-1-3
MFTWIAKVAPQPPQPVKHLEITPEVKSTSQPAEELQEEKTENFTENTEQASLPKNETDIPSNPGETQAEPDQV
PVPSSETSAGGGVLVWIAQNLSRLIPQHLGSPTLPKAAPAESEKEIEIKEEEPITVPDPTPAPDPAPVLDPALVP
ESVPAPDDQPLNRATPIAENPSIQDQRDGGRSGGVFRWFVQGLEKVLPQPEGKSRPTNVSVVAAEVSTAPQ
EETAKAQTEQSTAETMPEPVVKPEPEPEPEPEPEPELKVEVAVVPETPKEATVQQAELPTDTGSIVSVIEMPQ
SSASGSSMFGWVTQSLGKVIPQPVGSSVPVTAKVKMEPAPQEYEVPVEEKEPQLNVTNVNEEVPKAVTIIE
VVPADPTPEPIVKDENQPAGEPVTKTSNEEAKSVFSWLTKGLGNVVPQPVIKSQLTKEDDRTITACHAEEIP
VCIPKEMELEDIESDWNEEVQYLDAETQTSECEALAQVKTQTTATDVTVVKQSDEIPEEDEERQLWSITEEQ
EVEAEIVKVCEGSESSEDLPSEEAETVCEGTKSSEDQSPTDLVQICEEAKTDDNLPAAVNLTAICSEESDQTV
PPKLDEEASEDQVLATVENSPSQQEEEILKSELDQGDPHTTLWPSVNIEDVDSEGVTLTPENGQLPPTKVPSS
PYKSRTLTVPGVPMSARRSKSSYHENVDEPSEELPVQAWNSQTNLQVDDSFRDKQGSTTSITSAIVNERLQE
LVRSFKERTELVKEKLIDPDASEDEASPTASPTKKAVEAPAPPPPPEEEKEEDEEHYCEMMCCRFKTQPWIR
RIRGLGFPSSVDPFSNPMYVLWLSIVVFAWNWNVWLIPVRCTFPYQTPDNVHLWLLMDYFCDLIYVIDMA
FFQSRLQFVQGGDIITAIKPMRENYMKTPKFKMDLVSLLPLDILYIKLGFRPVLRFPRLMKYMTFLEFNDRL
EAIMSKAYIYRVIRTTIYLLYSLHINACLYYWASDYEGIGATKWVYDGEGNSYMRCYYWAVKTLITIGGLP
DPQTVFEILFQLVNYFTGVFIFSIMIGQMRDVVGAATAGQTYFRNCMDNTVRYMNSYRIPRFVQNRVRKW
YEFTWESQGMLDETELLVQLPDKMRLDIAIDVNYSIVSKVALFQGCDRQMIYDMLKRLKSVVYLPGDYVC
KKGEIGREMYIIKAGEVQVVGGPDGKTVFVTLRAGSVFGEISLLSVGGGNRRTANVVAHGFANLFILDKKD
LNDILTHYPDSQKLLRKKAKKLLSKDDGKDVKPQPKGIQHIIPPRPETPKLFLAALSITDKFGIKGTFSLIKQK
LRESAKMKPHPMPPASPVHRRSPVPVEKVEDDYDDEVVSESSDYSVVIRMSPSHRKDKEQILSVEVPAEEEE
DSEK*

>KT749732_CNGB1_Florida_gar_28066-1-2
MPLEETPALQEASQEPPTHPRILAMQQEDAETQTERWTPLLQAIQQEAEAAARAALEDRLRQEKMATEKTT
EELGERAEQSVGELDDGEQRLLVDVCPAGGFPSALHTELGEDGTPAASEGSPAPPEAATEPEEEPVREGSPG
KQQSPVGEACAVQEPEPEPEPEPEPEPQPEPEPEPEPGPEPEHEPETGPELEPEPEHEPETGPEPEPEPEPEHEPE
PGPEPEPEPEPEAEPEAGEGGSPAQQPQRVQESPVREVPPAEDLREEEAQEAEPVTQQPDTTEALEPPAGAH
QEEESQAVEEECGESSRLSIHPSVNVEDVDSDGDASGGHQKTSPVILPSSPYTSKTLTVPGVPVAARSSSPDK
EKKLYSQEESMEDAETTVKAWPSQTSLLSEDEMRERPASAASQTSTIVNERLQELVKMFKERTERVKEKLI
DPDESDKDSPSATPEKKLPPPPPPPEEKKEEPAPKKEGEEHYCEMLCCKFKTMPWMTRLKEYRFPQSIDPFT
NLIYVLWLFFVTAAWNWNVWLIPVRWAFPYQTPDNIHLWLLMDYLCDTIYILDILVFQPRLEFVRGGDIVC
DRKDMRENYMKSHRFKMDLIALFPLDLLYLKVGVNSLLRFPRLLKYMAFFEFNDRLEAIMSKAYIYRVIRT
TAYLLYSLHCNSCLFYWASDYEGLGSTKWVYDGIGNSYIRCYYFAVKTLITIGGLPDPTTLFEIIFQLINYFV
GVFAFSIMIGQMRDVVGAATAGQTYYRACMDNTIKYMTSYRIPRDVQNRVKTWYDYTWQSQGMLDEQE
LLIQLPDKMRLDIAVDVNYSIVSKVALFQGCDRQMIYDMLKRLKSVVYLPGDYVCKKGEIGREMYIIKAGE
VQVLGGPDGKTVFVTLRAGSVFGEISLLAVGGGNRRTANVVAHGFANLFILDKKDLAEILVHYPESQKLLR
KKAKKMLTKDKKPTDEKAEQKTGKKAIPLQPETPKLFQAALEVTEKSGIKGTFSKLKQKWHKSSSVEPSSS
VPVPPGSPVHRRSPIPRELPEVEEEDIVSQASDSSMLIRMSPGHHGREQVLTVEVSPKEEGEPTGEAAPAAEG
DPKGEGESKK*

>KT749733_CNGB1_Bowfin_24179-1-3+23872-1-1
MILEEVESDWENEPGAQAETLEMLPAPREPPSHPRLRAVLLEDAETQTERWTPILHLTPPETDGVRQDPKAV
EEPVQETAEEPLEEVTENLDDGEELHNIQEEENEEDPELRLIQEESEEAEEEENKFTECLVDVCPAGGFPSPPP
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PESVEEEKAAAGEQTHPQLGPEARVEGDPDGGVQKTGEVSPEQGQSAVKEDSPVRVSEAAKQPSPVEEEPQ
EVKQESPVKEPSPGQDPEPQPQPEPEPVQDAEAVKELVPVREESPVKEVQPTPAQKGVAACEPQPVTQQPK
RSEEVSPTASVNQEEETEAVEENCGEGSRVNVHPAVNVEDVDSDKDSSDSPRKLPLVLPPQSPYTSKTLTVP
GVSVASRSRSLELEKKLYNQEDSVEETETTVRAWPSQSSLLMEDGGRERPASVTSQTSAIVNERLQELVKM
FKARTERVKEKLVDPDDSDEESATSSPVKKAAPPPPPPP
PEEKAEPEKKEEEEHYCDMLCCKFKTMPWMRQLKRYHFPKSIDPFTNLIYVLWLFFVTLAWNWNVWLIPV
RWAFPYQTPDNIHLWLLTDYLCDTIYILDILVFQPRLQFVRGGDIVCDKKDMRENYMKTLRFKMDLISLFPL
DLLYIKVGVNSLLRFPRLLKYMSFFEFNERLEAILSKAYIYRVIRTTAYLLYSLHCNSCLFYWASDYEGLGST
KWVYDGIGNSYIRCYYFAVKTLITIGGLPDPTTLFEIIFQLVNYFVGVFAFSIMIGQMRDVVGAATAGQTYY
RACMDSTIKYMTSYRIPRDVQNRVKTWYDYTWQSQGMLDEQELLVQLPDKMRLDIAVDVNYSIVSKVAL
FEGCDRQMIYDMLKRLKSVVYLPGDYVCKKGEIGREMYIIKAGEVQVLGGPDGKTVFVTLRAGSVFGEISL
LAVGGGNRRTANVVAHGFANLFILDKKDLSEILVHYPESQKLLRKKAKKMLSKDKKPQGEKPTSTQVIPPR
PGTPKLFQAALQATEKSGMKGTFSTLKQMAHTSSSDEPSSSMPIPPGSPVHRRSPVPRELPEEDEEEDVVSEA
SDSSMLIRMTPAHDGHEELLSVEMPHTEEEEPKE*

>KT749734_AMICA_c24179_g1_i3
MILEEVESDWENEPGAQAETLEMLPAPREPPSHPRLRAVLLEDAETQTERWTPILHLTPPETDGVRQDPKAV
EEPVQETAEEPLEEVTENLDDGEELHNIQEEENEEDPELRLIQEESEEAEEEENKFTECLVDVCPAGGFPSPPP
PESVEEEKAAAGEQTHPQLGPEARVEGDPDGGVQKTGEVSPEQGQSAVKEDSPVRVSEAAKQPSPVEEEPQ
EVKQESPVKEPSPGQDPEPQPQPEPEPVQDAEAVKELVPVREESPVKEVQPTPAQKGVAACEPQPVTQQPK
RSEEVSPTASVNQEEETEAVEENCGEGSRVNVHPAVNVEDVDSDKDSSDSPRKLPLVLPPQSPYTSKTLTVP
GVSVASRSRSLELEKKLYNQEDSVEETETTVRAWPSQSSLLMEDGGRERPASVTSQTSAIVNERLQELVKM
FKARTERVKEKLVDPDDSDEESATSSPVKKAAPPPPPPP

>KT749735_AMICA_c23872_g1_i1
PPPPPEEKAEPEKKEEEEHYCDMLCCKFKTMPWMRQLKRYHFPKSIDPFTNLIYVLWLFFVTLAWNWNVW
LIPVRWAFPYQTPDNIHLWLLTDYLCDTIYILDILVFQPRLQFVRGGDIVCDKKDMRENYMKTLRFKMDLIS
LFPLDLLYIKVGVNSLLRFPRLLKYMSFFEFNERLEAILSKAYIYRVIRTTAYLLYSLHCNSCLFYWASDYEG
LGSTKWVYDGIGNSYIRCYYFAVKTLITIGGLPDPTTLFEIIFQLVNYFVGVFAFSIMIGQMRDVVGAATAGQ
TYYRACMDSTIKYMTSYRIPRDVQNRVKTWYDYTWQSQGMLDEQELLVQLPDKMRLDIAVDVNYSIVSK
VALFEGCDRQMIYDMLKRLKSVVYLPGDYVCKKGEIGREMYIIKAGEVQVLGGPDGKTVFVTLRAGSVFG
EISLLAVGGGNRRTANVVAHGFANLFILDKKDLSEILVHYPESQKLLRKKAKKMLSKDKKPQGEKPTSTQV
IPPRPGTPKLFQAALQATEKSGMKGTFSTLKQMAHTSSSDEPSSSMPIPPGSPVHRRSPVPRELPEEDEEEDV
VSEASDSSMLIRMTPAHDGHEELLSVEMPHTEEEEPKE*

>KT749736_CNGB3_Bluespot_ray_35987-1-2
MFHKLGFGFRKVTPKQPEPKTVEIPEVGQQSTEQESETAKNESRKTEEEVMVVKIAPTNTEQAVTSETSLW
KNATKVTPSTEEAKSQERSEAIPNLLLRKHESKDKETGFNNSLSNEREPQATVLNSDYADAQMQSLVQRMR
ERTSLYKEKLFEQDSTSSDQTLPPTPVKKPPPAKEVNDKMPPPPDKDKKDEEKPEKEKDEAKLEEELGCDIL
GCKFKRHSIKKFVQQLKIPESIDTFSDLHYMVWISFVVLAWNWNCWFIPMRWAFNYQDPQFLSIWLTIDYL
CDFIYLLDMLVFQVRLQFVKQGDIISDKIEMRKHYMKSLKFKLDLASIIPFDLLYLLLDYNPLFRLNRLLKYS
IFFEFNNQLESVMKKAYIYRIARTVGYLLFLLHVNACLYYWASDFEGIGSNKWVYNGRGNRYLRCYYWA
VRTLITIGGIPEPVTLFELVFQGCNYFTGVFVFSSLLGQMRDIIGAATAGQSYYQTSLDNTVAYMNTYSVSR
YVQNRVRKWYEYIWESQGQLDVSEMMEGMPVKMQLAIAIDQNYEIVSKVDLFKECDQQMIYDMLLRLKS
VVYLPGDFVCKKGDIGKEMFIIKSGQVQVLGGPDGKTILVTLKAGSVFGEISLLAAGGGNRRTANVVSSGF
TNLFILNKITLNEILVYYPDSQKILKKKAKKLFAGDKAKKADVHQPANNGLLFLFRQRPDTPKFYHIMLAAI
KEKGLDLLSKFKETETKLKVHNQMKLDATTVGTKNIKKFSPTDNERLEGNECSKTEEKARTCE*

>KT749737_CNGB3_Bamboo_shark_40333-1-5
MFSKLWVQKVTPKQEVLEGIQKVTSQQKDQKSKEQETKVRENESLKAEEKDTEFKSVSTNTQAMSQSPPC
WNRTKEPKSQTTNATVSKQGVESSLHIEPASMEEEVGLHNTSSSECEQEQRVFLSDRADAQLHSLVLRVRE
RTSLYKEKLISEDGSSSDETPPASPSKKAPAPKDDEEKQQQEISHDETKTEEAYYCDMVCFEFKRLSIKKIIH
KLRIPESIENSDWRYVLWLFLVALAWNWSCWFIPVRWAFNFQTPDTLPYWLTMDYICDFIYLLDMLVFQT
RLQFIKQGDIINNKEEMKKYYMQSLKFKLDLASVIPFDLFYLVFDCNPLFRLNRLLKYLAFFEFNYRLEAIM
EKAYIYRIVRTTGYLLYLLHINACIYYWASVYEGISSTKWVYNGKGNRYLRCYYWAVRSLITIGGISEPVTL
FEIIFQGCNYFIGVFVFSSLLGQMRDIIGKATTEFSYYQSSIDNTMNYMNAYSVSKCVQNRVRKWYEYTWE
SQGLLASSELLENLPVKMQLSIAIDQNYAIVSKVDLFKECDKQMTYDMLLKLKSVVYLPGDFVCKKGDVG



file:///D|/File_2_Protein_sequences_fasta.txt[30/06/16 14:48:56]

KEMYIIKTGQVQVLGGPDDKEVLVTLKAGSVFGEISLLAGVGGNRRTANVIASGFTNLFILDKKTLNEILMN
YPDSQKVLKRKARKLFPVEKDKSKSKCNPANTSIFLIRPKQDTPKLFNILLLAVKSKGLTLLRRFLKMETKVI
*

>KT749738_CNGB3-Partial_Florida_gar_26657-2-1
MFNKLKSGLGKVIPQKSEVTKNPEDLTQPAASVAPAPPSTANAKPEAQEQKPKEKQNAATKEADPKSAPC
APAPAPQAPPSEPPQKAKDVLNSERKAEDLADSPGDPACQEEVGPASVPIIINKYTDDHLRDLVKRLKERTA
LYREKITDKNASSPEPSPPPSPLKKPPPKKEEKKDEKKDEKKEEAQVEEAKPDEEHYCNMLCCKFKTKALK
DKLKKCKLPESLDEFTDRRYIFWLFIVSLAFNYNCWFIPARMAFPCHTAKSIPYWIFFDTLSDIIYIVDTLVFQ
TRIQFVRGGDIIYDRKEIKKHYRESARYRIDLISVLPIDLLCFRFGFKSVFRINRFMKRESFFDFNDRLEGIMSK
AYIYRVIRTTGYLLYILHLNACLYYYASDYEGIGSTKWVYDGEGNAYLRCYYWAVRTLITIGGLPEPVTVF
EIVFQLLNYFTGVFVFSSLIGQMRDVIGAATAGHTYFRASMDSTVAYMNTYNIPKLVQNRVRTWYNYTWA
SQGMLDESELLEQMPMTMRTAIAVDVNFNSVSKIELFKGCDNQMIVDMLLRLKSIVYLPGDYVCKKGEIG
REMYIIKQGEVQVLGGPDGTKVLVTLRAGAVFGEISL

>KT749739_CNGB3_Bowfin_26035-1-1
MFSKLKWGLGKILPQPDDGRKPEDPTPPAAEDPKPKAQEEKPKEKENETKQEANAQPPTSAHDADPNKEA
PKSDEKPAEPANNEQGAPSGPEDAAPAPAPAPIIINTFSDTQLRMLVQRLRQRTAQFREKLIDKDASSPEPSPP
TTPIKKPPEKKEEKKEEKKDEKKDEKKDEKKDDAKVEEVKPEEEHYCNMLCCKFKTKPLKDKFKQYQLPD
SLDEFTDRRYIFWLFVVTLAFNYNCWFVPIRMVFPYHTDRSIPIWIFFDLLADVIYIVDILVFQTRLQFIRGGD
IIYDKEEIKKHYRSSLKFTNDILSVLPFDLLYLKFGFKSVFRVNRFLKHESFFDFNDRLESIMSKAYIYRVIRTT
GYLLYILHLNACLYYAASFYEGIGSTKWVYDGDGNEYLRCYYWAVRTLITIGGLPEPVTVFEIVFQLLNYFT
GVFVFSSLIGQMRDVIGAATAGQTYFRASMDNTVSYMNTYKIPRQVQNRVRTWYNYTWDSQGMLDESEL
LEQMPTVMRTAIAVDVNFSTVSKIELFKGCDNQMLVDMLLRLKSIVYLPGDYVCKKGEIGREMYIIKQGEV
QVLGGPDGTKVLVTLRTGAVFGEISLLAASGGNRRTANVVAHGFANLFILDKKDLNDILVHYPDSQKVLSR
KGRKLMKDKGKKAGPVEERQKGNALFTTRPPTPKLFRTLLNARGKGVFGNFKGAS*

>KT749740_CNGBX_G._australis_58615-1-2
MFRRLRGSLCRVAPLLTPDGDSSPTQANGKDDQNPPNSNASPTPESKACGQPSDAQAQSKTSPEGAGAKEA
PIPNQPLPSSTATPGCAQEQINDEREDKEVAEKSLADPLMMELDAERQAHIRDLVERFRLRMETMKEHIMD
PDASSPEPSPEPSPIKKAPAQAPPPPPVKEEEKKEETAPEVTPDQQECEMLCCRFKQRPWMEKFKKLKIPQTI
DACSDKIYLMWLMLVTLAFHWSCWLLPLRLSFPVHTPNTMFFWYIGDYTCDAIYLFDILVMQRRLQFVNR
GDIIKDQKETSKHYYHSEKFKSDLVSLLPLDILYLKFGPSALFRLPRLVKYNAFFEFNDRLEANLDKAYIYRV
IRTTGYLLYSLHLNACLYYFVSDMEGLGSTRWVYDGKGNRYVRCYYWAVKTLITIGGLPEPSNILEIVFQL
CNYFLGVFVFSIMIGQMRDVIGAATAGQNYYRACMDNTLGYMGMNNIPRAIQNRVRMWYEYTWASQGM
LDESELLDKLPTKMRLEIAIDVNYTIVSKVDLFKGCDRQMIYDMLLRLKSVVYLPGDFVCKKGELGREMYII
KAGEVQVVGGPDNKIVFVTLKAGAVFGEISLLAVGGGNRRTANVMAHGFANLFILDKRDLTEILRIYPESE
KLLRKKAKKLLSKDKNKATGDAAPVVRGFASIFPEKPPTPKFLRLIQMASRNAAKNKQM*

>KT749741_CNGBX_M._mordax_39552-1-3
MFRRLRGSLSKVAPILTPDEDSSSTEANGKDGNSPNSSTSPTPESKACDQPSDAQAQPSDAQAQSKTSSESSG
GAAEEDPDTCVPLPPSAATARSAREQTHDEREDKEVDEEGPADPSNLKLNPEVEQHIRNLLERFRTRTEIMR
EHIMDPDASSPECSPETSPKKKTPSKAPPPPQVKEEAKKEEVAPEATTEQHECKMLCCRFKRRPWMEKLNK
LRLPQTIDPCADRIYLIWMMLVTLAFQWNCWILPLRLSFPMHTPDAMFFWYTVDYTCDAIYLLDILIMKRR
LQLVHKGDIITDPKETAKFYYRSKTFKWDLLALLPLDILYFKFGPSAMFRLFRLIKYHSFLEFNARLEATMG
KPYIYRVIRTTGYLLFSLHINACLYYFVSDMEGLGSTRWVYDGKGWRYTRCYYWAVKTLITIGGLPEPSNV
FEIIFQLCNYFLGVFVFSIMIGQMRDVIGSATAGQNHYRACMDSTMQYMITNKIPRAVQNRVRMWYEYTW
TAQGMLDESELLDKLPTKMRLDIAIDVNYDIVSKVDLFKGCDRQMIYEMLLRLKSVVYLPGDFVCKKGEL
GREMYIIKEGEVQVVGGPNNKIVFVTLKAGSVFGEISLLAAGGGNRRTANVMAHGFTNLFILDKRDLTEILR
AYPESQKLLRKKAKKLLAKDKVKNTGNAAPVAKGFANIFARKSETPKLLRLVRMMKLNEQK*

>KT749742_CNGBY_E._cirrhatus_138315-3-2
MARTTPTAASARTTPKAASARTTPTPAAAHTISTAASTRTKRATASKLTKLPAGSTHTTLPVISTRIKVAAAP
TGMKELTRTTPQASSILNSPPSESTRTTLQVPSTHTTLPPKSILPLPLATSTYSAQSLASPGTLQPPPAFSRSIHL
PPGSSQDGFFNPAFSPDSPVQQVTIVEQPSASVKSVDSEGEVGADAESDGALNLIHASQGSHTARHSLTVPS
QTPQANSLQESEASMNNSESNENSSFRSATPAQVTKQLSKLTQRLRSRTATVKQRIFHSDESSTESSDSDSTV
KKIKPVIKEEPPTKQAPQVPTAPSLEDPGIDGGSTRRTWHFHRPHIPASIDPYTDHIYVLWLFLVTLAFNWNM
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WMVPMRAAFPLGQNGPWALWFTGDYVSDALYLGDILLLQPRLQFVHYGDIITDKKEMKKNYLHSLRFKF
DVVSLLPLDLLYFVVGFNPLLRIPRFLKFWTFFEFNDRLEAILSKAFIYRVIRTTCYLLYTLHLNACLYYWAS
NYEENKASVWTYDGEGNHYIRCYYFAVKSLLTIGGLPDPTSLFEISFQLLNYFLGVFAFSVIIGQMRDVIGA
ATAAKTHYRTSMDGALAYMASYSIPRAVQNRVRSWYEYTWASQGMLDEMELLEQIPAKMQLDIAIDVNF
DIVSNVELFKGCDTQMIYDMLVRLRSVVYLPGDFVCKKGEIGREMYIIKSGSVQVLGGPDGRLVLVTLRTG
CVFGEISLLAVGGGNRRTADVVAHGFTNLFILEKKDLHSILHYYPDSQRLLRKKAKRLLSKGTKGPKKKAK
KRPEPIIPPRPPTPVLFRVMMSVANHSGLLGRLMQRAKRGEPVAPEVPMEPTKPLHSQSPPPSPVHQHSPSHR
RLEPPHGNSDEEVVSNMSDQSLTIHVAHSSSGDDDQLTVGTGDEGGPNKAKGPGD*

>KT749743_CNGBY_G._australis_55649-1-1
MVNPVDHAGDSGPSAWLAGPRGLAARLVWTLLRRGRVGPTADVSPRSPQPEGLAQGAIKSASSEDDRSAI
GTVSTAQERQSGAGPSRPSVRVGHVACDDHDGPPGPVAMPGLAFSTLPPAASPQPQAGGSQPSHTLAVPTA
SSRRKFSSPTSSVDEASQHTGDEQVDFQPSPSHSRARADSLTSQCSVSVTERLHEISRQFRSRTQEVKERIIDP
DESLSDTSPPPSPAKVAPVTPTPAEGEAKGEAGGQPDGQQQQQEDLGYACHMLCCKLKRRPWMRRLRIPK
SIDPYTDHFYVLWLLLVALAFHWNCWLIPVRCTFPYVTAGNLAAWLAADYACDAVYVVDMAFFQTRLQF
ISNGDIITDPKEMRKNYMKSQRFKMDMLSLIPLDLLYLQFGFNPLFRLPRCLRYMAFFEFNDRLEAILTKAFI
YRVIRTTGYLLYSLHLNACLYYWASDYEGIASTKWVYNGLGNHYIRCYFWAIKTLITIGGLPDPENLFEIIFQ
GCNYFTGVFAFSVLIGQMRDVIGAATASKTRYRDCVDSTVAYMNANRIPKYVQNRVRTWYQYTWQALG
MLDESELLDQMPAKMRLDIAVDVNYQIITNVQLFKGCDKQLLQDMLVRLKSVVYLPGDYVCKKGEIGKE
MYIIKSGEVQVLGGPNGMTVLVTLKAGAVFGEISLLSVGGGNRRTANVVAHGFANLFILNKQDLNEILIHY
PESQRLLRKKAKKLMSSNKEKKAPPPRKPHTRPLLQAKQETPKIIRTILAAARNSGLRGTFERLRNHMNKPS
TQPDVLPASLAASPAASPAPSRAASPPDSPPPQEGSGPRHPTTTVEEDEEDLSEWSDQSTSRPVVHRPAEEAS
TPRARSGARGREAGD*

>KT749744_PDE6G_E._cirrhatus_60367-1-1
MSGGGGILAPTKVTGGPVTPRKGPCKFKQRQTRQFKSKPPKKGIQGFGDDIPGMEGLGTDITVICPWEAFSH
LELHELAQFGIV*

>KT749745_PDE6G_G._australis_31619-1-1
MLTPTAVTDPTSHRQHHQLASSSAASSTASASSQKKGSRRERLKGVKKGTRVGDMNLAAANTSGALMAP
TKVSGGPATPRRGPPKFKQRQTRQFKSKPPKKGIQGFGDDIPGMEGLGTDITVICPWEAFNHLELHELAQYG
II*

>KT749746_PDE6G_Bluespot_ray_30603-2-1
MAANPLEIQPNLKAQEMALTLEPPKPAGEIKSATRVTGGPATPRKGPPKFKQRQTRQFKSKPPKKGVQGFG
DDIPGMEGLGTDITVICPWEAFSHLELHELAQYGII*

>KT749747_PDE6G_Bamboo_shark_28892-1-1
MAANPLEIQPNLKAQEMALSLEPPKPLGEIKSATRVTGGPATPRKGPPKFKQRQTRQFKSKPPKKGVQGFG
DDIPGMEGLGTDITVICPWEAFNHLELHELAQYGII*

>KT749748_PDE6G_Reef_shark_36679-1-1
MAANPLEIQPNLKAQEMALSLEPPKPAGEIKSATRVTGGPATPRKGPPKFKQRQTRQFKSKPPKKGVQGFG
DDIPGMEGLGTDITVICPWEAFNHLELHELAQYGII*

>KT749749_PDE6G_Florida_gar_30259-1-3
MNLEPPKPEIKSATRVSGGPATPRKGPPKFKQRQTRQFKSKPPKKGIQGFGDDIPGMEGLGTDITVICPWEAF
SHLELHELAQFGIV*

>KT749750_PDE6G_Florida_gar_30259-2-2
MNLEPPKPEIKSATRVSGGPATPRKGPPKFKQRQTRQFKSKPPKKGIQGFGDDIPGMEGLGTDITVICPWEAF
SHLELHELAQYGII*

>KT749751_PDE6G_Bowfin_23402-2-1
MNLEPPKSEVKSATRVTGGPATPRKGPPKFKQRQTRQFKSKPPKKGVQGFGDDIPGMEGLGTDITVICPWE
AFSHLELHELAQYGII*
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>KT749752_PDE6H_G._australis_57194-6-2
MSETPNTLAAPESHVGPTTPKKGPPKFKQRATRQFKSKPPKPGAKGFGDDIPGMEGLGTDITVICPWEAFSH
LELHELAQYGIV*

>KT749753_PDE6H_M._mordax_36958-1-1
MSANTSNSLAAPVSHVGPTTPKKGPPKFKQRATRQFKSKPPKPGAKGFGDDIPGMEGLGTDITVICPWEAFS
HLELHELAQYGIV*

>KT749754_PDE6H_Bluespot_ray_36371-5-1
MNAISAPTKTAGGPTSPRKGPPKFKQRATRQFKSKPPKAGVKGFGDDIPGMEGLGTDITVICPWEAFSHLEL
HELAQYGIV*

>KT749755_PDE6H_Bamboo_shark_56213-1-1
MNISPTNISGGAMSPRKGPPKFKQRATRQFKSKPPKAGVKGFGDDIPGMEGLGTDITVICPWEAFSHLELHE
LAQYGIV*

>KT749756_PDE6H_Reef_shark_2117-1-1
MSAITPPTNTSRGPISPRKAPPKFKQRATRQFKSKPPKAGVKGFGDDIPGMEGLGTDITVICPWEAFSHLELH
ELAQYGIV*

>KT749757_PDE6H1_Bowfin_22156-1-1
MNITTNTSNPTTPTHVTGGATTPRKGPPKFKQRQTRQFKSKPPKKGIKGFGDDIPGMEGLGTDITVICPWEA
FSHLELHELAQFGII*

>KT749758_PDE6H2_Bowfin_598-1-1
MNAQPPAGSALSAPAPIEAGATPKKGPPKFKQRQTRQFKSKPPKKGIKGFGDDIPGMEGLGTDITVICPWEA
FSHLELHELAQFGIV*

>KT749759_PDE6I_Florida_gar_30259-1-1
MNISVNPTTPTKVTGGPTTPRKGPPKFKQRQTRQFKSKPPKKGVKGFGDDIPGMEGLGTDITVICPWEAFSH
LELHELAQFGIV*

>KT749760_PDE6I_Florida_gar_30259-1-4
MNISVNPTTPTKVTGGPTTPRKGPPKFKQRQTRQFKSKPPKKGVKGFGDDIPGMEGLGTDITVICPWEAFSH
LELHELAQFGII*

>KU748578_HSP90_G._australis_53735-1-1
MPGETTGPTMDEETETFAFQAEIAQLMSLIINTFYSNKEIFLRELISNSSDALDKIRYESLTDPSKMDSGKELK
IDVIPNRNERTLTINDTGIGMTKADLINNLGTIAKSGTKAFMEALQAGADISMIGQFGVGFYSAYLVAERVS
VVTKHNDDEQYLWESSAGGSFTVRLDSGESIGRGTKIVLHLKEDQSEYLEEKRIKDIVKKHSQFIGYPITLFV
EKERDKEVSDDEAEEEKEEKKEEEKEAETEDDKPKIEDVGSDDEADKEGEKDKKKKKKIKEKYVDKEELN
KTKPLWTRNPDDITQEEYGEFYKSLTNDWEDHLAVKHFSVEGQLEFRALLFVPRRAPFDLFENKKKKNNIK
LYVRRVFIMDNCEDLIPEYLNFIKGVVDSEDLPLNISREMLQQSKILKVIRKNIVKKCMELFTGLAEDKENY
KKFYEQFSKNMKLGIHEDSQNRKRLSEMLRYHTSVTGEDVCSLKEYVSRMKENQKHIYYITGESKEQVSNS
AFVERVRKRGLEVVYMTEPIDEYCVQQLKEFDGKTLVSVTKEGLELPEDEDDKKKQEEAKAKYENLCKV
VKEILDKKVEKVTVSNRLVASPCCIVTSTYGWTANMERIMKAQALRDSSTMGYMAAKKHLEINPEHPIVET
LRQKAEADKNDKSVKDLIILLFETALLSSGFSLDDPQTHSNRIYRMIKLGLGIDDDEPIPDETTPSVAEEMPPL
EGDDATRMEEVD*

>KU748579_EMC7_G._australis_51617-1-1
LAGAVASSSSVASSSSVSFIEAEDANGERFKIEGRVSVLGLKVPEWVSGAQVLVEGGEYSGLLRTDGSFTVH
NVPSGSYVVEVASPSFKFDPVRVDITSKGKIRARKLNYIKSSEVVPLPYPLRVRSLGSPNYFMKRETWKWTD
FLFNPMVLMMALPLLIVFLLPKVMNTNDPEMRKEMEQSMNMLTPNKDLPDVSELMTRIFTTKKPVKSSSST
KVSKPGPVKRR*

>KU748580_G6PI_G._australis_43341-1-1
MAGLTSDPAWKRLGEWHGKHSASLKMRQLFDKDPERFAKFSLLLNTDGGELLLDYSKNLITPEVMGLLLD
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LARSRGIEKARDRMFSGEKINFTENRAVLHVALRNRSNKPMVVDGKDVMPDVNAVLDKMRGFCERVRSG
QWKGYSGKAITDVVNIGIGGSDLGPLMVTEALKPYSKGGPNSWFVSNIDGTHMAKTLAVLDPETTLFIIAS
KTFTTQETITNAESAKEWFLKKAGDPAAVAKHFVALSTNGAKVKAFGIDTNNMFEFWDWVGGRYSLWSA
IGLSIALHIGFDNFEQLLSGAHWMDNHFCSAPLEKNAPVLLALLGVWYGNFYNAETHALLPYDQYMHRFA
AYFQQGDMESNGKYITSSGRRVDYSTGPIVWGEPGTNGQHAFYQLIHQGTRMIPADFLIPAQTQHPIRDGL
HHTILLANFLAQTEALMKGKTTEEARGELQAAGLKGDALDKLLPHKVFEGNRPTNSIVFDKLTPFMLGALI
AMYEHKIFIQGVIWEVNSYDQWGVELGKQLAKAIEPELSSSGEVTSHDSSTNGLIGFIKQHRQ*

>KU748581_SNRPD3_G._australis_90835-1-1
MSIGVPIKVLHEAEGHIVTCETNTGEVYRGKLVEAEDNMNCQISNVTVTFRDGRVAQLEHVYIRGSKIRFLI
LPDMLKNAPMLKSVKNKNPSAGAGRGKAAILKAQVARGRGRGGFSRGNIFQKRR*
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