
>1_Loxodonta_africana_AAGU03027606_endogenous 
GIRKLSRIRGLGRVCLPLWSR--FHNVTPGLIFLGYFMEGLHEALAGAGVKIRSAYISTS 
ESQGQTIKATASPPPLVAFEEASVYKLRCDVLLGVV-GSSAKIHSNAEQVRRKLNAFMVI 
DWKR-VQGTANLLIGYPAGPIIDWINRQSWVESLVFKLLSTNFASPEKKVMEQVHM-DSY 
APMTAYDMVHGSLD-CVDGMIA-SDLLTEIPAFMETSKNVKAWLGNLLEYGEAV-HSAVA 
QFAPWKFPSLSAAASY-TKKHTVPSGAFAAPE-TPRATVTIPVLAGASGSLIVRSGGLSG 
PVSADIANILTML 
>2_Loxodonta africana_AAGU03066204_endogenous 
GIGKLEDLALNVKTFFDPVWRSRFNEAAPGLTFLCYLIEGLHEALASTGVKIRSAYIST- 
GE-WGTVKGTASLLPLIALEVASIYKFGCDVLFGVVFGSSAEIRSDVEQVQKRYSTFMVS 
IRKDKYKDAANLLVVYPAGLVLDWIN-QLWVGSLVHNLVSTDFGSPKKEMERVCMV-ASY 
TQMTTCNTIGRYLQQCMDGTIA-QDLLS-IPAFIES-KNVKARPGNFFEYSGAIQHCCLR 
TSPR-------------------------------------------------------- 
------------- 
>3_Loxodonta_africana_AAGU03022981_endogenous 
GIGK-EDVEINVKAMFDPEHRSKPDPATPCLIFLCLTAGELHDPLVAAGVKVRSAIKIVQ 
GGVL-------------------------------------------------------- 
-----------ALQLLTKRSAVQIRQ--VLLGNSMGQFYSVLRVYESKKLMVQVKVVSSY 
S-MTTYDK-RAYLNQFFNG-NC-YHMLLRSQHSLKLRSTQQMYWRSYLQYAGTDPYEEVL 
RLAPKEFPDLSTAANYWNRKNTPS-GGFQASECTPGSTI--------------------- 
------------- 
>4_Ictidomys_tridecemlineatus_AGTP01124043_endogenous 
GIGDEKDLRKNVIALLEADRRALYHAVTPSLVFLCLLIPSLHAALIYGGVPRESYLTTPV 
TKGDQVLIKTA-DRELSELEVSSIFNHCCSLLIGVVIGSSAKIRAGAEQIRKRFKTLMAS 
INRPAHGDTATLLQTFNPHEAIDWINSQPWVGSLVLSLLTTDFESPGKEFMEQIRLVASF 
AQMTTYTTIKEYLNECMDATLMIPAVAGEIKEFLDTASKLKADHGEIFKYLGAIRHPDAI 
KLAPRSFPNLASAAFYWSKKENPTMSGYRASTIVPGAIVKEAQLARYRRREISRGEDGSH 
IPDEIAQIMKIIG 
>5_Mus_musculus_AAHY01095884_endogenous 
-----------TLSMLSHDLRTRFHPATGSLIFMCYLFPGLWEALCSAGVPEWSCLSLPV 
QGKDGPAYETSVEHVITSLEMSSI---CCTLLIGLAIGSSEKIRSGSEQVK--STRPMVM 
LGKSGHAESETHLNTYPPSAAVDWFNSQPWVGTLLFGFLATKLKSPGKELMDHIRMVTSY 
AQMTTYVLIKQYLEQCMDGTTALSQVSYEILPFLSMEKNIKKSLREWFEFIASL-HGDSI 
--------NLSLAALFRSKKESATMMASKAPVIQPGTTLTGSLLCRA-EQQIVRSGIGGE 
LSPNVQDVLKAIG 
>6_Mus_musculus_20616448_endogenous 
GIGKR-DIEVNTVSVLDSEHRARFYPVTGSLIFVCYVFPRMWESLAAADVSEQSCLSTPM 
QGKDSPAYETS-ERPLTALEMFSIVSHCCPFMNGLVTGPPEKIRSGLAQIKHRVKTLMVT 
LGKSGCVEAATHLNTYPPSADIDWLKSQPWLGILTV-VL-STFWSPGKEVMVQIRMVASY 
AQVTMYVPIKQYLGQCMDGTFA--------LPAEFEIPTFLSVEKNLRKHTGE-RHS-TI 
KLASRASPNLSSAALFRSKLESAMMMAPKTPVIQP---LTEPLLY-AQEHQVIRQGTVRE 
TSPG--------- 
>7_Mus musculus_AHBB01025016_endogenous 
------------------------------------------------------------ 
GAAYETSAFCK-GRVLTSLEMSSIVGPDWTCW--IV-EDL-KWVGANQMPK--IKTFMVT 
LGKSGHTDTATHL----PTKCSH-LSQLPAL-FLLFGFLSTKFQSPGKEVMGQIGMVASY 
AQMTTYILIKQYLEQCVDGTTALPQAAFEIPPFLSLEKNLKKRLVNDLNLFGIMTPSDLL 
RRHSRTFPQ--AFFSFLSKRESARMTAFKAPIIQPGSTLL----HRARERQIIRSGIGGE 
MSLKVQAVLRATG 
>8_Homo_sapiens_AADD01105699_endogenous 
IGDVK-DIEKATKSMLDPAQRSHFYLVTPSLVFLCFIFDGLHKALLSVGVSKRSNIVIGN 
ENKETGTLYAS-DVLPTFLEMSSILRHCCDLLIGIAARSSDPICTNSLQVQRQFKAMMIS 
IGRPLHSESADLLISYNAGPAIDWINSRPWVGGLMFTFLFGEFESPACELLDQVKVVASK 
AQMTTYYTVRMFLDQCVDGSTALPAVVLEIPVFEQKKPLAKKVLGDFFEFGGVLRHPVIG 
VLSPQMFPNLATAANYWAKRRNSTFSGFEALDIIPGSTITFPVLQMASAQKISR---GSD 
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MDPYTLNILRGYG 
>9_Homo sapiens_ABSL01057266_endogenous 
IGDIK-DIKKAAKSMLDPAHKSHFHPVTPSLVFLCFIFDGLHQALLSVGVSKRSNTVVGN 
ENEERGTPYAS-DM-PNFLEKSSVLRHCCDLLIGVAAGSSDKICTSSLQVQRRFKAMMAS 
IGRLSHGESADLLISCNAESAIGWISSRPWVGELMFTFLFGDFESP--TQATQVKLVAKK 
AQMTPINAVRMFLDQCMDGSIALRAIVSEIPVLRRKKTMVKKALGKYFEFGGVLCHPIIG 
ELSPRMFPNLATAANYWAKMSNPTFLGFKAPDVIPGSTI--------------------- 
------------- 
>10_Cavia porcellus_AAKN02042182_endogenous 
IGKLE-SYQIMSNHFLTNKHRPLFHPVYWFLAV--YVVAFSWTLKILRDVESQKSHHSQQ 
LSKT--TTGVT-LEAGLETNVSSTCGHCCDLLLVL----------ASAQVRR-VQIVHQS 
NGQPSHNATAVVLVSYSANKATDWFLQQSWVGSMMFEFKKTDFQSPWKKFMDQVRL-ASY 
TQMTTYTMTKQYLEQCMNGTLT-FWL-------TKRGSKIQGSRAEWFEFTGVLCHPVTL 
ELAPRVFLNLASAGRYWSRKESATISGYRIPS---------------------------- 
------------- 
>11_Crotallus_mitchellii_contig_173953_endogenous 
GIGKSAEIEHATKCFLNSQHRSIYHPVTPSLVFLCYLIPGLWSAFREAGVPTISYFAD-I 
GGKIETSSFIN-NDPLTTLELSSVIAHCTTLLIGVIIGHQL-----SAQIKKRIKALFVT 
LGKPTHAEAANALQLFPPTAAID-INSQPWARNLILGLLTTTFESPGKEMMAQLSMIAEH 
AQMTTYSTINSYLNQCMDATIA-SLLL-R-IEFERVTRDLKIKLKKLFKYAGAIRHPDVI 
QIAPKAFPNLATAALNWSKRKSTSMGAYKSPDIIPGATITEFMLSRARKSRIVRSGGGEE 
MGSAT-NILLKYG 
>12_Crotallus_mitchellii_contig_72541_endogenous 
GIRKKTKIEHATKCFLNPERRTLYHPMTPSLVFLCYLIPGLWTAFKNAGVPTSSYFTQLI 
GGHVQSQSLTN-DVPLTALELSSVIAHCTTLLISIVLESSTKIAAGSAQIKKRIKAMFVT 
LGKPTHADIANALQLFPPTAAVDWLNSQPWIGNLILVFLDTTFKTPGKEMMDQVHLVAGY 
AQMTTYSTIQAYLEHCMDGTIA-YLLLSK-IEFAKVSKQIHLKLRQWFKFAGAIRHSEVI 
KLAPKAFPNL---ALYWSKQESTSMGAYKAPDIVPGAIIIEFTLAHTHRRGIVRVGIGYE 
MGPNTTRILSAYG 
>13_Python_bivittatus_AEQU02058304_endogenous 
--------------------------------F-CALFSMDYTQFKTVGVSETSGLLTPK 
EGRPKGTSTLHKDAGLTATELTLLLCRCCDLFIGLAIGSSDKIRINSAQVHKHFETLMVS 
LQKKTTSK-AMPITLYNAGHAIDWINSKPWIGHLVLNLIELEAESPAKELIDQMKLVANK 
AQMTCFSV-EAYLKQCMDGTIAMRQVVAEIPKFEAAVSIVKKKTGSMFKFASAIRHPAII 
NLAPRNFPNLSTAANYWKKWHSPSFAGFKALKVTPGAAIPMLQLAATRILREVRPIQSGK 
LGMLRVPLAK--- 
>14_Human_Borna disease virus_FJ792853 
GIGDEKDIRKNAVALLDQSRRELYHNVTPSLVFLCLLIPGLHSALLFAGVQRESYLSTPV 
KQGERLITKTANDRELTELQVSSIFNHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
INRPGHGETANLLSVFNPHEAIDWINAQPWVGSFVLALLTTDFESPGKEFMDQIKLVAGF 
AQMTTYTTIKEYLNECMDATLTIPAVALEIKEFLDVTTKLKAEHGDMFKYLGAIRHSDAI 
KLAPRNFPNLASAAFYWSKKENPTMAGYRASTIQPGSIVKEAQLARFRRREITRGDDGST 
MSPEIADVMRLIG 
>15_Avian bornavirus_KC464480 
GIGDEKDIKKNALAFLDPSRREKFHSVTPSLVFLCLLIPGLHRALLYGGVPRESYLSTVV 
DRGGEQIIKAGRDRELSELEVSSIFNHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
LNRPAHGETATLLQMFNPHEAIDWINGQPWVGSLVLSLITTDFESPGKEFMDQIKLVASY 
AQMTTYTTIKEYLSECMDATLTIPAVAYEIKEFIKVSSDLKTEHGELFKYLGAIRHSDAI 
KLAPRNFPNLASAAFYWSKKENPTMSGYRASTIQPGSTVKEAQLARYRRREISRGEDGVH 
LSEEIAEIMRMIG 
>16_Avian bornavirus_KC464481 
GIGDEKDIKKNALAFLDPSRREKFHSVTPSLVFLCLLIPGLHRALLYGGVPRESYLSTVV 
DRGGEQIIKAGRDRELSELEVSSIFNHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
LNRPAHGETATLLQMFNPHEAIDWINGQPWVGSLVLSLITTDFESPGKEFMDQIKLVASY 
AQMTTYTTIKEYLSECMDATLTIPAVAYEIKEFIKVSSDLKTEHGELFKYLGAIRHSDAI 



KLAPRNFPNLASAAFYWSKKENPTMSGYRASTIQPGSTVKEAQLARYRRREISRGEDGVH 
LSEEIAEIMRMIG 
>17_Human_Borna disease virus_AY374549 
GIGHEKDIRQNAVALLDQSRRDMFHTVTPSLVFLCLLIPGLHAAFVHGGVPRESYLSTPV 
TRGEQTVVKTAKQRDLTELEISSIFSHCCSLLIGVVIGSSSKIKAGAEQIKKRFKTMMAA 
LNRPSHGETATLLQMFNPHEAIDWINGQPWVGSLVLSLLTTDFESPGKEFMDQIKLVASY 
AQMTTYTTIKEYLAECMDATLTIPVVAYEIRDFLEVSAKLKEEHADLFPFLGAIRHPDAI 
KLAPRSFPNLASAAFYWSKKENPTMAGYRASTIQPGASVKETQLARYRRREISRGEDGAE 
LSGEISAIMKMIG 
>18_Avian bornavirus_KC464475 
GIGDERDIKKNALAFLDPSRREKFHSVTPSLVFLCLLIPGLHGALLYGGVPRESYLSTVI 
DRGGEQLIKVGRDRELTELEVSSIFNHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
LNRPSHGETATLLQMFNPHEAIDWINGQPWVGSLVLSLITTDFESPGKEFMDQIKLVASY 
AQMTTYTTIKEYLSECMDATLTIPAVAYEIKEF-KTSSDLKNEHGELFKYLGAIRHPDAI 
KLAPRNFPNLASAAFYWSKKENPTMSGYRASTIQPGSSVKEAQLARYRRREVSRGEDGLH 
LSDEIADIMRMIG 
>19_Avian bornavirus_KC464472 
GIGDEKDIKKNALAFLDPSRREKFHSVTPSLVFLCLLIPGLHGALLYGGVPRESYLSTVI 
DRGGEQLIKVGRDRELTELEVSSIFNHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
LNRPSHGETATLLQMFNPHEAIDWINGQPWVGSLVLSLITTDFESPGKEFMDQIKLVASY 
AQMTTYTTIKEYLGECMDATLTIPAVAYEIKEFIKTSSDLKNEHGELFKYLGAIRHPDAI 
KLAPRNFPNLASAAFYWSKKENPTMSGYRASTIQPGSSVKEAQLARYRRREVSRGEDGLH 
LSDEIADIMRMIG 
>20_Spermophilus tridecemlineatus_AB516287_endogenous 
GIGDEKDLRKNVIALLEADRRALYHAVTPSLVFLCLLIPSLHAALIYGGVPRESYLTTPV 
TKGDQVLIKTAKDRELSELEVSSIFNHCCSLLIGVVIGSSAKIRAGAEQIRKRFKTLMAS 
INRPAHGDTATLLQTFNPHEAIDWINSQPWVGSLVLSLLTTDFESPGKEFMEQIRLVASF 
AQMTTYTTIKEYLNECMDATLMIPAVAGEIKEFLDTASKLKADHGEIFKYLGAIRHPDAI 
KLAPRSFPNLASAAFYWSKKENPTMSGYRASTIVPGAIVKEAQLARYRRREISRGEDGSH 
IPDEIAQIMKIIG 
>21_Avian bornavirus_KF680099 
GIGREEDIRKNALNFLDPGRREKFHNVTPSLVFLCLLIPGLHAALLYGGVPRESYLSAPI 
MQEGEMLVKVDRDRELSELEISSIFSHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
LNRPAHGETATLLQTFNPHEAIDWINGQPWVGSLILSLITTDFESPGKEFMDQIKLVASY 
AQMTTYTTIKEYLSECMDATLTIPAVAYEIRDFLKVSSELKAEHGELFKYLGAIRHSDVI 
KLAPRNFPNLASAAFYWSKKENPTMSGYRASTIQPGSTVKEAQLARFRRREVSRGEDGAN 
LSDEIADIMRMIG 
>22_Bornavirus parrot_FJ169440 
GIGNEKDIHKNAVALLDQSRRELYHNVTPSLVFLCLLIPGLHSALLFAGVQRESYLTTPV 
KQGERLITKTANDQELTELQISSIFNHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
INRPGHGETANLLSVFNPHEAIDWINAQPWVGSFVLALLTTDFESPGKEFMDQIKLVAGF 
AQMTTYTTIKEYLNECMDATLTIPAVALEIKEFLDITTTLKAEHGDMFKYLGAIRHSDAI 
KLAPRNFPNLASAAFYWSKKENPTMAGYRASTIQPGSIVKEAQLARFRRREITRGDDGTT 
MSPEIADVMKRIG 
>23_Avian bornavirus_KC464471 
GIGDERDIKKNALAFLDPSRREKFHSVTPSLVFLCLLIPGLHGALLYGGVPRESYLSTVI 
DRGGEQLIKVGRDRELTELEVSSIFNHCCSLLIGVVIGSSAKIKAGAEQIKKRFKTLMAS 
LNRPSHGETATLLQMFNPHEAIDWINGQPWVGSLVLSLITTDFESPGKEFMDQIKLVASY 
AQMTTYTTIKEYLSECMDATLTIPAVAYEIKEFIKTSSDLKNEHGELFKYLGAIR-PDAI 
KLAPRNFPNLASAAFYWSKKENPTMSGYRASTIQPGSSVKEAQLARYRRREVSRGEDGLH 
LSDEIADIMRMIG 
>24_Human_Borna disease virus_AJ311522 
GIGHEKDIRQNAVALLDQSRRDMFHTVTPSLVFLCLLIPGLHAAFVHGGVPRESYLSTPV 
TRGEQTVVKTAKQRDLTELEISSIFSHCCSLLIGVVIGSSSKIKAGAEQIKKRFKTMMAA 
LNRPSHGETATLLQMFNPHEAIDWINGQPWVGSFVLSLLTTDFESPGKEFMDQIKLVASY 



AQMTTYTTIKEYLAECMDATLTIPVVAYEIRDFLEVSAKLKEEHADLFPFLGAIRHPDAI 
KLAPRSFPNLASAAFYWSKKENPTMAGYRASTIQPGASVKETQLARYRRREISRGEDGAE 
LSGEISAIMRMIG 
>25_Sorex araneus_AALT02140945 
------------------------------------------------------------ 
------------------------------------------------QITKRFNVMHIS 
VKRGLQPPTVEISPSFDFREAAAWLTPSFIVRGLLELENHSSTGPTAKVFTGQIKLVATY 
AEMTPYMTMKAFINEELSHGVMLPGVATEVKAFLEVENNLKAEHGEENYYFKALKLKRV- 
TKALHLFLNLCKVVNTRKQKVDGAFHDYRST----------------------------- 
------------- 
>26_Sorex araneus_AALT02088745 
------------------------------------------------------------ 
----------------------------------------------ATQIN-RFNSMYPT 
IKKGVQPPLIKLSTTFNFRGATTWLISSPVI-GIPDLDKKPRINEPCHAMIAQIKLIANY 
AEMTPYVTMKGFISEGLSHGALLPGVVTEIEVFLQVEKPLKEEHGKENFHLKILRLSGHD 
QLAPAKFPNLCKAV---------------------------------------------- 
------------- 
>27_Otolemur garnettii_AAQR03106311 
------------------------------------------------------------ 
--------------------------------------IRKPQKNPMSQITRRFNALHST 
IRPGVQPPQVDLDPAIDFKAAASWLSSKTILSALLASEGQETIGPTGRAFIEQIKLVSGY 
AEMTTYLTMKAFINEGLSKGALLPGVGTEMKAFLDAEKDLKERHGVGLFYLKALRLEGYE 
TLAPVHYPNLCKVANSRKRKMDVAFRDYRCA----------------------------- 
------------- 
>28_Myotis brandtii_ANKR01245074 
------------------------------------------------------------ 
------------------------------------------------QIGRRFSALYST 
VKPGVQPPPVDIDPLFDLKETALWLLAKIIPSTLLEMEDHTPLWPTAKAFISQLKLVSSY 
AEMTPYLTIKSFISDGLSKASMLPGVGAEIQAFLKAEDELKEQHGDKMFYLKCLRLPGHE 
RLAPVNFRNLCKVANARKRWIDGTFGDYKST----------------------------- 
------------- 
>29_Dipodomys ordiiABRO01003680 
------------------------------------------------------------ 
------------------------------------------------------------ 
----------------------------------------------AKAFLNQVRMFSAY 
AEMTPYIVMREFIQAGLSHAATLPGVGSDILKCHEAETDLRRRHGDEVFFIKALSSPGGE 
RLEAAAYPNLFKVASSQKRR-DHTYKDY-------------------------------- 
------------- 
>30_Rhinolophus ferrumequinum_AWHA01050524 
ID------EYATKSVFNLAH-SLFHPVTASLMFFCFLFDGLHEKFLSVGVPWESHLITP- 
---------VS------FLELSSII-HCCDLLIGGVTGSSDKVRVNSL-IRKCFKTLMVI 
LQQPTHGDQANLLFNYNAGPANDWVNSQHWV--K-FVLVVINFESPSKEML-QIRLVASI 
AHMMTYL-MIQMFLEQ--------------------------------FFGGVLRHPAML 
EISPRMFPNLGMLASYWARRSNPTFSGFKAPDIIPGATVHWP-ST-RQQEKSRGSG-SSE 
MDLRTLNILKQCG 
>31_Megaderma lyra_AWHB01421187 
IR-------CAIKSMFVPTHLSLFHPVTASPIFLCWTILHEN--FLSVGVPKESHLIAP- 
VGGKIKTKSLY-GKVPSFLEMPSIIRHCCDL-IG-VGGSSDMVRTNSFQVQKRFKTLMVT 
LQRLAPGDSVNL-FNYNAGPAINWI---PWVGS--FVFAVLTFESSGKEMLDQVRLVAWR 
AQMTPSTILLGCS-----WISAWMDPYLQ---LL-QIISLRRN-RQYRSCLDNISNTKEY 
-DTPWMFPNPAPVASYWTRRSNAPYSGFKVPVVFLEPAS------------------QSH 
-YRWHLYARYHRG 
>32_Rattus norvegicus_AABR06065682 
VGIGRRDIDISTLSVLSREHRTRFHPATGSLMFMCYLFPELWEALCSAGVPEWSYLSSPV 
QGKDRAAYEPL-ELVIISLEISSTVGHCCTLLIGLVISC-ENL-RL-MSQHPVKTLLVI- 



LGKSGYAVSETCLNTYQPSASVDWFTSQSWVGSLLFGFLATKFKSPGKELID-IPMVASY 
AQMTVYVLIKQFLELCMDGTIALSQVVYGMPPFLSMEKNLKRSLGEWFEFTGALRHGDSI 
KLAPRAFPNLFSTALFWNK-ESATMMAFKAPVIQPGSTLTEPLLCRA-EQQIRRPRIGGE 
MSPNVQAVLRAIG 
>33_Rattus_norvegicus_AAH-01065642 
IGKRR-ETDIDTLSMLNHEHRAVSSSHW-QLDIYVLPIPRDVESPAVAGVSERSYLTTPV 
QDKDGPSYETP-E-VLVSLEMSSIVGHFCILLIRLVISSGKI-SGLKQIKHQVAELRPSG 
LGKTRPC-S-NAPQLLPAKCCHSLAQLPALVRSLLFGFLSIKFRSP-KEIMNQTWMEASY 
AQMTTYVLNKQ-LEQCMDGTIALSKVAFEILPFLSVEKIFKKHLSEWFEFIGALWQNDSI 
KLVPGAFLNFSAAALFGSKLQSAMMMAFKAFYHST-FNLP-WSLIT-G-SQIIQSGIGGE 
MSSGIQAVLKVID 
>34_Rattus_norvegicus_AABR06095622 
IGKKR-GTEINALSLLNREHGAKLHPAPTSLLFVCYLIPGLQEALSAGGVIRCRSVQTKD 
SLAGETAVLPV-STQSLHSSCFPMLGHGRTLVIGLAISSEKMVHSGSKQTEGRFKTLVVT 
IGKSGHGESATHLSMSQPRASVHWLNSQPWGVSLLLGLLSTKFKSPGKDL----HMVASY 
AQMLAYVMIKQHLDRCMARTTALLQAANEILPFLSTERDLKKGLGEWFESIGAIKHSDSM 
TLDPQAFPNLSLAAHFWSKRESAATTVCKAPVIQP------------------------- 
------------- 
>35_Human_AADB02012985 
IGDVK-VIEKATKSMLDPAQRSHFYLVTPSLVFLCFIFDGLHKALLSVGVSKRSNIVIGN 
ENKETGTLYAS-DVLPTFLEMSSILRHCCDLI-GIAARSSDPICTNSLQVQRQFKAMMIS 
IGRPLHSESADLLISYNAGPAIDWINSRPWVGGLMFTFLFGEFESPACELLDQVKVVASK 
AQMTTYYTVRMFLDQCVDGSTALPAVVLEIPVFEQKKPLAKKVLGDFFEFGGVLRHPVIG 
VLSPQMFPNLATAANYWAKRRNSTFSGFEALDIIPGSTITFPVLQMASAQKISRGSDMDP 
YTLNILRGYGISG 
>36_Papio anubis_AHZZ01069395 
IGDVK-DIKKAAKSMLDPAHKSHFHPVTPSLVFLCFIFDGLHETLLSVGVSKRSNIVVEN 
KNKEMDTPCAS-DM-PNFLEKSSVLRHCCDLLIGVAAGSSDKICASSLQVQRRFKAMMAS 
IGRLSHGESADLLMSYNAESAIDWISSRPWVGELMFTFLFGEFESP------QVKLVAKK 
AQMTTYYAVRMFLDQCMDGSIALPAIVSEIPVFEEKKTMVKKTLGKYFEFGGVLCHPVIR 
QLSPQMFPNLAATANCWPKRSNPTFSGFKAPDVIPGSTI--------------------- 
------------- 
>37_Macaca fascicularis_AEHL01267442 
IGDVK-DIKKAAKSMLDPAHKSHFHLVTPSLVFLCFIFDGLHETSLSVGVSKRSNIVVEN 
KNKEMDTPCAS-DM-PNFLEKSSVLRHCCDLLIGVAAGSSDKICASSLQVQRRFKAMMAS 
IGRLSHGESADLLMSYSAESAIDWISSRPWVGELMFTFLFGEFESP------QVKLVAKK 
AQMTTYYAVRMFLDQCMDGSIALPAIVSEIPVFEEKKTMVKKTLGKYFEFGGVLCHPIIR 
QLSPQMFPNLAATANCWPKRSNPTFSGFKAPDVIPGSTI--------------------- 
------------- 
>38_Nomascus leucogenys_ADFV01176629 
IGDVK-DIEKAAKSMLDPAHRSHFHLVTPSLVFLCFILDGLHKALLSVGVSKRSNIVIGN 
ENKETGTLYAS-DVLPTFLEMSSILCHCCDLLIGIAARSSDPICTNSLQVQRQFKAMMIS 
IGRPLHSERADLLIS-NAGPAIDWINSRPWVGGLMFTFLFGEFESPALELLDQVKVVANK 
ARMTTYYTVRMFLDQCVDGSIVLPAVVSEIPVFEQKKALVKKALGDFFEFGDILCHPVIG 
ELSPRIFPNLATAANYWAKRRNPTFSG-KPSTFIPGSTITFTLLQMASAWKISRGSD--- 
------------- 
>39_Procavia capensis_ABRQ01717982 
------------------------------------------------------------ 
------------------------------------------------TAENRFKAFKAA 
----TDMEHA-PYPAINVSAYVIYLSLQPWCHRVLRRILSTKFTGPAEQMMVQVHMVARW 
SQMTTLSAIKRFINECDSSLILIPEVKAEIPKFFEAYERLREKTGEWFPYAKAIKHPEAQ 
KVKTAAFPNLASAALYHAAETTPTMRNYRAGKNIRGGLPSTLKSAFECKISREERAAIYS 
QGFTGEVS----- 
>40_Procavia capensis_ABRQ01490479 
------------------------------------------------------------ 



------------------------------------------------------------ 
---------------------VIYLSLQPWCHRVLRRILSTRFTGPAEQMMVQVHMVARW 
SQMTTLSAIKRFLNECDSSLILIPEVKAEIPKFCEAYERLREKTGEWFPYAKAIKHPEAQ 
KVKTAAFPNLASAALYHAAETTPTMRNYRAGKNIRGGLPSTLKSAFEQKISQEERAAIYF 
RGEVS-------- 
>41_Bitis gabonica_AB516291 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
----------------------------------------------MFKYLGAVRHPDAI 
KLAPRSFPNLASAAFYWSKKENATMTGYKASTIQPGATVKEAQLARLRRREIVRGGEREE 
LDDKAVDVMARIG 
>42_Microcebus murinus_ABDC01288276 
GIGKVEALERNGKLMLSAEWRSKFNDVTLGLVFLCFVIDGLHDALNGVGSKRE----TTV 
QVYENRVLKMAATPEFSMMEIASIYRVVCDTLIGVVFRSSSKVRANAEWFRRNLMHLNGL 
ARAQRYSKPLAWLSIWGFG---DWLISQPWACTLVLQVLNVSIQSPGKELMEQICMFAKG 
A-ITTYNMIKGYLDHCMDGTILISSVALEI------------------------------ 
------------------------------------------------------------ 
-------------Alignementofcircoviruscapsidsequences: 
>1_Crotalus mitchellii_contig_224958_eSCV1 
--WDYYRIRKLKVEFFPTFLGSQEEYSRGTTVIDLDGNIPAATTTPAYDPFMDRSSAHPH 
RYHSRYFTPKPQLFFQPNNKYNQWLNPKDANVLHWGLGFSMESLTATQWLVKITYYVQFR 
EFIF 
>2_Crotalus mitchellii_contig_224959_eSCV2 
YLWDYCRIRKMKVEFFPTFLGSQEEYSRGTTVIDLDGNLPQPGTTAANDPFEDRSTAHPH 
RYHSRYFTPNPQLFFQPNNKYNQWLNCNDDTMLHWGLGFSMESFTASQWLVKITYYVQFR 
EFIF 
>3_Muscovy duck circovirus_EF451157 
YPYDYYMIKGVAITLRPAYNIYQKSKTQGSTVIDKDGQIVKTATTGWIDPYGSTSSRRPS 
RVHRRYFVPKPIIFFL-GGRNFTWINCTQDQVVHYGMGMSLDNTTGVNIEAQFTFYIKFG 
QFTG 
>4_Mulard duck circovirus_AY228555 
YPYDYYMIKGVAITLRPAYNIYQKSKTQGSTVIDKDGQIVKTATTGWIDPYGSTSSRRPS 
RVHRRYFVPKPIIFFL-GGRNFTWINCTQDQVVHYGMGMSLDNTTGVNIEAQFTFYIKFG 
QFTG 
>5_Duck circovirus_HM162351 
YPYDYYMIKGVAITLRPAYNIYQKSKTQGSTVIDKDGQIVKTSTTGWIDPYGSTSSRRPS 
RVHRRYFIPKPIIFFL-GGRNFTWINCTQDQVVHYGMGMSLDNTTGVNIEAQFTFYIKFG 
QFTG 
>6_Mulard duck circovirus_HQ180266 
YPYDYYMIKGVAITLRPAYNIYQKSKTQGSTVIDKDGQIVKTSTTGWIDPYGSTSSRRPS 
RVHRRYFIPKPIIFFL-GGRNFTWINCTQDQVVHYGMGMSLDNTTGVNIEAQFTFYIKFG 
QFTG 
>7_Muscovy duck circovirus_GQ423744 
YPYDYYIIKGVAVTLRPAYNIYQKSKTQGSTIIDKDGQIVRTSTTGWIDPYGSTSSRRPS 
RIHRRYFVPKPTIFFL-GGKNFTWINCSQDQVVHYGMGMSLDNATGDEIEAQFTFYIKFG 
QFTG 
>8_Duck circovirus_GU131341 
YPYDYYIIKGVAVTLRPAYNIYQKSKTQGSTIIDKDGQIVRTSTTGWIDPYGSTSSRRPS 
RIHRRYFVPKPTIFFL-GGKNFTWINCSQDQVVHYGMGMSLDNATGDEIEAQFTFYIKFG 
QFTG 
>9_Duck circovirus_JX241046 
YPYDYYIIKGVAVTLRPAYNIYQKSKTQGSTIIDKDGQIVRTSTTGWIDPYGSTSSRRPS 
RIHRRYFVPKPTIFFL-GGKNFTWINCSQDQVVHYGMGMSLDNATGDEIEAQFTFYIKFG 
QFTG 



>10_Goose circovirus_DQ192284 
YPFDYYMIRMVKVELRPAFNPFQRVRTQGSTYIDKEGNI-TTTTSGSVDPYAAMSSRKPH 
RYHKRIFIPKPTIWYTPGGR--QWLNSIQDNVVFYGMGMSLEDTAAPLIEATITYYIRFG 
QWTG 
>11_Bat circovirus_JX863737 
IPWAYYRIRKMKFEILPKMIPAQTPYRYGSTAIYL-G-MQAPAP-TQYDPHLKHVKQNIT 
DQLKRYFTPKPDLWFQPNNKANQWINMTNDNITHGQVGWSMISNM-AQFKIRVTLYVQFR 
EFNL 
>12_Bat circovirus_KC339249 
-PFKYYRIRKVKVEFQPRLPITSPFRGYGSTVPILDGAFVTPATGESWDPYINFSGRHPA 
WYHKRYFTPKPLIWF-PN-KQGQWS----------GLGFAMNEAYNYQ--VRFTLYVQFR 
EFDL 
>13_Porcine circovirus_JN133302 
LPFQYYRIRKAKYEFYPRDPITSNERGVGSTVVILDANFVTPSTNLAYDPYINYSSRHPF 
TYHSRYFTPKPELWFHPNNKRNQWLHLNTHTNVHTGLGYALQNAATAQYVVRLTIYVQFR 
EFIL 
>14_Porcine circovirus 1_AF012107 
LPFQYYRIRKAKYEFYPRDPITSNQRGVGSTVVILDANFVTPSTNLAYDPYINYSSRHPF 
TYHSRYFTPKPELWFQPNNKRNQWLHLNTHTNVHTGLGYALQNATTAQYVVRLTIYVQFR 
EFIL 
>15_Porcine circovirus 2_GQ861253 
IPFEYYRIRKVKVEFWPCSPITQGDRGVGSSAVILDDNFVPKATALTYDPYVNYSSRHPF 
SYHSRYFTPKPVLYFQPNNKRNQWLRLQTSRNVHVGLGTAFENSKYDQYNIRVTMYVQFR 
EFNL 
>16_Rhinolophus_ferrumequinum circovirus_JQ814849 
NYFDMYRIAKVRVQWLPMVSIS-EVRAWGATVIDLTDTTVP-STGRT-DFTID-DSTRPT 
RIHSRYFTPKPEIAVQPNNPRNQWIDSRD-KDVHHGIAYYFDDIGDDVFSYIVTYYFQFR 
QFAG 
>17_Porcine circovirus 2_GQ861252 
IPFEYYRIRKVKVEFWPCSPITQGDRGVGSSAVILDDNFVPKATALTYDPYVNYSSRHPF 
SYHSRYFTPKPVLYFQPNNKRNQWLRLQTSRNVHVGLGTAFENSKYDQYNIRVTMYVQFR 
EFNL 
>18_Porcine circovirus_JX524206 
IPFEYYRIRKVKVEFWPCSPITQGDRGVGSSAVILDDNFFPKSTALTYDPYVNYSSRHPF 
SYHSRYFTPKPVLYFQPNNKRNQWMRIQTSKNVHVGLGTAFENSKYDQYNIRVTMYVQFR 
EFNL 
>19_Canine circovirus_JQ821392 
PPFRFYKFKKVYIRAWINWPKTLMENVLGRTALDLDDQGRGNATRSHLDPGTVEPPKDPF 
IYDPLQDRSSSRSGFKRGLTPKPFTQDITSPSAAPWLTRGTPWVSVIQANMVWNGLSISL 
R-QMAlignementofcircovirusRepsequences: 
>1_Crotalus mitchellii_contig_24347_Endogenous_eSCV4 
------------------------------------------------------------ 
---------------------------EKRSDLKEAIALLNSGSSMTELARAYPSVYIRY 
GMGLIDYVIRDFKTDVHVITGIPGCGKSKFCSELYWKPHGKWWDGYTGQEIVILDDFYGW 
IPFDELLRICDRYSYRVETKGGTMEFVSKSI---------------------------- 
>2_Crotalus mitchellii_contig_9220_Endogenous_eSCV3 
AKDMYLLLTIPPKKXMMLXKDFITPENCVYAIVGEE-QVLHLQGFVNLKKKMRFNPFKAA 
IGGRAHVEKAKGTDLDNKRYCSKQ-KVGKRLDLKEAIALLNSGSSMTELAQAYPSVYIRY 
GRGLKDYVIRDFKTDVHVITGIPGCGKSKFYSELYWKPRGKWWDGYTGQEIVILDDFYGW 
LPFDKLLRICDRYPYRVETKGGTMEFVSKCIYITSKQA--------------------- 
>3_Bat guano_HM228875 
SVNWCFTLNNYTNEDVNKLKQVKCR----YICLGFEVGDPHIQGFIQFEKKVRLSVWKKI 
N-KKIHAEIMKGTIEQAINYCKKSGTFGERRDLKEAKKKCAEVG-LRAITDCESTYNLQV 
IRNCQIMLERDFKPEVIWIYGESGAGKTKYISEKYWKDATKWWNGYDRHEITVMDDFRAN 
MKMNELLKLIDRYPHRVEIKGGFRQMLSKKIYISSIMHPKDVYNLPQLLRRIDTIIKI- 



>4_Bat guano_JF938078 
ARYWLLTIPYEHFTP-------YLPPNCAYIKGQLEQGSLHWQLVVYFSQKKSLNYVKLI 
FGDGIHCEPSK-SKAAEEYVWKEDTSISIKRDSTKDWDLIVKHAREGDFASIPGDVLVRC 
YGNLKKIRVESIVREIYVYYGRTGAGKSRRAWEEYPKPNTKFWDGYAGQECVVIDEFRGA 
ISISHLLRWLDRYPVIVEIKGSSCVFKAKKIWITSNLSPDDWYPDLALRRRFTEVVHFN 
>5_Bat circovirus_AGL09969 
CERYCFTINNYSEEDIEAVKAFLVPDNAEYAIVGKE-KGPHLQGFVNLKKKMRFNPFKAA 
LGGRAHIEQARGTDLDNKRYCSKGGDLGKRSDLKEAVTLLNSGANMTAVARAYPEVFIRY 
GRGLRDYVIRAWKTEVHVIVGVPGVGKSRHVSEQYWKPRGKWWDGYCNQEVVCLDDYYGW 
IPYDDLLRLCDRYPLRVETKGGTVSFVAKKIYITSNKQIKDWYNFEALYRRVTSYKVMR 
>6_Rhinolophus ferrumequinum circovirus 1_AFK85001 
GRRWCFTINNYDTPDLTAVNEAFKEKDVVYAVCGKE-VGKHLQGFIHFTGNWRFNRVKSL 
LGGRAHIEKARGNDEQNKVYCTKE-ETGKRNDLGRAVAALEGGSSLSEVAQANPEVFIRY 
GRGLRDYMNRDFKTHVIVLVGEPGSGKSKYANEVYWKPRGQWWDGYNGEEVVVLDDFYGW 
VPYDELLRVGDRYPLKVQVKGAFVDFVSKTLVITSNKRPEEWYDKEAMWRRFNEMYYCE 
>7_Bat circovirus_YP_007974237 
AKRWVFTLNNPSPKEIDHILGQDMN-MFDYLVCGKEGMGPHLQGFANFSKKKTFNQVKKI 
FGSRCHIEKAKGTDKDNQQYCTKEGDVGQRTDLASAVSTVLESGSLRAVAESHPVQFVRY 
HRGLSELLKRDWKTSVHVIIGPPGCGKSKWACNFFWKPRNKWWDGYCGQEVVILDDFYGW 
LPYDEMLRLCDRYPLTVETKGGTVPFLARTILITSNKVPQEWYSSEALFRRITTLQLWK 
>8_Canine circovirus_AGI42842 
VRRWCFTINNPTPEEEDAVKNLAP--DAKYLICGREVGEPHLQGFVNLKRTTRMGALKAR 
LGGRGHFEPARGDDCSNRDYCSKGGDIGKRNDLHDAVVKLKETKSLAAVASAYPETYVKY 
SRGLRELLLRKWKTEVEVLCGPPGCGKSRYCMETYWKPRGKWWDGYDGHQDVILDDFYGW 
LPFDDMLRLCDRYPLRVETKGGTMNFLARRIYITSNRLPHEWYSDEALYRRLSIIKVWD 
>0_Canine circovirus_YP_007697652 
VRRWCFTINNPTPEEEDAVKNLAP--DAKYLICGREVGEPHLQGFVNLKRTTRMGALKAR 
LGGRGHFEPARGDDCSNRDYCSKGGDLGKRNDLHDAVVKLKETKSLAAVASAYPETYVKY 
SRGLRELLLRNWKTEVEVLCGPPGCGKSRYCMETYWKPRGKWWDGYDGHQDVILDDFYGW 
LPFDDMLRLCDRYPLRVETKGGTMNFLARRIFITSNRLPHEWYSDEALYRRLTLIKVWD 
>10_Canine circovirus_AGI42840 
VRRWCFTINNPTPEEEDAVKNLAP--DAKYLICGREVGEPHLQGFVNLKKTTRMGALKAR 
LGGRGHFEPARGDDCSNKDYCSKGGDIGKRNDLHDAVATLKQTKSLAAVAAAHPETYVKF 
SRGLRELLLRNWKTEVHVLCGPPGCGKSRYCLETYWKPRGKWWDGYDGHSDVILDDFYGW 
LPFDDMLRLCDRYPLRVETKGGTMNFIARRMFITSNKLPHEWYSDEALYRRLSLITVWD 
>11_Canine circovirus_AFK82575 
VRRWCFTINNPTPEEEDAVKNLAP--DAKYLICGREVGEPHLQGFVNLNRTTRMGALKAR 
LGGRGHFEPARGDDCSNRDYCSKGGDLGKRNDLHDAVVKLKETRSLAAVASAFPETYVKY 
SRGLRELLLRTWKTEVEVLCGPPGCGKSRYCMETYWKPRGKWWDGYDGHQDVILDDFYGW 
LPFDDMLRLCDRYPLRVETKGGTMNFLARRIFITSNRLPHEWYSDEALYRRLTLIKVWD 
>12_Goose circovirus_ABA39141 
YKRWVFTINNPTFEDYCAVVEFCNLDNCKFAIVGEEKGDPHLQGFLSLRKNAKAAALEVK 
LGGRAWLSRARGSDEDNEEYCSKESTYGRSSDLSDAASDVLAGLPITDVARKYPTTYVMF 
GRGLERLRQRDWKTEVIVLIGRPGSGKSRYAFEFYYKSRGKWWDGYNGQDVVVMDDFYGW 
LPYDDLLRICDRYPLRVEYKGGMTQFVSKTLIITSNREPRDWYKCEALYRRINQYLILT 
>13_Duck circovirus_AFJ74615 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRARLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>14_Muscovy duck circovirus_ACT79249 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYIIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 



>15_Duck circovirus_ADX06802 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVELKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>16_Muscovy duck circovirus_ABO37838 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>17_Muscovy duck circovirus_ACV69945 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>18_Mulard duck circovirus_ADX07732 
YKRWVFTINNPTFEDYVHVVEFCTLDNCKFAIVGEERGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKGEALYRRINKYLVYN 
>19_Mulard duck circovirus_NP_877978 
YKRWVFTLNNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>20_Duck circovirus_ABY58003 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
VPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNKEPRDWYRSEALYRRINKYLVYN 
>21_Duck circovirus_ABY58009 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
VPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNKEPRDWYRSEALYRRINKYLVYN 
>22_Duck circovirus_ADX06804 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYNPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>23_Duck circovirus_ACY25176 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTGVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRVTDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>24_Duck circovirus_ADX06810 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGMWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>25_Duck circovirus_CAI82279 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDPYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 



>26_Duck circovirus_ABY58005 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCSKESTYGRSSQLADATSAVLAGLPLTDVARKYPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>27_Muscovy duck circovirus_ACZ56128 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCAKESTYGRSSDLAEATSAVMAGVPLTEVARKFPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRCPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>28_Duck circovirus_ACB10224 
YKRWVFTINNPTFEDYVHVLEFCTLDNCKFAIVGEEKGAPHLQGFLNLRSNARAAALEES 
LGGRAWLSRARGSDEDNEEYCSKESTYGRSSQLADATSAVLAGLPLTDVARKYPTTYVIF 
GRGLERLRHRDWKTEVIVLIGPPGTGKSRYAFEFYYKPRGKWWDGYSGNDVVVMDDFYGW 
LPYDDLLRITDRYPLRVEFKGGMTQFVAKTLIITSNREPRDWYKSEALYRRINKYLVYN 
>29_Goose circovirus_ABA39153 
YKRWVFTINNPTFEDYCAVVEFCNLDNCKFAIVGEEKGEPHLQGFLSLRKNAKAAALEEN 
LGGRAWLSRARGSDEDNEKYCSKESTYGRSSDLSDAASDVLAGLPITDVARKYPTTYVMF 
GRGLERLRQRDWKTDVIVLIGRPGSGKSRYAFEFYYKSRGKWWDGYNGQDVVVMDDFYGW 
LPYDDLLRICDRYPLRVEYKGGMTQFVAKTLIITSNREPRDWYKCEALYRRINQYLILT 
>30_Goose circovirus_ABA39169 
YKRWVFTINNPTFEDYCAVVEFCNLDNCKFAIVGEEKGEPHLQGFLSLRKNAKAAALEEN 
LGGRAWLSRARGSDEDNEEYCSKESTYGRSSDLSDAASDVLAGLPITDVARKYPTTYVMF 
GRGLERLRQRDWKTEVIVLIGRPGSGKSRYAFEFYYKSRGKWWDGYNGQDVVVMDDFYGW 
LPYDDLLRICDRYPLRVEYKGGMTQFVAKTLIITSNREPRDWYKCEALYRRINQYLILP 
>31_Goose circovirus_ABA39157 
YKRWVFTINNPTFEDYCAVVEFCNLDNCKFAIVGEEKGEPHLQGFLSLRKNAKAAALEEN 
LGGRAWLSRARGSDEDNEEYCSKESTYGRSSDLSDAASDVLAGLPITDVARKYPTTYVMF 
GRGLERLRQRDWKTEVIVLIGRPGSGKSRYAFEFYYKSRGKWWDGYNGQDVVVMDDFYGW 
LPYDDLLRICDRYPLRVEYKGGMTQFVAKTLIITSNREPRDWYKCEALYRRINQYLILT 
>32_Porcine circovirus 1_AGU01996 
HKRWVFTLNNPSEEEKNKIRELPIS-LFDYFVCGEEGLEPHLQGFANFSKKQTFNKVKWY 
LGARCHIEKAKGTDQQNKEYCSKEGHIGKRSDLSTAVSTLLETGSLVTVAEQFPVTYVRN 
FRGLAELLKRDWKTAVHVIVGPPGCGKSQWARNFYWKSRNKWWDGYHGEEVVVLDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQAPQEWYSSTALYRRITTLQFWK 
>33_Porcine circovirus 1_ABM67071 
HKRWVFTLNNPSEEEKNKIRELPIS-LFDYFVCGEEGLEPHLQGFANFAKKQTFNKVKWY 
FGARCHVEKAKGTDQQNKEYCSKEGHIGKRSDLSTAVSTLLETGSLVTVAEQFPVTYVRN 
FRGLAELLKRDWKTAVHVIVGPPGCGKSQWARNFYWKSRNKWWDGYHGEEVVVLDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQAPQEWYSSTALYRRITTLQFWK 
>34_Porcine circovirus 1_AAW78479 
HKRWVFTLNNPSEEEKNKIRELPIS-LFDYFVCGEEGLEPHLQGFANFAKKQTFNKVKWY 
LGARCHIEKAKGTDHQNKEYCSKEGHIGKRSDLSTAVSTLLETGSLVTVAEQFPVTYVRN 
FRGLAELLKRDWKTAVHVIVGPPGCGKSQWARNFYWKSRNKWWDGYHGEEVVVLDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQAPQEWYSSTALYRRITTLQFWK 
>35_Porcine circovirus 1_ABG37025 
HKRWVFTLNNPSEEEKNKIRELPIS-LFDYFVCGEEGLEPHLQGFANFAKKQTFNKVKWY 
LGARCHIEKAKGTDQQNKEYCSKEGHIGKRSDLSTAVSTLLETGSLVTVAEQFPVTYVRN 
FRGLAELLKRDWKTAVHVIVGPPGCGKSQWARNFYWKSRNKWWDGYHGEEVVVLDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQAPQEWYSSTALYRRITTLQFWK 
>36_Porcine circovirus 1_AAT72755 
HKRWVFTLNNPSEEEKNKIRELPIS-LFDYFVCGEEGLEPHLQGFANFAKKQTFNKVKWY 
FGARCHIEKAKGTDQQNKEYCSKEGHIGKRSDLSTAVSTLLETGSLVTVAEQFPVTYVRN 
FRGLAELLKRDWKTAVHVIVGPPGCGKSRWARNFYWKSRNKWWDGYHGEEVVVLDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQAPQEWYSSTALYRRITTLQFWK 



>37_Porcine circovirus 2_ADA79654 
HKRWVFTLNNPSEDERKKIRDLPIS-LFDYFIVGEEGNEPHLQGFANFVKKQTFNKVKWY 
LGARCHIEKAKGTDQQNKEYCSKEGNLGQRSDLSTAVSTLLESGSLVTVAEQHPVTFVRN 
FRGLAELLKRDWKTNVHVIVGPPGCGKSKWAANFYWKPRNKWWDGYHGEEVVVIDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQTPLEWYSSTALYRRITSLVFWK 
>38_Porcine circovirus 2_ADU77003 
HKRWVFTLNNPSEDERKKIRDLPIS-LFDYFIVGEEGNEPHLQGFANFVKKQTFNKVKWY 
LGARCHIEKAKGTDQQNKEYCSKEGILGQRSDLSTAVSTLLESGSLVTVAEQYPVTFVRN 
FRGLAELLKRDWKTNVHVIVGPPGCGKSKWAANFYWKPRNKWWDGYHGEEVVVIDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVSFLARSILITSNQTPLEWYSSTALYRRITSLVFWK 
>39_Porcine circovirus 2_ABY56254 
HKRWVFTLNNPSEDERKKIRDLPIS-LFNYFIVGEEGNEPHLQGFANFVKKQTFNKVKWY 
LGARCHIEKAKGTDQQNKEYCSKEGNLGQRSDLSTAVSTLLESGSLVTVAEQYPVTFVRN 
FRGLAELLKRDWKTNVHVIVGPPGCGKSKWAANFYWKPRNKWWDGYHGEEVVVIDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQTPLEWYSSTALYRRITSLVFWK 
>40_Porcine circovirus 2_ADG07990 
HKRWVFTLNNPSEDERKKIRDLPIS-LFDYFIVGEEGNEPHLQGFANFVKKQTFNKVKWY 
LGARCHIEKAKGTDQQNKEYCSKEGNLGQRSDLSTAVSTLLESGSLVTVAEQHPVTFVRN 
FRGLAELLKRDWKTNVHVIVGPPGCGKSKWAANFYWKPRNKWWDGYHGEEVVVIDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQTPLEWYSSTALYRRITSLVFWK 
>41_Porcine circovirus 2_CBK52350 
HKRWVFTLNNPSEDERKKIRDLPIS-LFDYFIVGEEGNEPHLQGFANFVKKQTFNKVKWY 
LGARCHIEKAKGTDQQNKEYCSKEGNLGQRSDLSTAVSTLLESGSLVTVAEQYPVTFVRN 
FRGLAELLKRDWKTNVHVIVGPPGCGKSKWAANFYWKPRNKWWDGYHGEEVVVIDDFYGW 
LPWDDLLRLCDRYPLTVETKGGTVPFLARSILITSNQTPLEWYSSTALYRRITSLVFWK 
>42_Opossum_AAFR03007912_Endogenous 
------KRWCFTIKNKEYLKGISPN-YFHYLIVGEEKGQPHLQGYCNLKKQVRLPGVKKL 
ISQRGHFEMARVSDEDNLRYFSEEDNIGKRTDLSRVVDHLLEHKSLQSVAKAFPEQFVKY 
FCGFGALILREWKTEVIVWVGPPGIGKSCLCHECYWKAHGKWWDG--------------W 
LPFDDLLHICDRYPLCVETKGGTQNFLAKTLCITSNKLPQDWYREDALYGRIPEQHFWT 
>43_Dog_AOCS01198411_Endogenous 
-----FTVNNLTDKGASCVECGQT--CCKYFRVSTEVGELRLLGHFH----KRLSALKVS 
GFLRARFEPAHGTDEDRYRYCSKDG--GKRTD---------------------------- 
-----------FKISVPVRIGSWGEGQSRFFAEKVCIL-VNGGGGYRGQQALVIDDSNGW 
IPYGEMLGLLDRYPHNVPINGAFVKFNSRCIFIASISPPCTWYSNEIVYICILKM---- 
>44_Cat_AANG02107753_Endogenous 
---WCFTISNFTEE---------------------EKSEPCLKGSANLNRRDSLSALKKV 
PGHRAHFEPARRTD-DNKKNCSKDGVLG----VHCGVTSREWWWTCSVWLMRYRPFFMKY 
GRGFCDFVLDVGSCKS-CL-----GQVPFCCWEVWVLASGK-WGGYRGQQAVVTHDLNGC 
IPYGEMLDFMDRYPHKV------------------------------------------ 
>45_Cat_AANG02135671_Endogenous 
-------------------------------------------------------AL-AM 
VKNLAHFEPVRRRDEDNKKYCSEGGH-PKRMD-QESAVELPQEKALKHLAKEMSVLFIKY 
GSGLCDFVLQDLKTYVSFTVGPLGCSVAEKCASSYYKPRGEGWD-WAG------DDF-GC 
ILNDEMLHIRDRYP---------------------------------------------A 
lignementofhepadnaviralsequences: 
>46_Crotalus mitchellii_eSCV5 
------------------------------------------------------------ 
------------------------------------------------------------ 
-------KMRDFKTEVHVIMGIPRCGKSKFCNELYWKPRGKWWDGYTGQEIVILDDYYGW 
LPFDELLRLCDRYPYRVETKGGTVEFVSKTIYITSNKP---------------------A 
lignmentofhepadnavirussequences: 
>1_Crotalus mitchellii_contig_93260_Endogenous 
----------------------------------------PNYKSLSRILPPIMSRISLD 
FSEAFNHLPHHPESAAHFAYGFRKCPN--------------TIADHIHCRLFCFAYMDDF 



ISSHPNRKYLAAISHSCIQCLQTYRIRINYD-IMPEPVQDIHYIGGIPKEHQEKCINILK 
EIDCKKWYDWKTIAHFIGHLSFLAGFSSFQWSFLITLYAICNK-SDVQFSKWYKQLLLKT 
VKTLI----------------------FKQSRPIHGQEL-FLLFIIN---FVLYFVIVCL 
LCTNALIIYHGCFSCYVLCTWHKQNLCYMASEDNPAD 
>2_Crotalus mitchellii_contig_192207_Endogenous 
TGKCFLVNKNSKDSSKCRLVVDFSQFSRGSAKLHFPKYWSPNHLSLARMLPNDMWRISLD 
MSEAFYHIPMHPHSSTHLVYGFRKSAMGVGLSPFLLTMLTNLLATNIRWTIFCFAYMDDF 
ILCHPNYNYIHAASSAICNHLQNLGIVINKDKMTLTPAKEIKYLGRPPQSYRKELIKLLN 
DININHWYDWKCIQRFIGKLGFVLGFTVYGYAILQPLYTAMSEHCDVRFTLYYKNVLIKV 
VKSIKSITLRTKEKYPIPNFAVDACLEFRNDYPIHVKELLITLYVIVNFQPKAIETDSMY 
VLHKHFNTLPFGLMMFAYDTMRHVRMYFVRSQDNIAD 
>3_Cobra_Endogenous 
---------------------------------------NPNYKCLSRILPLNRSRISLE 
FSEAFYHLLHHPGVC-HLVYRFRKCPMEIGLSPFNLTLFTNAIVDHIYHKISCFTYLDDF 
IHSHPNPKYLAATSHGSIQGLQTYGTLINYDKSTPEPIQDIHYIGIGI-EYQEKCTNILK 
EIDSKKRYDWKIMQCLVGYLNFLDGFSFFQWSFLIPLY-AIWNRSDIQFSK-YKQLLLKI 
IKT------------------------FKQSRPIHVQELLGFFALLFILNLMLYFLIVCL 
LCTNTLIIYHGSFPCYVPCTCI-NKTYYVASEDNSAD 
>4_Melopsittacus undulatus_JQ978780_Endogenous 
TGWVFLVDKNS-DTEKARLVADFSQFSRGTNKVSFPKYWCPNLTTLRRILPLGMPRISLD 
VSQAFYHLPLNPASGSRLVYYFRKAAMGVGISPFFLHLFSTALAAEISSRIWAFAYMDDF 
LLCHPNSCYLNTVSHSVCRFLEELGVTINVDKSTPSPTRDINFLGQIPETMWDKLRTVIE 
KIKIGEQYDFKIVQRFVGHLNWVLPFTRGCVELLLSMYQAITAKQNFSFSKTYKYVLYKV 
TMGVCRLVLDPHAPRPLPRVATDATLTFSKQYPIHIQESLVVLLCRLMLHPICILTDSTF 
VLHKRFGSLPWRFAILCEQCLKGTPLYFVPSKYNPAD 
>5_Melopsittacus undulatus_JQ978777_Endogenous 
TGWVFLVDKNS-DTEKARLVADFSQFSRGTNKVSFPKYWCPNLTTLRRILPLGMPRISLD 
VSQAFYHLPLNPASGSRLVYYFRKAAMGVGISPFFLHLFSTALAAEISSRIWAFAYMDDF 
LLCHPNSCYLNTVSHSVCRFLEELGVTINVDKSTPSPTRDINFLGQIPETMWDKLRTVIE 
KIKIGEQYDFKIVQRFVGHLNWVLPFTRGCVELLLSMYQAITAKQNFSFSKTYKYVLYKV 
TMGVCRLVLDPHAPRPLPRVATDATLTFSKQYPIHIQESLVVLLCRLMLHPICILTDSTF 
VLHKRFGSLPWRFAILCEQCLKGTPLYFVPSKYNPAD 
>6_Taeniopygia guttata j_ABQF01007435_Endogenous 
---------------------------------------------LGQILLMDMPIMSLD 
VS-AFYHLPLNPVSAMQLVYYFLKNPVILVSVSFLLPLFSS-LILNGCQSI-TLANK--F 
LLCYTASCYLNSLSHS-CCFLESIGIIINFDKCTSSPVEELKFPGTISDEKLIASEQVDK 
QIDCSDFCYFKILQRLICQVTFGIPFTTYSKCV-QALYASIISKKKFIFCPCKTLLHKMY 
YQGV-EWKLEPKTSVSVPKLATDAMLKFCRTRPIDIQEFLTASVAVSLIKPQSLICDSTF 
VCRKYLRFLPWRFALWARQTLSQVKVYWTPAKFNSAD 
>7_Taeniopygia guttata_i_ABQF01038718_Endogenous 
TGWLFLVDKNSRNIKEARLVVVFSHFSQGKNGLSFPKYWAPNLCALSRILPLEMFWVSLD 
VSQVFYHLPMQTPSATRLTYSFRKAPMRVGLSPFLLHLFSTALTAKISHWIWAFAYMD-F 
LLSHPRHCYLATASHAVCSFLQQLGIRINYDKATPSPVCEILFLGQIPDEQWTKTRQKIK 
KISTTKEYDWKILQRLVGHLNFLIPFTRFSICVLQPMYRAITVKCNFVFSKTYCAVLLKM 
LDHRYKWKINLKPSIPIPQLATDATPDFSKERHIHMQELLMVLCARLMIRPRSLLCDNHF 
VCHKKFGTLPWLFALYANILLKKTLLHFVPSKYNPAD 
>15_Parrot hepatitis B virus_J-274029 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGQNALRFPKYWSPNLSTLRRILPVGMHRISLD 
LSQAFYHIPLNPASGSRLVYYFRKTPMGVGISPFFLHLFSAAIGSEISRRIWTFTYMDDF 
LLCHPNARHLNAVSHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGQIEDSRWTELRTVIK 
KISVGKWYDWKCIQRLIGHIQFVLPFTKGNSEMLKPMYLAVKEQVNFSFSSRYRNLLYKL 
TMGVCRLTLNPKVSLPLPRVATDATLTFSKVRDIHVQELLMSCLAMLMIKPRCLLSDSTF 
VCHKRYMTLPWNFAVLSKQLLGKVPIYYVPSKYNPAD 
>16_Parrot hepatitis B virus_J-274023 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGQNALRFPKYWSPNLSTLRRIVPVGMHRISLD 



LSQAFYHIPLNPASGSRLVYYFRKTPMGVGISPFFLHLFSAAIGSEISRRIWTFTYMDDF 
LLCHPNARHLNAVSHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGQIEDTRWTELRNVIK 
KISVGKWYDWKCIQRLIGHIQFVLPFTKGNSEMLKPMYLAVKEQVNFSFSSRYRNLLYKL 
TMGVCRLTLNPKVSLPLPRVATDATLTFSKVRDIHVQELLMSCLAMLMIKPRCLLSDSTF 
VCHKRYMTLPWNFAVLSKQLLSKVPIYYVPSKYNPAD 
>17_Parrot hepatitis B virus_J-274030 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGKNALRFPKYWSPNLSTLRRILPVGMHRISLD 
LSQAFYHIPLNPASGSRLVYYFRKTPMGVGISPFFLHLFSAAIGSEIARRIWTFTYMDDF 
LLCHPNARHLNAVSHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGQIEDARWTELRTVIK 
KISVGKWYDWKCIQRLIGHIQFVLPFTKGNSEMLKPMYLAVKEQVNFSFSSRYKNLLYKL 
TMGVCRLTLNPKVSLPLPRVATDATLTFSKVRDIHIQELLMSCLAMLMIKPRCLLSDSTF 
VCHKRYMTLPWNFAVLSKQLLGKVPIYYVPSKYNPAD 
>18_Ross' goose hepatitis B virus_AY494849 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGKHAMRFPKYWSPNLSTLRRILPMGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEISRRVWTFTYMDDF 
LLCHPNARHLNAISHAVCSFLQELGVRINFDKTTPSPVTEIKFLGKIEDQRWNELRQVIK 
KIQVGKWYDWKCIQRFIGHLNFILPFTKGNVEMLKPMYHAVTHRVNFSFSSSYRTLLYKL 
TMGVCKLRLNPKVSLPLPRVATDATLTFSKVRDIHIQELLMACLAKLMIKPRCLLTDSTF 
VIHKRYQTLPWHFAVLAKQLMQNIQLYFVPSKYNPAD 
>19_Snow goose hepatitis B virus_AF110996 
TGKLFLVDKNSRNTTEARLVVDFSQFSKGKNAMRFPRYWSPNLTTLRRILPVGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEISRRVWTFTYMDDF 
LLCHPNARHLNSISHAVCTFLQELGIRINFDKTTPSPVNEIRFLGRIEESRWKELRTVIK 
KIKPGEWYDWKCIQRFVGHLNFVLPFTKGNIEMLKPMYAAITNKVNFSFSSAYRTLLYKL 
TMGVCKLQINPKSSVPLPRVATDATPTFSKVRDIHIQELLMVCLAGIMIKPRCILSDSTF 
VCHKRYQTLPWHFAMYAKQLLSPIQLYFVPSKYNPAD 
>20_Heron hepatitis B virus_M22056 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGKNAMRFPKYWCPNLTTLRRILPVGMPRISLD 
LSQAFYHLPLAPASSSRLVYYFRKAPMGVGLSPFLLHLFTTAIGAEIASRVWTFSYMDDF 
LLCHPSARHLNTISHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGKIEESRWNELRTVIK 
KIKVGQWYDWKCIQRFIGHLNFVLPFTKGNIEMLKPMYDACTHRVNFAFSSRYKILLYKL 
TMGVCKLTLDPKVSLPLPRVATDATLTFSKVRDIHIQELLMVCLAKLMIKPRCILTDSTY 
VCHRKFSKLPWHFAMYAKQLLTRLTLYYVPSKYNPAD 
>21_Snow goose hepatitis B virus_AF110998 
TGKLFLVDKNSRNTTEARLVVDFSQFSKGKNAMRFPRYWSPNLTTLRRILPVGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEISRRVWTFTYMDDF 
LLCHPNARHLNSISHAVCTFLQELGIRINFDKTTPSPVNEIRFLGKIEESRWKELRTVIK 
KIKPGEWYDWKCIQRFVGHLNFVLPFTKGNIEMLKPMYAAITNKVNFSFSSAYRTLLYKL 
TMGVCKLQINPKSSVPLPRVATDRTPTFSKVRDIHIQELLMVCLARIMIKPRCILSDSTF 
VCHKRYQTLPWHFAMYAKQLLSPIQLYFVPSKYNPAD 
>22_Parrot hepatitis B virus_J-274019 
TGRVFLVDKNSRNTEEARLVVDFSQFSKGKNALRFPKYWSPNLSTLRRIVPVGMYRISLD 
MSQAFYHIPINPASGSRLVYYFRKAPMGVGLSPFLLHLFTTAIGSEIARRIWTFTYMDDF 
LLCHSNPRYLNAVSHAVCTFLQEYGIRINFDKTTPQPVKTIRFLGKIEESRWMDLRQIIK 
KIVVGKWYDWKCIQRFIGHLQFVLPFTKGNSEMLKPLYAAVTNQVNFAFSSRFKILLYKL 
TMGVSKLKLNPGVTLPLPRVATDATLTFSKVRDIHIQELLMSCLAMLMIKPRCLLSDSTF 
VCHKRYMTLPWHFAMFAKQLLTKVPVYFVPSKYNPAD 
>23_Duck hepatitis B virus_DQ276978 
TGKLFLVDKNSRNTEEARLVVDFSQFSKGKNAMRFPRYWSPNLSALRRILPLGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEIARRVWTFTYMDDF 
LLCHPNARHLNSISHAVCSFLQELGIRINFDKTTPSPVNEIRFLGKIEESRWSELRTVIK 
KIKVGEWYDWKCIQRFVGHLNFVLPFTKGNVEMLKPMYAAITHKVNFSFSSAYRTLLYKL 
TMGVCKLSIKPKSSVPLPRVATDATPTFSKVRDIHIQELLMVCLARIMIKPRCILSDSTF 
VCHKRYQALPWHFAVLAKQLLSPIPLYFVPSKYNPAD 
>24_Crane hepatitis B virus_AJ441113 



TGRLFLVDKNSRNTEEARLVVDFSQFSKGKNAMHFPRYWSPNLSTLRRILPVGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGTEISRRVWTFTYMDDF 
LLCHPNARHLNAISHAVCTFLQELGIRINFDKMTPSPVNEIRFLGKIEESRWIELRQVIK 
KIQIGQWYDWKCIQRFVGHLNFVLPFTKGNIEMFKPMYAAITNQVNFSFSSAYRTLLYKL 
TMGVCKLRLKPKASVPLPRVATDATPTFSKVRDIHVQELLMTCLAKLMIKPRCLLSDSTF 
VCHKRYQTLPWHFAMFAKQLLKNIQLYFVPSKYNPAD 
>25_Ross' goose hepatitis B virus_AY494849 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGKHAMRFPKYWSPNLSTLRRILPMGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEISRRVWTFTYMDDF 
LLCHPNARHLNAISHAVCSFLQELGVRINFDKTTPSPVTEIKFLGKIEDQRWNELRQVIK 
KIQVGKWYDWKCIQRFIGHLNFILPFTKGNVEMLKPMYHAVTHRVNFSFSSSYRTLLYKL 
TMGVCKLRLNPKVSLPLPRVATDATLTFSKVRDIHIQELLMACLAKLMIKPRCLLTDSTF 
VIHKRYQTLPWHFAVLAKQLMQNIQLYFVPSKYNPAD 
>26_Heron hepatitis B virus_M22056 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGKNAMRFPKYWCPNLTTLRRILPVGMPRISLD 
LSQAFYHLPLAPASSSRLVYYFRKAPMGVGLSPFLLHLFTTAIGAEIASRVWTFSYMDDF 
LLCHPSARHLNTISHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGKIEESRWNELRTVIK 
KIKVGQWYDWKCIQRFIGHLNFVLPFTKGNIEMLKPMYDACTHRVNFAFSSRYKILLYKL 
TMGVCKLTLDPKVSLPLPRVATDATLTFSKVRDIHIQELLMVCLAKLMIKPRCILTDSTY 
VCHRKFSKLPWHFAMYAKQLLTRLTLYYVPSKYNPAD 
>27_Snow goose hepatitis B virus_AF111000 
TGKLFLVDKNSRNTTEARLVVDFSQFSKGKNAMRFPRYWSPNLTTLRRILPVGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEISRRVWTFTYMDDF 
LLCHPNARHLNSISHAVCTFLQELGIRINFDKTTPSPVNEIRFLGKIEESRWKELRTVIK 
KIKPGEWYDWKCIQRFVGHLNFVLPFTKGNIEMLKPMYAAITNKVNFSFSSAYRTLLYKL 
TMGVCKLQINPKSSVPLPRVATDATPTFSKVRDIHIQELLMVCLARIMIKPRCILSDSTF 
VCHKRYQTLPWHFAMYAKQLLSPIQLHFVPSKYNPAD 
>28_Stork hepatitis B virus_AJ251937 
TGRIFLVDKNSRNTTEARLVVDFSQFSKGKNAMRFPKYWSPNLTALRRIVPLGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTAIGAEISRRVWTFSYMDDF 
LLCHPSARHLNSISHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGKIEESRWNELRQVIK 
KIKVGQWYDWKCIQRLIGHLNFVLPFTKGNVEMLKPMYDACTHRVNFAFSSRYKILLYKL 
TMGVCKLTLKPKSSLPLPRVATDATLTFSKVRDIHVQELLMVCLARLMIKPRCILTDSTY 
VCHRKFNKLPWHFAMYAKQLLTRLTLYYVPSKYNPAD 
>29_Duck hepatitis B virus_AY494851 
TGKLFLVDKNSRNTEEARLVVDFSQFSKGKNAMRFPRYWSPNLTTLRRILPVGMPRISLD 
LSQAFYHLPFNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEISRRVWTFTYMDDF 
LLCHPNARHLNAISHSVCSFLQELGVRINFDKTTPSPVNEIRFLGKIEESRWKELRTVIK 
KIKIGEWYDWKCIQRFVGHLNFVLPFTKGNIEMLKPMYAAITNQVNFSFSSAYRTLLYKL 
TMGVCKLQIKPKSSVPLPRVATDATPTFSKVRDIHVQELLMTCLAKIMIKPRCLLSDSTF 
VCHKRYQTLPWHFAMLAKQLLKPIPLYFVPSKYNPAD 
>30_Woolly monkey hepatitis B virus_AY226578 
TGGVFLVDKNPHNATESRLVVDFSQFSRGNTSVSWPKFAVPNLQSLTNLLSTDLSWVSLD 
VSAAFYHLPLHPASMPHLIMGFRKVPMGLGLSPFLLAQFTSAICS-VVRRCMAFSYMDDV 
VLGAKSVQHLESLLASVTTFLLALGIHLNPEKTKRWG-RALNFMGLPQQHIRDKIALCFQ 
KLPCNRPIDWKVCQRIVGLLGFVAPFTQCGYAALMPIYTCIQKHQAFTFSLVYKTFLKDQ 
YMHLYPVARQRAGHCQVFA---DATPTFLSPLPIHTAELLAACFARCWSGAKLIGTDNAV 
VLSRKYTHFPWLLGCAATWILRGTCFVYVPSKLNPAD 
>31_Arctic ground squirrel hepatitis B virus_AGU29144 
TGGVFLVDKHPHNSSESRLVVDFSQFSRGHTRVHWPKFAVLNLQALANLLSTNLQWLSLD 
VSAAFYHIPVSPAAVPHLIMGFRKLPMGVGLSPFLLAQFTSALAS-MVRRCVAFAYMDDL 
VLGARTHEHLTAIYSHICSVFLDLGIHLNVAKTKWWG-HHLHFMGLPQDKHVQKVSTYLK 
SIPLNKPLDYKICERLTGILNYVAPFTKCGYAALLPLYQATS-RTAFVFSSLYHSWLLSL 
YAELWPVARQRGVVCSVS----DATPTGAFALPIATADVIAACLARCWTGARLLGTDNSV 
VLSGKLTSYPWLLACVANWILRGTSFCYVPSAANPAD 



>32_Hepatitis B virus isolate_AY330912 
TGGVFLVDKNPHNTAESRLVVDFSQFSRGSTRVPWPKFAVPNLQSLTNLLSTNLSWLSLD 
VSAAFYHLPLHPAAMPHLILGFRKIPMGVGLSPFLLAQFTSAICS-VVRRCLAFSYMDDV 
VLGAKSVQHLESLYTAVTNFLLSLGIHLNPNKTKRWG-YSLHFMGLPQNHIVQKIKQCFR 
KLPVNRPIDWKVCQRIVGLLGFAAPFTQCGYPALMPLYACIQAKQAFTFSPTYKAFLSQQ 
YSTLYPVARQRFGLCQVFA---DATPTFVAPLPIHTAELLAACFARSRSGANIIGTDNSV 
VLSRKYTSFPWLLGCAANWILRGTSFVYVPSALNPAD 
>33_Hepatitis B virus_AJ131574 
TGGVFLVDKNPHNSTESRLVVDFSQFSRGSTRVSWPKFAVPNLQSLTNLLSSNLSWLSLD 
VSAAFYHLPLHPAAMPHLVLGFRKIPMGVGLSPFLLAQFTSAICS-VVRKCLAFNYMDDV 
VLGAKSVQHLESLYTAVTNFLLSLGIHLNPTKTKRWG-YSLNFMGLPQEHIVYKIKQCFK 
KLPVNRPIDWKVCQRIVGLLGFAAPFTQCGYPALMPLYACIQAKQAFTFSPTYKAFLRKQ 
YLTLYPVARQRPGLCQVFA---DATPTFVAPLPIHTAELLAACFARSRSGANLIGTDNSV 
VLSRKYTSFPWLLGCAANWILRGTSFVYVPSALNPAD 
>34_Hepatitis B virus_AJ131567 
TGGVFLVDKNPHNTAESRLVVDFSQFSRGSTRVPWPKFAVPNLQSLTNLLSSNLSWLSLD 
VSAAFYHLPLHPAAMPHLVLGFRKIPMGVGLSPFLLAQFTSAICS-VVRRCLAFSYMDDV 
VLGAKSVQHLESLYTAVTNFLLSLGIHLNPTKTKRWG-YSLNFMGLPQEHIVQKIKHCFR 
KIPVNRPIDWKVCQRIVGLLGFAAPFTQCGYPALMPLYACIQAKQAFTFSPIYKAFLSKQ 
YATLYPVARQRAGLCQVFA---DATPTFVAPLPIHTAELLAACFARSRSGANIIGTDNSV 
VLSRKYTSFPWLLGCAANWILRGTSFVYVPSALNPAD 
>35_Ground squirrel hepatitis virus_NC_001484 
TGGIFLVDKNPYNSSESRLVVDFSQFSRGHSRVHWPKFAVPNLQTLANLLSTNLQWLSLD 
VSAAFYHIPVSPAAVPHFIMGFRKLPMGVGLSPFLLAQFTSALTS-MVRRCLAFAYMDDL 
VLGARSYEHLTAVYSHICSVFLDLGIHLNVEKTKWWG-HTLHFMGLPQDKHVHKVTTYLK 
SIPINQPLDYKICERLTGILNYVAPFTKCGYAALLPLYQAIASHTAFVFSSLYKNWLLSL 
YGELWPVARQRGVVCSVFA---DATPTFGFSLPIATAELIAACLARCWTGARLLGTDNSV 
VLSGKLTSFPWLLACVANWILRGTSFCYVPSADNPAD 
>36_Hepatitis B virus_FJ787490 
TGGVFLVDKNPHNTTESRLVVDFSQFSRGSTRVSWPKFAVPNLQSLTNLLSSNLSWLSLD 
VSAAFYHIPLHPAAMPHLILGFRKIPMGVGLSPFLMAQFTSAICS-VVRRCLVFSYIDDV 
VLGAKSVQHLESLFTAITNFLLSLGIHLNPHRTKRWG-YSLNFMGLPQEHIVQKLKQCFR 
KLPINRPID-KVCQRIVGLLGFAAPFTQCGYPALMPLYTCIQSKQAFTFSPTYKAFLCKQ 
YLNLYPVARQRSGLCQVFA---DATPTFVAPLPIHTAELLAACFARSRSGAKLIGTDNSV 
VLSQKYTSFP-LLGCAANWILRGTSFVYVPSALNPAD 
>37_Orangutan hepadnavirus_AF193864 
TGGVFLVDKNPHNSSESRLVVDFSQFSRGSTSVSWPKFAVPNLQSLTNLLSSNLSWLSLD 
VSAAFYHIPLHPADMPHLIMGFRKIPMGVGLSPFLLAQFTSAICS-VVRRCLAFSYMDDM 
VLGAKSVQHLESLYTAVTNFLLSLGIHLNPSKTKRWG-YSLHFMGLPQDHIVQKIKHCFR 
KLPVNRPIDWKVCQRIVGLLGFAAPFTQCGYPALMPLYNCIQNRQAFTFSPTYKAFLRTQ 
YLTLYPVARQRPGMCQVFA---DATPTFVAPLPIHTAELLAACFARSRSGANIIGTDNSV 
VLSRKYTSFPWLLGCAANWILRGTSFVYVPSALNPAD 
>38_Woodchuck hepatitis B virus_AY628098 
TGGVFLVDKNPNNSSESRLVVDFSQFSRGHTRVHWPKFAVPNLQTLANLLSTDLQWLSLD 
VSAAFYHIPISPAAVPHLIMGFRKLPMGVGLSPFLLAQFTSALAS-MVRRCVVFAYMDDL 
VLGARTSEHLTAIYTHICSVFLDLGIHLNVNKTKWWG-NHLHFMGLPQDKHVKKLSRYLR 
SVPVNQPLDYKICERLTGILNYVAPFTLCGYAALMPLYHAIASRTAFVFSSLYKSWLLSL 
YEELWPVVRQRGVVCSVFA---DATPTFAFPLPIATAELIAACLARCWTGARLLGTDNSV 
VLSGKLTSFPWLLACVANWILRGTSFCYVPSALNPAD 
>39_Bat_hepatitis_virus_472438220 
TGGVFLVDKNPGNRQESRLVVDFSQFSRGDTRVHWPKFAVPNLQSLTNLLSTNMHWLSLD 
VAAAFYHIPLSSAAMCHLIMGFRKIPMGVGLSPFLLAQFTSALAS-LVRRCMAFTYMDDV 
VLGAKSPHHLRALHTSVCSLFRDLGIVVNPTKTKWWG-KHLHFMGLPQDKHHQKALKLIS 
SLPVNKPLDWKILQRITGLLGFLAPFTTCGYPALMPLYHAITRRQALKISWPFKNFLYSL 
YKQPLPVIRQKPAICQVFA---DATPTFPRPLPIHCAELIAACLARRWTGARVIGTDNSI 



VASGKRTSFPWLLGCVANWMLRGTSFCFVPSALNPAD 
>40_Bat_hepatitis_virus_460417887 
TGGVFLVDKNPGNRQESRLVVDFSQFSRGDTRVHWPKFAVPNLQSLTNLLSTNMHWLSLD 
VAAAFYHIPLSSAAMCHLIMGFRKIPMGVGLSPFLLAQFTSALAS-LVRRCMAFTYMDDV 
VLGAKSPHHLRALHTSVCSLFRDLGIVVNPTKTKWWG-KHLHFMGLPQDKHHQKALKLIS 
SLPVNKPLDWKILQRITGLLGFLAPFTTCGYPALMPLYHAITRRQALKISWPFKNFLYSL 
YKQPLPVIRQKPAICQVFA---DATPTFPRPLPIHCAELIAACLARRWTGARVIGTDNSI 
VASGKRTSFPWLLGCVANWMLRGTSFCFVPSALNPAD 
>8_Crane hepatitis_AJ441112 
TGRLFLVDKNSRNTEEARLVVDFSQFSKGKNAMHFPRYWSPNLSTLRRILPAGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGTEISRRVWTFTYMDDF 
LLCHPNARHLNAISHAVCTFLQELGIRINFDKMTPSPVNEIRFLGKIEESRWIELRQVIK 
KIQIGQWYDWKCIQRFVGHLNFVLPFTKGNIEMFKPMYAAITNQVNFSFSSAYRTLLYKL 
TMGVCKLRLKPKASVPLPRVATDATPTFSKVRDIHVQELLMTCLAKLMIKPRCLLSDSTF 
VCHKRYQTLPWHFAMFAKQLLKNIQLYFVPSKYNPAD 
>9_Duck hepatitis B virus_-58569 
TGKLFLVDKNSRNTSEARLVVDFSQFSKGKNAMRFPRYWSPNLSTLRRILPVGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEIARRVWTFTYMDDF 
LLCHPNARHLNSISHAVCSFLQELGIRINFDKTTPSPVNEIRFLGKIEESRWKELRTVIK 
KIKIGEWYDWKCIQRFVGHLNFVLPFTKGNIEMLKPMYAAITHKVNFSFSSAYRTLLYKL 
TMGVCKLSIKPKSSVPLPRVATDATPTFSKVRDIHIQELLMVCLAKLMIKPRCILTDSTF 
VCHKRYQTLPWNFAVFAKQLLSSIPLYFVPSKYNPAD 
>10_Duck hepatitis virus B_-12798 
TGKLFLVDKNSRNTEEARLVVDFSQFSKGKNAMRFPRYWSPNLSTLRRILPVGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEISRRVWTFTYMDDF 
LLCHPNARHLNAISHAVCSFLQELGIRINFDKTTPSPVNEIRFLGKIEESRWKELRTVIK 
KIKVGEWYDWKCIQRFVGHLNFVLPFTKGNIEMLKPMYAAITNQVNFSFSSSYRTLLYKL 
TMGVCKLRIKPKSSVPLPRVATDATPTFSKVRDIHVQELLMSCLAKIMIKPRCLLSDSTF 
VCHKRYQTLPWHFAMLAKQLLKPIQLYFVPSKYNPAD 
>11_Sheldgoose hepatitis B virus_AY494853 
TGKLFLVDKNSRNTEEARLVVDFSQFSKGKNAMRFPRYWSPNLSTLRRILPVGMPRISLD 
LSQAFYHLPFNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTALGSEIARRVWTFTYMDDF 
LLCHPNARHLHAISNSVCNFLQELGIRINFDKTTPSPVTEIRFLGRIEDMRWTEIRNVIK 
KIKVGEWYDWKCIQRFVGHLNFVLPFTKGNTEMLKPMYTAISNQVNFSFSSAYRTLLYKL 
TMGVCKLSIKPKVSVPLPRVATDATPTFSKVRDIHVQELLMACLAKLMIKPRCLLSDSTF 
VCHKRYHSLPWSFAMLAKQLLNPIQLYFVPSKYNPAD 
>12_Stork hepatitis B virus_AJ251934 
TGRIFLVDKNSRNTTEARLVVDFSQFSKGKNAMRFPKYWSPNLTALRRIVPLGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTAIGAEISRRVWTFSYMDDF 
LLCHPSARHLNSISHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGKIEESRWNELRQVIK 
KIKVGQWYDWKCIQRLIGHLNFVLPFTKGNVEMLKPMYDACTHRVNFAFSSRYKILLYKL 
TMGVCKLTLKPKSSLPLPRVATDATLTFSKVRDIHVQELLMVCLARLMIKPRCILTDSTY 
VCHRKFNKLPWHFAMYAKQLLTRLTLYYVPSKYNPAD 
>13_Stork hepatitis B virus_AJ251936 
TGRIFLVDKNSRNTTEARLVVDFSQFSKGKNAMRFPKYWSPNLTALRRIVPLGMPRISLD 
LSQAFYHLPLNPASSSRLVYYFRKAPMGVGLSPFLLHLFTTAIGAEISRRVWTFSYMDDF 
LLCHPSARHLNSISHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGKIEESRWNELRQVIK 
KIKVGQWYDWKCIQRLIGHLNFVLPFTKGNVEMLKPMYDACTHRVNFAFSSRYKILLYKL 
TMGVCKLTLKPKPSLPLPRVATDATLTFSKVRDIHVQELLMVCLARLMIKPRCILTDSTY 
VCHRKFNKLPWHFAMYAKQLLTRLTLYYVPSKYNPAD 
>14_Parrot hepatitis B virus_J-274024 
TGRIFLVDKNSRNTEEARLVVDFSQFSKGQNALRFPKYWSPNLTTLRRILPVGMYRISLD 
LSQAFYHIPLNPASGSRLVYYFRKTPMGVGISPFFLHLFSAAIGSEISRRLWTFTYMDDF 
LLCHPNARHLNAVSHAVCTFLQEFGIRINFDKMTPSPVTTIRFLGQIEDQRWTELRTVIK 
KISVGKWYDWKCIQRLIGHIQFVLPFTKGNSEMLKPMYLAVKEQVNFSFSSRYKNLLYKL 



TMGVCRLTLNPKVSLPLPRVATDATLTFSKVRDIHIQELLMSCLAMLMIKPRCLLSDSTF 
VCHKRYMTLPWNFAVLSKQLLAKVPVYYVPSKYNPAD 
>DIRS 
-----------KRTGGVRLILDLSELNKCMMYKHFKM--DNIHTVLDLVSP-DNFLASVD 
LRDAYYTVPIHQEDRKYL-WQFKALPNGLSTAPRLFTKLLKPVFSKLRQAIVV-GYLDDT 
ILIAENEEKLKAAVKATTDILAQLGFIIHPEKSVLTPTKEITFLGRLPESKALEVERLCQ 
ELIDTKEPSIRHVARVIGKIVSTFPAVQYG------------------------------ 
------------------------------------------------------------ 
------------------------------------- 
>ERV2-3_Pca-I_ERV2_Procavia capensis 
-----------KKSGKWRLLQDLTMESMGALQPGLP---SPNAVPLNYAV------IVID 
LRDCFFTIPLHPRDRQRFRYQWKVLPQGMKNSPTLCQKFVDAAIENVRKQVYLIHYMDDI 
LLAHPNRSFLQECLMALTSALEAKGLVIAPDKIQTQPP--ISYLGHPPFVLRTAHLKTLN 
D-----------FQKLLGDINWLRSLLKLTTADLLPLF---------------------- 
------------------------------------------------------------ 
------------------------------------- 
>Gypsy-12_DTa-I_Gypsy_Drosophila takahashii 
-------------EKKWRLVIDFRKLNEKTVSDRYP---IPNVADILDSIEKTMYFTTLD 
LASGFHQIQMNPRDASKTHYEFTRMPFGLKNAPATFQRVMDNVLGDL---DVCLVYLDDI 
IVFSPSLQKHMADIKSVFTKLQNANLKIQPSKCNFL-RKEIDFLGKP------------N 
PLKIQAIKDFPCPKSFLGLLGYYRKFIKDFAKITKPI----------------------- 
------------------------------------------------------------ 
------------------------------------- 



CmCc58-R-54 AGGAGTATTGTCTTGAGGCATTG 
 
CmCc58-F-54 GGCAAATCTCTGGAAGTTGAAG 
 
CmCc59-R-54 GATTCACGATTGTCTACCAAAGC 
 
CmCc59-F-54 GTTCATATGGCCTGCATCTG 
 
CmCr20-R2-55 TGGCTCAACTGCAATGATGAC 
 
CmCr20-F2-55 ACAAGCTATAAGAAGTGCCTGC 
 
CmCr20-R1-54 GAGTGATAAAGTCCTTAACAGCATC 
 
CmCr20-F1-54 CTCCCAGAAGTTATAGAAGTTCAGA 
 
CmCr49-R-56 TGATCACACCTCAGAAGGGC 
 
CmCr49-F-55 GATCTACATGATATCCCCAACCATC 
 
CmCr47-R-55 GTGACTAGCCCAAGGTCAC 
 
CmCr47-F-55 TATGATCTACTGGGATCCAGGAG 
 
CmB41-R1-54 CTCTCAATGCAAAGCAACAGAG 
 
CmB41-F1-53 GAGAGGGAACACTTGATGTATTG 
 
CmB41-R2-53 ATTTTGGTGGATGATTCAAGGAC 
 
CmB41-F2-53 CAAAGGCATTTCCAAATCTCG 
 
CmB53-R1-56 GTCTGACCATCCACACAAAACG 
 
CmB53-F1-55 TGGAGCAATAAGACATCCAGATG 
 
CmH207-R-53 AGAAAACTGACAACTACAAGCAG 
 
CmH207-F-54 GTCTGAACATTGTGATGTGCG 
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>EBLN1_Crotalus_mitchellii 
TTTTGCCAATATCCCCCAGATGACACCGAGCCACACCCCGGGATAGGGAAATCTGCCGAA 
ATTGAACATGCAACTAAATGCTTCCTTAATTCACAACACAGGAGCATTTACCATCCAGTG 
ACACCAAGTCTTGTATTCTTGTGCTATCTGATCCCTGGACTGTGGTCTGCATTCAGAGAA 
GCTGGTGTTCCAACAATTTCATACTTTGCTGACCAATCGGAGGGAAAATTGAGACAAGTA 
GTTTTATCAACACTGGAATAACTAATGACCCTTTGACCACACTTGAGCTGTCATCCGTTA 
TTGCTCACTGTACAACACTACTTATTGGAGTCATCATTGGTCATCAGCTGGGTCTGCGCA 
GATCAAGAAAAGAATAAAGGCATTGTTTGTGACATTGGGAAAACCAACACATGCAGAGGC 
AGCAAATGCTCTTCAACTCTTCCCTCCAACTGCAGCAATAGATGATCAACTCTCAACCAT 
GGGCTAGGAATCTAATTCTGGGTTTGTTGACCACAACTTTTGAGTCACCCGGGAAAGAGA 
TGATGGCACAGCTATCAATGATTGCGGAGCATGCACAGATGACAACCTACTCCACAATCA 
ATTCATATCTCAACCAATGCATGGATGCAACAATAGCTCTCCCTGCTGTTGTGAAGGAAA 
TTGAGGAATTTGAAAGAGTAACTCGTGACCTCAAAATTAAACTCAAAAAGTTGTTCAAGT 
ATGCTGGAGCAATAAGACATCCAGATGTAATTCAAATAGCTCCTAAAGCTTTTCCAAACT 
TGGCAACTGCTGCCCTTAATTGGAGTAAGAGAAAAAGTACTTCAATGGGAGCATATAAGT 
CACCAGATATCATTCCTGGAGCAACAATAACAGAGTTTATGCTTAGTAGAGCAAGAAAGA 
GCCGTATTGTGAGGTCTGGTGGTGGCGAGGAGATGGGCTCAGCTACATGAAATATTTTGT 
TGAAGTATGGGATTACTGGTTTCAGTACAGAAAAAGATTGAAACAATTCTCTTAAAAAAA 
AAATT 
>EBLN2_Crotalus_mitchellii 
GGAAAATTTGGATCACTTTCTGGAAACTTCTGACAGTATCCCGCTGATGACACAGAGCCA 
CACCCAGGCATAAGGAAGAAGACCAAAATTGAACATGCCACTAAGTGTTTTCTCAACCCT 
GAACGCAGAACACTGTATCATCCAATGACTCCAAGCCTTGTGTTTTTATGCTATCTGATT 
CCTGGATTATGGACAGCTTTTAAGAATGCTGGAGTTCCTACTAGTTCTTACTTTACTCAA 
CTGATTGGTGGGCATGTTCAAAGTCAGTCTCTCACAAATGATGCAATTGAAGATGTTCCA 
CTTACTGCGCTCGAACTGTCAAGTGTGATAGCCCATTGCACCACTCTGCTAATCAGTATA 
GTCCTTGAATCATCCACCAAAATTGCAGCTGGGTCCGCCCAAATCAAGAAAAGAATTAAA 
GCAATGTTTGTTACGCTTGGAAAACCAACCCATGCCGACATAGCCAATGCACTACAACTC 
TTCCCACCTACAGCTGCGGTGGACTGGCTCAACTCCCAACCATGGATTGGAAATCTCATA 
CTTGTTTTTCTCGACACTACATTCAAAACACCTGGAAAGGAAATGATGGACCAAGTTCAT 
TTAGTTGCAGGTTATGCTCAAATGACAACATACTCAACCATCCAGGCTTATTTGGAACAC 
TGTATGGATGGAACCATAGCCTTACCTGCTGTTGTCAAAGAAATTGAAGAATTTGCCAAA 
GTATCAAAACAAATCCACCTCAAACTTAGACAATGGTTTAAATTTGCGGGTGCCATAAGA 
CATTCTGAGGTAATCAAGCTTGCTCCAAAGGCATTTCCAAATCTCGCCCTTTACTGGAGT 
AAACAAGAAAGTACATCAATGGGTGCCTACAAAGCGCCAGATATAGTACCAGGTGCGATT 
ATCATTGAGTTTACTCTAGCACACACCCATAGAAGAGGAATAGTGAGAGTGGGCATTGGA 
TATGAGATGGGCCCAAACACTACACGTATTCTCTCTGCGTATGGCATAACGGGATTTGAG 
AAAAGTAAAGATTGAACCAATTCCTTAAAAAAAAAAATA 
>EBLN3_Python_bivittatus 
AACCACAGAAGCAGGCCCTGGGATTGGAAAGGAGGAAGATATAAAAAAAAAATGCCAAGG 
ATTTACTTGATCCAGCGTGGCATGACAAATTCCATCCTGTCACTGCAAGCCTTGTCTTTC 
TGTGCCTTATTTTCAATGGATTACACTCAGCATTTAAAACTGTTGGTGTTTCAGAGACTT 
CAGGGCTTTTAACACCAAAGGAGGGGAGACCAAAAGGAACAAGTACACTGCACAAGAAAT 
CAACCCAAAACAAAGCTGACGCAGGACTAACTGCCACAGAGCTCACCTTACTCCTTTGCC 
GTTGCTGTGACCTTTTTATTGGACTAGCCATTGGATCCAGCGATAAAATCAGAATCAATA 
GTGCTCAAGTCCACAAACATTTTGAAACACTAATGGTCTCACTTCAAAAGAAAACTACCA 
GCAAATGCAATGCCTATTACACTATACAATGCTGGACATGCTATTGACTGGATCAACTCA 
AAGCCATGGATTGGTCATTTGGTACTCAATCTTATTGAACTTGAAGCAGAATCACCTGCT 
AAAGAGCTAATAGACCAAATGAAACTTGTAGCCAACAAAGCACAAATGACTATATGTTTC 
AGTGTAGAAGCGTACCTCAAGCAGTGCATGGATGGAACAATTGCTATGAGGCAAGTTGTT 
GCTGAGATACCAAAATTTGAAGCAGCTGTTTCCATAGTGAAGAAGAAGACAGGGTCCATG 
TTCAAGTTTGCCAGTGCAATTCGACACCCAGCCATCATCAATCTAGCTCCAAGAAATTTC 
CCGAATTTATCTACAGCTGCAAACTACTGGAAAAAATGGCATAGCCCCTCTTTTGCTGGT 
TTTAAGGCACTGAAGGTTACACCTGGAGCAGCAATATCCATTCCAATGCTGCAACTTGCA 
GCAACGAGGATCTTGAGAGAAGTACGTCCAATCCAGTCTGGCAAGTTGGGCATGCTCCGG 
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GTTCCATTAGCCAAG 
>eSCV1_Crotalus_mitchellii 
TGGGATTACTATAGAATCAGAAAGCTCAAAGTTGAATTCTTCCCAACATTCCTGGGCTCA 
CAAGAAGAATACTCAAGAGGAACCACTGTTATTGATCTTGATGGCAATATTCCAGCAGCC 
ACCACCACCCCAGCAGCATATGACCCATTTATGGATAGATCATCAGCACACAACTGGATC 
CCACACAGATACCACTCAAGATACTTCACACCCAAACCACAACTCTCTGATGTCCAAGGC 
ACAGCAGCAATCAAGGAATCAGCATTCTTCCAGCCAAACAATAAATATAATCAATTTTGG 
CTCAATCCCAAAGATGCTAATGTACTCCACTGGGGTCTTGGTTTCAGCATGTATGTTCCT 
GAAAGTCTCACAGCCACCCAACCAGTTACTTACTCATGGCTAGTAAAAATCACATACTAT 
GTTCAATTCAGAGAATTTATTTTTTCCATGTGTATGTACTTAACAATTGATTGGAAATAA 
AGTTGGCATTTTATCAGACAT 
>eSCV2_Crotalus_mitchellii 
GCCAAAACCCCAGGATGGTACTCTGATCGTCTGACATTCACTCTACAAAGCGCATGGACT 
GGAACCCCCAACCCCAGCACCAACCTGACTGCCAAATATTTATGGGATTACTGTAGGATC 
AGAAAAATGAAAGTTGAATTTTTTCCCACATTTCTTGGCTCACAAGAAGAATATTCCAGA 
GGAACCACTGTTATTGATCTTGATGGCAACTTACCACAACCGGGAACAACAGCTGCACCA 
AATGACCCGTTTGAGGACAGGTCAACAGCCCACAATTGGATCCCCCACAGATACCACTCA 
AGATACTTCACCCCCAATCCCCAGTTGATCCAGGACAAAGCCACACCCGCGGGGTCCCTC 
TTCTTCCAACCAAATAATAAATATAATCAATTATGGTTAAATTGTAATGATGACACCATG 
CTCCACTGGGGGCTTGGATTCAGTATGTATGTTCCAGAGAGTTTCACTGCTTCCCAACCA 
GTAAAATACTCATGGCTTGTAAAAATCACATACTATGTTCAATTCAGAGAATTTATTTTT 
CCATGTACACATGCTTAACAATTTATTGGAAATAAAGTTGGCATTTTATCAGACAT 
>eSCV3_Crotalus_mitchellii 
CATCCCTGCAAAAGATATGTATTTACTATTAACAATCCCTCCGAAGAAGATTATGATGCT 
GTTAAGGACTTTATCACTCCGGAAAACTGCGTTTATGCTATAGTTGGTGAAGAACAAGTC 
TCAACCCTCCACTTGCAAGGATTTGTCAACCTAAAGAAGAAGATGAGATTCAATCCCTTC 
AAAGCAGCTATTGGTGGAAGAGCTCATGTGGAGAAAGCTAAAGGAACTGATCTGGATAAC 
AAGAGATATTGCAGTAAGCAGAAAGTTTACCTTGAGGTTGCAGAGCCCTCCGCACAAGGA 
AAGAGGTTAGATCTGAAGGAAGCTATTGCTCTGCTGAACAGCGGTTCCTCAATGACTGAA 
CTTGCCCAGGCATATCCCTCCGTATATATAAGATATGGGAGGGGCCTGAAAGACTACGTC 
ATCACTGCACAATTGGCTAGGATGAGAGATTTCAAAACTGATGTACATGTGATCACAGGA 
ATTCCGGGGTGTGGCAAGAGTAAGTTCTATAGTGAACTGGATGGTGACAAATATTGGAAA 
CCCCGTGGAAAGTGGTGGGACGGGTATACAGGGCAAGAGATTGTTATATTGGATGATTTT 
TATGGGTGGCTACCATTTGATAAATTGTTAAGAATTTGTGATAGATACCCTTATAGAGTT 
GAGACCAAGGGTGGTACAATGGAATTTGTTTCTAAGTGTATTTATATCACTTCAAAACAA 
GCC 
>eSCV4_Crotalus_mitchellii 
CAAGAAAAGAGGTCAGACCTGAAGGAAGCTATTGCTCTGCTGAACAGCGGTTCCTCAATG 
ACTGAGCTTGCCCGGGCATATCCCTCTGTATATATAAGATATGGGATGGGCCTGATAGAC 
TACGTCATCACTGCACAATTGGCTAAGATGAGAGATTTCAAAACTGATGTACATGTGATC 
ACAGGAATTCCGGGGTGTGGCAAGAGTAAGTTTTGTAGTGAACTGGATGGTGACAAATAC 
TGGAAACCCCATGGAAAGTGGTGGGATGGGTATACTGGACAAGAGATTGTTATATTGGAT 
GATTTTTATGGATGGATACCATTTGATGAATTGTTAAGAATTTGTGATAGATACTCTTAC 
AGAGTTGAGACGAAGGGTGGTACAATGGAATTTGTTTCTAAGAGTATT 
>eSCV5_Crotalus_mitchellii 
AAGATGAGAGATTTTAAAACGGAAGTCCACGTCATCATGGGAATCCCCAGGTGTGGCAAG 
AGTAAGTTTTGTAATGAACTTGAAGGAGAGAAGTACTGGAAACCGCGGGGAAAGTGGTGG 
GATGGATACACTGGACAAGAGATTGTGATATTGGATGATTATTATGGTTGGCTCCCCTTT 
GATGAATTGTTAAGATTGTGTGATAGATATCCCTACAGAGTGGAGACTAAAGGGGGAACT 
GTTGAGTTTGTGTCTAAGACCATTTATATCACTTCAAACAAACCTGTTAAGGAATGGTAT 
AATGAGGAATATTGTCTTGAGGCTTTGTTTAGAAGAATCACTTCATACAAAATAATGAGA 
AAAGGAGAAGGCATGTCTGATAAAATTCCA 
>eSCV6_Python molurus 
GTTGTAAAAGAAATGCTAGGGGGAAGAGCCCACCTTGAAAAAACAAAAGGTACTGACCTG 
GATAATCAGACGTACTGCTGTAAGGGTGGTGATTTTATTGAGATCAGTGAGTCTTCCAAA 



CTAGGTAAAAGGAATGACCTGGACAACGCTGTTGAGCAATTGCATGAAACT 
>eSHBV1_Crotalus_mitchellii 
CCAAACTACAAGAGCCTGTCCAGAATTCTCCCTCCGATCATGTCTCGCATCTCCTTGGAC 
TTCTCTGAGGCTTTTTAATCATCTTCCTCATCATCCTGAATCTGCCGCTCACTTTCTTAT 
ATCTGATGGGACACACGCTTATGGGTTTAGGAAATGTCCTAACACCATCGCAGACCATAT 
TCATTGCAGATGCAACTTATTCTGCTTTGCTTATATGGATGACTTCATCAGCTCTCATCC 
AAACCGTAAGTACCTTGCTGCCATTAGCCATAGTTGCATTCAGTGTCTTCAAACTTACAG 
AATCCGGATAAATTATGATAAATTATGCCTGAACCTGTACAAGACATTCATTACATTGGC 
TATTGAATTACTGACAGGACTCTAGGTATTCCTAAAGAACATCAAGAAAAATGTATCAAC 
ATTCTAAAAGAAATTGATTGTAAAAAATGGTATGATTGGAAAACAATAGCACATTTCATT 
GGGCATTTAAGCTTTCTTGCTGGTTTTTCTTCCTTTCAATGGTCTTTTCTAATCACTCTA 
TATGCTATATGTAATAAGTCCGATGTACAATTTTCCAAATGGTATAAACAGTTATTGTTA 
AAAACTGTTAAAACGTTGATCCATGGAACTATTGTTGATTTAAGAACATCAAATAATGTC 
ATAATGAAATTCAAACAATCTAGACCAATCCATGGACAAGAACTATTTCTGTTATTCATT 
ATCAACTTTGTGCTGTATTTTGTGATAGTATGTTTGTTGTGCACAAATGCTTTGATCATT 
TACCATGGATGTTTTTCATGTTATGTACTTTGTACGTGGCATAAACAAAACTTGTGCTAC 
ATGGCATCAGAAGACAACCCTGCTGATCTTCCCGCCTTTTGCCATCTAAGGTCAAAGACA 
CTGCTGTACCCTCTCCTATTTAAGCCTTGGGTGCCCAAGCTCTCT 
>eSHBV2_Crotalus_mitchellii 
ACTGGTAAGTGTTTTCTGGTTAACAAGAATTCTAAAGATTCTTCAAAATGCAGATTGGTG 
GTGGACTTTTCTCAGTTTTCGAGGGGAAGTGCCAAACTGCACTTTCCAAAATACTGGAGC 
CCAAACCATCTCTCACTTGCAAGGATGCTGCCCAATGACATGTGGAGGATTTCCTTGGAT 
ATGTCTGAGGCGTTTTATCATATTCCTATGCATCCTCATTCTTCTACTCACCTTCTTATT 
TCTGATGGGAGTCAAGTCTACGGATTTCGTAAAAGTGCTATGGGAGTCGGTCTTAGCCCT 
TTCCTCCTTACTATGCTCACTAACCTCCTTGCAACAAACATTCGTTGGACTTTCAATATT 
TTCTGTTTTGCTTATATGGATGACTTCATACTCTGTCACCCAAACTACAATTATATCCAT 
GCAGCTAGTTCTGCTATTTGCAACCATCTACAAAACCTTGGGATCGTCATAAATAAAGAT 
AAAATGACTTTAACTCCAGCGAAAGAAATTAAATATTTGGGACTCACAATTTCGGCAAGA 
TTATTAAGACCTCCTCAATCATATAGAAAAGAACTTATCAAATTATTAAATGACATAAAT 
ATAAATCACTGGTATGACTGGAAATGTATTCAACGGTTTATCGGAAAACTTGGCTTTGTT 
TTAGGATTTACGGTTTATGGATATGCGATTTTACAGCCTTTGTACACAGCAATGTCTGAA 
CATTGTGATGTGCGTTTTACTTTGTATTATAAAAATGTATTGATAAAAGTGGTAAAATCA 
ATCAAAAGCATTACGCTGAGAACAAAAGAAAAATATCCTATACCTAATTTTGCTGTTGAT 
GCTTGTTTAGAATCATGTGCTTGGGTAAATTTCGAAAATCAATTATATAATACTTTGTAT 
TTCAGAAATGATTATCCTATTCATGTAAAAGAATTGTTAATCACTCTGTATGTTATAGTT 
AATTTTCAACCTAAAGCTATTGAAACTGATTCTATGTATGTTTTACACAAACATTTCAAC 
ACTTTGCCTTTTGGACTGATGATGTTTGCTTATGATACCATGAGACACGTACGCATGTAC 
TTTGTCCGAAGTCAAGATAACATCGCTGAT 
>eSHBV1_Ophiophagus_hannah 
AATCCAAACTACAAATGCCTGTCCAGAATTCTCCCTCTGAACAGGTCTCGCATCTCCTTG 
GAATTCTCTGAGGCTTTTTATCATCTTCTTCATCATCCTGGTGTCTGCCACTTGCTTTCT 
TACGTGTATCTGATGGGAAACATGTTTACAGGTTTAGGAAATGTCCTATGGAGATTGGTC 
TCAGCCCCTTCAACCTCACTCTCTTCACTAATGCCATTGTAGACCACATTTATCACAAAT 
ATATCATATCTTGTTTTACTTATTTAGATGACTTCATCCACTCTCATCCAAACCCTAAAT 
ACCTTGCTGCCACTAGCCACGGTAGCATTCAGGGTCTTCAAACTTATGGAACCTTGATAA 
ACTATGATAAATCAACACCTGAACCAATACAGGACATTCATTACATTGGCTACTAAATTA 
CTGCCAGGATAGGAATATATATATGTATAGGTAGAGGGGTGGATTTCTACCGGTTCTGTC 
CGGTTCTGTAGAACCGGTAGCTGTGAAGATCAGCAGACATAGAACCGGTTCTATGTNNGC 
TGCTGTTTTGGCCCACCCGCCCGCCCGGGCTCTTACCTGTCnTTGCGTGGCACAGCTGCT 
GTTGAAAAAGCAGGAAAAAGGGCTTTTCCAACTTCTGCGCACCCGCACGCAACACTGCTC 
AGCTGTCCGAGCAGCTCAGCAAGTCGTAAATTGCCCTCGTGCGACTCGCGCGACTCACGC 
ATGCGTGCGCGACGCAGAACAACAGAACCGATAGTTATACCAGTCGGATCCCATCCCTGT 
ATAGGTATATAGGAATATCAAGAAAAATGTACCAACATTCTAAAAGAAATTGATAGTAAG 
AAAAGGTATGATTGGAAAATAATGCAATGCTTAGTAGGGTATTTAAACTTTCTTGATGGT 
TTTTCTTTCTTTCAGTGGTCTTTTCTAATCCCTCTGTATGCTATATGGAATAGGTCTGAT 



ATACAATTTTCCAAATAGTATAAACAGTTATTGTTAAAAATTATTAAAACATTTTGACCC 
ACAAAGCTATTGTGGATTTAAGAACATCAAATAATTGTTGTAATGAAATTCAAACAATCT 
AGACCAATCCATGTACAAGAACTATTGGGTTTTTTTGCTTTGTTATTCATTCTCAACCTC 
ATGTTGTATTTTCTGATAGTATGTTTGCTGTGCACAAACACTTTGATCATTTACCACGGA 
AGTTTTCCATGTTATGTACCTTGTACTTGCATAAACAAAACATACTATGTGGCATCAGAA 
GATAACTCTGCTGATCGTCCTGCC 
>eSHBV3_Ophiophagus_hannah 
TTGTGGTTACATGTAAAAATGATCGTTTGGGATGAACAACCAGTTTTGGAATATATCACT 
AAATTGAGAGAGTGGTTAGGAACCCCAGCTAAATATAAAGGACAAAATGTACCACTTATT 
GAGGAAGTCTTTGCTCCCATCAGGAGCCCAAGTGTTAGTGAGGGGAAC 



>Crotalus_mitchellii_EBLN1_contig_173953 
TTTTGCCAATATCCCCCAGATGACACCGAGCCACACCCCGGGATAGGGAAATCTGCCGAA 
ATTGAACATGCAACTAAATGCTTCCTTAATTCACAACACAGGAGCATTTACCATCCAGTG 
ACACCAAGTCTTGTATTCTTGTGCTATCTGATCCCTGGACTGTGGTCTGCATTCAGAGAA 
GCTGGTGTTCCAACAATTTCATACTTTGCTGACCA-ATCGGAGGGAAAATTGAGACAAGT 
AGTTTTATCAACACTGGAATAACTAATGACCCTTTGACCACACTTGAGCTGTCATCCGTT 
ATTGCTCACTGTACAACACTACTTATTGGAGTCATCATTGGTCATCAGCTGGG------- 
------TCTGCGCAGATCAAGAAAAGAATAAAGGCATTGTTTGTGACATTGGGAAAACCA 
ACACATGCAGAGGCAGCAAATGCTCTTCAACTCTTCCCTCCAACTGCAGCAATAGAT--G 
ATCAACTCTCAACCATGGGCTAGGAATCTAATTCTGGGTTTGTTGACCACAACTTTTGAG 
TCACCCGGGAAAGAGATGATGGCACAGCTATCAATGATTGCGGAGCATGCACAGATGACA 
ACCTACTCCACAATCAATTCATATCTCAACCAATGCATGGATGCAACAATAGCTCTCCCT 
GCTGTTGTGAAGGAAATTGAGGAATTTGAAAGAGTAACTCGTGACCTCAAAATTAAACTC 
AAAAAGTTGTTCAAGTATGCTGGAGCAATAAGACATCCAGATGTAATTCAAATAGCTCCT 
AAAGCTTTTCCAAACTTGGCAACTGCTGCCCTTAATTGGAGTAAGAGAAAAAGTACTTCA 
ATGGGAGCATATAAGTCACCAGATATCATTCCTGGAGCAACAATAACAGAGTTTATGCTT 
AGTAGAGCAAGAAAGAGCCGTATTGTGAGGTCTGGTGGTGGCGAGGAGATGGGCTCAGCT 
ACATGAAATATTTTGTTGAAGTATGGGATTACTGGTTTCAGTACAGAAAAAGATTGAAAC 
AATTCTCTTAAAAAAAAAATT------------------------------------AGC 
TACCAGTTCTGCCAAACTGGTGAGAACCAGCTGAATCTCACCAATGGCTACAGGAGAATA 
GATAAATAGGTAGCACTTTAGTGGGAAACGGGGTGGCGTTTTGTGTGGATGGTCAGACCC 
CTGTTGTGCTGGATCAACCTAGATGTGATGCTCAACTGTGAGACAACATCAGTAATGAGA 
AAAGACCCCAAGTGATGCCATATGATTCTGCTCGTTTTTCTGGTATGGTAGGGTTAGTTT 
GCCCTCTGTGGTGCACCTTGGATAGAGTGCAAGTGCAAACTAAACAGACTAGCAGTAGCC 
AAATAACTACTTTGTACTAATACTGCACAGGTAGTAGTCCTTGACTTACAACAGTTCATT 
TAGTAATCGTTCGAAGTTACAATGGCACTGAAAAAAGTGACTTATGACCATTTTTCACAC 
TTATGACCGTTGCAGCATCCCCACGGTCACATGATTTACATTTGGATGCATGAAAACTGG 
TTCATATTTATGACCGTTGCAGTGTCATGTGATCATCTTTTGTGACCTTCTGACAAGCAA 
AATCAATTGGGAAGCCAGATTCACTTATCAACCATGTTACTAATTTAACAATGGCAGTGA 
TTTCACTTAACAAATGTGGCAAGGAAAGTCATAAAAATGGGGCAAAATTCACTTAACAAA 
CTTGGCAACATAAATTCTGGGCTCAATTGTGGTCGTAGATCGAGGTCTACCTGTAGTCTC 
ATGGCTAATTGTACCATCTCCTTATGCTAAATAACTGGCATCACACAGAACCTACACACA 
CCCCTTAACATCCTCAATTTTGGGGGTGGGTGGAGAGAAGGAGAGGGATTAATCCAAGGC 
CCCTGCAATGGGTCTCTCTCCTCTTCTCTTTAATCTCCACATAAAACGGCTGGGTGGCAT 
GTGGCGTTGGGGCTGATGATGCCAATATGGATCATACCCCTATTTATACATCTCCAAGCC 
TGGCTGGGCAGGTGAAGTTGTAGTGGTATTGACAGCAGCTAGGATGCTCAGTTTCAATCA 
CATCTGTCTCTCTGCCACACGGCATCTCTGAAAACAATTAGGGCTTCCCAGATGACAATT 
GCCATTTCATCCCATCTGCTCTGGGATTGTGACCTGTTATGAAATCTGGAATCCATCTCA 
GGTGAAGGGGACATTGAGGAGTCGCAATTTTACAGCCAGATCAGCTGCCTCCTCCACAGC 
AAACCCTTGGATGAGAGAATCCTCATCACATACTGACCTGACATTTTGCAGCACCTTTTG 
TAAGCCGTCAAGACTCATTGAATTAAGCAGAATATATAAGTAATAAATAAAGAAGTGAGG 
GGAACAAACAATGCAAAATATTGGTAAATCATATAAAAAGAGCATGGTGTGAATTTTACT 
TGTGCATTTCAATATACAGCAGCTTTTCTTTCCCTCTTGAAACTAAAAGATGTTGGAAGG 
AGAACAGTTCACTAGTGGATTTTAACTAGGGGGGGAGAGAAGCTCAGTGACGTTGTGTCA 
TTTATTAAAATGCGATTGATCGGGAAGAACATTCTCTTATTCACCAGCCTAAATGTGAAC 
TCTTATCAATGTCTCCACTTCTCTTTCCAAAAGCAGTACTCCTGGACTGATCAACAGCCC 
ACAGGAAACCCAACAATTGCTTTAGAAAGTGGTAGGGAAGCACTACACAGGCAAATCCAT 
CTGCAGGAACCAAGTATCTGGTCTCTGATGCAGTCCAGCAAGCCAGAATGGTCATGGTGG 
ACATTGTTGAAGGATTGGAGGGGAGGCTGAGGATGGGATGGTGGCAGTATCATAAGGATG 
TGTTATTTAAGGATTAAATGTTCATGCTGCAGCTAAAGGACATGAGGAAGAGTGCTATCT 
TAGGTAGACCATGATTCCAGTGTACATCGTTATCTGAAGGATTATCTCTACCCAAGTTAC 
ATCTATTCAATCTACCAGAGCGGTGAAAGTCAAATATGGCTTTTTTAGGCTCATGCCTCA 
GTATGCATATTTTCCAATGAGACAGACCAAGACAGGAAGATCAATTCATTACAATTTATC 
AGAGTATTAATACAAAAGGGATTCCTCTCATAGAAAGAGGGAACCCAGATCCTTAGCTTG 
CATCCCATTTTATAGTTAATACAACAAAGAAAATGCAACAGGAAAGTTGATTGGACAGGA 
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TAAAAGTAACCCCTCCTTTGCACAGTAAATCAGCTACATGTAGTCAAACATGTTACATTT 
ATGGTTATTTAAATGAGGTCTGATGTCAGAAGGGGCATAAATGTTAACAAGGAAAAGGTT 
TTTGAGAGTTCATGAAGAGACTAACCAGACATCAATGAGCACTAACAATTTTTTTCTTAT 
CAGGAGATGGTTTCCAGCCATCCCTTCTATAGTTTATCTTTTCAGTTTAGGACTGTTAGA 
AGCAATCAATCAAACAATCAATCCATATAGCAATAGGATAAAAGGTTTTCCTGCATTCCA 
GTCTGTAATGAGCCTTAACACCCTTTTTTAAAAGAGAGAAATAAGTCAAATTAAAATACA 
AAGTAACTATGTTAGTTAACAAATTACAAAGTCCATGTCATGTGCCTCAGTGAGGAGGCA 
AGGAATGTTGCAGGTCCCCCCTCCTAAGGAGGATATCTGGCAGGACCCAGAAGGGTCTTC 
TCTGTGGTAGCTCCCTCCCTTTGGAACATCATCCCCACAGAAATTAGA 
>C. Aquilus_EBLN1_forward 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-----------------------------------------------------GCCTCCT 
AAAGCTTTTCCAAACTTGGCAACTGCTGCCCTTAATTGGAGTAAGAGAAAAAGTACTTCA 
ATGGGAGCATATAAGTCACCAGATATCATTCCTGGAGCAACAATAACAGAGTTTATGCTT 
AGTAGAGCAAGAAAGAGCCGTATTGTGAGGTCTGGTGGTGGCGAGGAGATGGGCTCAGCT 
ACA 
>C. Aquilus_EBLN1_reverse 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
---------AAAAAAAAAAC-------------------------------------AGC 
TACCGGTTCTGCCAAACTGGGGAGAACCAGCTGAATCCCACCAATGGCTACAGGAGAATA 
GATAAATAGGTAG 



>Crotalus_mitchellii_EBLN2_contig_72541 
--ATTTAAGCTAGAATTGGATATTCTAAATATATTATGCTATTTGAGGGAAAAAGAGAGG 
GAACACTTGATGTATTGATTGTACTATGTATATACGTTTTGTTTTATGTTTGATTACAAT 
GAAGGG------------------------------GAGGAGGAGGAGTTGATGTACATA 
GAAGGCTTTAGCCAATCTGCAGGAAAATTTGGATCACTTTCTGGAAACTTCTGACAGTAT 
CCCGCTGATGACACAGAGCCACACCCAGGCATAAGGAAGAAGACCAAAATTGAACATGCC 
ACTAAGTGTTTTCTCAACCCTGAACGCAGAACACTGTATCATCCAATGACTCCAAGCCTT 
GTGTTTTTATGCTATCTGATTCCTGGATTATGGACAGCTTTTAAGAATGCTGGAGTTCCT 
ACTAGTTCTTACTTTACTCAACTGATTGGTGGGCATGTTCAAAGTCAGTCTCTCACAAAT 
GATGCAATTGAAGATGTTCCACTTACTGCGCTCGAACTGTCAAGTGTGATAGCCCATTGC 
ACCACTCTGCTAATCAGTATAGTCCTTGAATCATCCACCAAAATTGCAGCTGGGTCCGCC 
CAAATCAAGAAAAGAATTAAAGCAATGTTTGTTACGCTTGGAAAACCAACCCATGCCGAC 
ATAGCCAATGCACTACAACTCTTCCCACCTACAGCTGCGGTGGACTGGCTCAACTCCCAA 
CCATGGATTGGAAATCTCATACTTGTTTTTCTCGACACTACATTCAAAACACCTGGAAAG 
GAAATGATGGACCAAGTTCATTTAGTTGCAGGTTATGCTCAAATGACAACATACTCAACC 
ATCCAGGCTTATTTGGAACACTGTATGGATGGAACCATAGCCTTACCTGCTGTTGTCAAA 
GAAATTGAAGAATTTGCCAAAGTATCAAAACAAATCCACCTCAAACTTAGACAATGGTTT 
AAATTTGCGGGTGCCATAAGACATTCTGAGGTAATCAAGCTTGCTCCAAAGGCATTTCCA 
AATCTCGCCCTTTACTGGAGTAAACAAGAAAGTACATCAATGGGTGCCTACAAAGCGCCA 
GATATAGTACCAGGTGCGATTATCATTGAGTTTACTCTAGCACACACCCATAGAAGAGGA 
ATAGTGAGAGTGGGCATTGGATATGAGATGGGCCCAAACACTACACGTATTCTCTCTGCG 
TATGGCATAACGGGATTTGAGAAAAGTAAAGATTGAACCAATTCCTTAAAAAAAAAAATA 
------------------------------------AGGCTGTAGTATTATTATCTTTTT 
CATCTTCTTTACTACCAGGTGTTATTGGTATTACATTATGATTATTATTACTCTGTTGCT 
TTGCATTGAGAGCTTTTGCACCAGAGATAAATTCCTTGTGTATCTAATCATCTTGACCAA 
ATAAAGTATTCTGTTCTATTCTGTTCTATTCTATTTTCTATTCATACACCTGGCAATCAA 
TCATATCAATGCATATCAATCCTTAGTCCAGGTCCACATCCTTGCCGATAAGTGCTCTAT 
AGAAAGAGTGCAAAAAAAGATTATATGAGTGATAAGAAAAATAAAAAGAAAAGGAAA 
>C. aquilus_EBLN2 
------------------------------------------------------------ 
------------------------------------------------------------ 
----GG------------------------------GAGGAGGAGGAGTTGGTGTACACA 
GAAGGCTTTATCCAATCTGCAGGAAAATTTGGATCACTTTCTGGAAACTTCTGACAGTAT 
CCCGCTGATGACACAGAGCCACACCCAGGCATAAGGAAGAAGACCAAAATTGAACATGCC 
ACTAAGTGTTTTCTCAACCCTGAACGCAGAACACTGTATCATCCAGTGACTCCAAGCCTT 
GTGTTTTTATGCTATCTGATTCCTGGATTATGGACAGCTTTTAAGAATGCTGGAGTTCCT 
ACTAGTTCTTACTTTACTCAACCGATTGGTGGGCATGTTCAAAGTCAGTCTCTCACAAAT 
GATGCAATTGAAGATGTTCCACTTACTGCACTCAAACTGTCAAGTGTGATAGCCCATTGC 
ACCACTCTGCTAATCAGTATAGTCCTTGAATCATCCACCAAAATTGCAGCTGGGTCCGCC 
CAAATCAAGAAAAGAATTAAAGCAATGTTTGTTACGCTTGGAAAACCAACCCATGCCGAC 
ATAGCCAATGCACTACAACTCTTCCCACCTATAGCTGCGGTGGACTGGCTCAACTCCCAA 
CCATGGATTGGAAATCTCATACTTGGTTTTCTCGACACTACATTCAAAACACCTGGAAAG 
GAAATGATGGACCAAGTTCATTTAGTTGCAGGTTATGCTCAAATGACAACATACTCAACC 
ATCCAGGCTTATTTGGAACAATGTATGGATGGAACCATAGCCTTACCTGCTGTTGTCAA- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
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--------------------------------------------------------- 
>Agkistrodon contortrix_EBLN2 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-------------------------AATTTGGATCACTTTCTGGAAACTTCTGACAGTAT 
CCCGCTGATGACACAGAGCCACACCCAGGCATAGGGAAGAAGGCCAAAATTGAACATACC 
ACTAAGTGTTTTCTCAACCCTGAACACAGAACACTGTATCATCCAGTGACTCCAAGCCTT 
GTGTTTTTATGCTATCTGATTCCTGGATTATGGACAGCTTTTAAGAATGCTGGAGTTCCT 
ACTAGTTCTTACTTTACTCAACTGATTGGTGGGCATGTTCAAAGTCAGTCTCTCACAAAT 
GATGCAACTGAAGATGTTCCACTTACAGCACTCGAACTGTCAAGTGTGATAGCCCATTGC 
ACCACTCTGCTAATCGGTATAGTCCTTGGATCATCCACCAAAATTGCAGCTGGGTCTGCC 
CAAATCAACAAAAGAATTAAAGCAATGTTTGTTACGCTTGGAAAACCAACCCATGCCGAC 
ATAGCCAATGCACTACAACTCTTCCCACCCACAGCTGCGGTGGACTGGCTTAACTCCCAA 
CCATGGATTGGAAATCTCATACTTGGTTTTCTCGACACTACATTTGAAACACCTGGAAAG 
GAAATGATGGACCAAGTTCATTTAGTTCCAGGTTATGCTCAAATGACAACATACTCAACC 
ATCCAGGCTTATTTGGAACAATGTATGGATGGAACCATAGCCTTACCTG----------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
--------------------------------------------------------- 



>Crotalus_mitchelli_eSCV1_contig_224958 
TACTTATAAGAAAGACTGATCCTCTACTATAAATCTTATTGATCGATGCAGCATCAAAAA 
TGTATTGGAATTATCTGTCTCCTTCTTGGCAAATCTCTGGAAGTTGAAGAACTTACTCAA 
ACCACACAAGACTGTGGATTCTGGATCTTGATCATTGGATAGATCAAATGGTACTCTGAC 
AGAATTACTTTCACACTGGGCAGAGCATGGGGTGGAAGCCCTTATATGAAGGGATGTAAT 
GCTGGAACCAGAAAATACTTA--------------------------------------- 
------------------------------------------------------------ 
---------------------------------------------------TGGGATTAC 
TATAGAATCAGAAAGCTCAAAGTTGAATTCTTCCCAACATTCCTGGGCTCACAAGAAGAA 
TACTCAAGAGGAACCACTGTTATTGATCTTGATGGCAATATTCCAGCAGCCACCACCACC 
CCAGCAGCATATGACCCATTTATGGATAGATCATCAGCACACAACTGGATCCCACACAGA 
TACCACTCAAGATACTTCACACCCAAACCACAACTCTCTGATGTCCAAGGCACAGCAGCA 
ATCAAGGAATCAGCATTCTTCCAGCCAAACAATAAATATAATCAATTTTGGCTCAATCCC 
AAAGATGCTAATGTACTCCACTGGGGTCTTGGTTTCAGCATGTATGTTCCTGAAAGTCTC 
ACAGCCACCCAACCAGTTACTTACTCATGGCTAGTAAAAATCACATACTATGTTCAATTC 
AGAGAATTTATTTTTTCCATGTGTATGTACTTAACAATTGATTGGAAATAAAGTTGGCAT 
TTTATCAGACAT---------------CCCTTCTCCTTTTCTCATTATTTTGTATGAAGT 
GATTCTTCTAAACAATGCCTCAAGACAATACTCCTCACTATACCACTCTTTCACAGGTTT 
GTTTGAAGTGATATATATACTCTTAGACACAAATTCAACAGTACCACCCTTGGTCTCAAC 
TCTGTTCTTGACAATCCTGTTCTATGGCTCGCAAGGGGTAAAGCACCTATCAACACTGGG 
ACTGAAAAATACCCATCTGAATATTGTCCAACGATCCAAATTCTCTTTTCTGCTGAAAGA 
GGTTGATTAATTAGTGCTGGATTATCTCAAGCAGATTCCGAACTTCATAGTGCGTGAATA 
TAAGACCACCAGTAAGATAATAAACTTTATTGTGAAACGGAAAAATATCCCCCAAGAAAG 
CCAAAGTAAAACTATTTTTATACTGTGGCCAAGAAAATTACACAGATGGGTCCGTGCAGT 
AACTAGAAGTAGAGTTTAGCCGAGGGAGTCTTTGCCATTTGTTTTTTATATATTTGTATG 
AAAAGTCTTGAAGAAAGGCTTTGCTTCAAGGAAGTCTTTGAAAAAGACTGTTTTGAAGCG 
GTTTTGCAAAAAGAAAGGTCACAGCACTTACGTTCTGCAATAGAGCCACTGTGGAGCAAC 
AAAGATGACACTTTGATGGCTTTCAGTGCTGTTTTGCAAGGGGAGAAGACATACATGTTC 
ATACAAAATGTCTGTGCAAGCAAAAGAGAAGGGGCTCAACCTAATGCTTCAGAACAAGAG 
ACAGCAGACACTCAATTGCATCTTAGTGTAATTTCCTGTTGTATGATTATTAAATAGGGA 
TGAAATGGATTGTGGCACCTTAAAAACCAACTAGAGAATCCCTGTCCTGTTGTTTCAGAT 
ACATTTCCTTACAGAGAAACAGAATGACCAAGGGTAAACAAAAAAAGCAGTGGGAATGAC 
TTCCAACTTCTGCTGGCTTACCCATTGAGTATCTTTCTGAGAACCTGGTAAGATCCATTG 
CAAATCTCCCTTCCCTTTCCTTCCCTTCCCTTCCCTGCCCTGCCCTGCCCTGCCCTGAAG 
GAAGATAAGTGGGTGGCAGTAGGCAAGGGAGCAAAGGATTGCAAGATTGGCTGGGAAACT 
GTCATGGAAGGTCAAAAATGTCAATCACATGACTGAAATAGTACCCTAGGAATACAGCAA 
CCCACCAGTAACATCAGATTAGTTACAGCTTTCCCAAGTTTTATTTCCTTGGGAGTCATG 
GGTCATGGATTTTGGACACATTCTGTAAGTTAGCCCATTTGTAATACCTTTGTTCAAAAC 
GATTGCCCTATGATACACCAATAGTCATTACATTGAAAATTTTGGTAGTATATAGATTGA 
TTTATCACAGCACTTGTCTACAAAAGAGCAGCAGTATTTTGCAGTGGTTAAAGCACCAAA 
CTAGAAACTGAGAAATTATGAGTTCTAATCCTGTCTTAGGCACCATGCAAGTTGGGTGAT 
GTAGGCGAGTCACTTCTGAAAATCTTGCCAAGAAAACTGCAGGGACTTTTACAGGTAGTT 
GTCAGGAATCAGAGATAAGATAAAGGGACACACTCAAACATGTTTACAAAACTGCGTGAC 
CCATAAATTTGTTCCACCGAAATGTCAATCTTTTTATGGGTGCTTCATGGCTTGCAATGG 
TGCCATTAATGATGTTACTCAGGAGCAGAGGCAAGCATTGTTAAGGCTTTGCATTTGTTT 
GTTTGTTTTCAATGGGCCATAGGGAAAAATCATATTACACCTTAGAATTGTAAAACACTG 
AGAAGAAAAGATCCCACTAGAAGTTGTCCGCTTTGCTAACATTTTGTTTGTGTGTGTGTG 
AATTTGGTAAGTAGGATGCTTGCAATATGCAAAAGGGTCATTGAGAATGAATATTGCCAA 
CTTTTATTTTAAGATGTCACTTTGGGGGTGTTGTTTATCTTTATTTCAATCATTTACTAG 
TGAAATGAAACTCTCTTTGGGTGGCAGACACAAAACTTACGAAATTGTATCATAAGGCTG 
ATGAAGGCATAAAATGTCGCTTACACTGTGAATTTTACCTTTTCGACAGACTGTTTCATC 
ACATTTAAAAAGTGAAGGCATGGAAAATAAAGTACATTTGTAAGAATATTTCATTTCAGG 
GTATTTTTAAGATTCTTCCAACAGATTATTCAGAAGGGATCTCAGAGAAGCATTACTCCA 
GTCCACAGAGAGAGGATTAACTTTGGAAAGGCTTGTTTAAAATTCTTCCTAGCAAATATA 
TCAAGCAGAGTCCTATGCGGTCTACACTATTCCTGACATCTAATTTTATCTTTATTATTA 
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TTATGGTATAATAGCTGGGCTTCTTAATCAGTAGTTCTTACTCGCAAATCAATGGAACAG 
CTAACTTAAAGTTTTTGGTTGAATTAACCTTATGTAAATACCTAACTCTTGTATGTTGCA 
AAAATTTCAATTTGAATCAATCAGAACAGAGCCAGAAGGGACCTTGAAAGGTCTTCTAGT 
CGAACCCACTGCTCAAGCAGGAGACCCTATCCCATTTCAGACAAGTGGCTGTCCAGTTTT 
TTTCTTAAAAACCTCCAGTATTGGGGCACCCACAACTTCTGAAGGCAAGCTGTTCCACTG 
ATTAATTGTTTTCATTGGAAGGAAGTTTTTCCTGAATTCCAGGAGAAAATTCTCCTTGAT 
CAGTTTCCTGCACATTTGTTTCACTGCATATCTAAATTAGATTGTTTATTGGGTCATCAA 
CTTCTTTCATCAGTCTATAATAATAAGCAATTTAACCACATTCTGAATTTTGGGGGAATG 
TTGTGGTTGGTTTGTATCCTTCATAGCTTCACTATTTCATCTGCTCATGATATAGGTAGC 
AATTTATAGGTAATCTTTGATTTACAAGGATTGTGACTACATCAATGAGCCGAGGTGGCA 
CAGTGGTTAGAATGCAGTACTGCAGGCTACTTCTGCTGACTGCCAGCAGTTCGACAGTTC 
GATTCTCAGTGGCCCAAGGTTGACTCAGCCTTCCATCCTTCCGAGGTCAGTAAAATGATG 
ACCCAGATTGTTGGGGACAACAGGCTGACTCTGTATTCCATTTAGAGAGGACTGTAAAGT 
ACTGTGAAGTGGTATATAAGTCTAAGTGCTATTGCTATCACTTAATGGCTACAATTCTGT 
CCCTGTTGTGGTTGTTAACTGAGAATTGTGGGTTGTTACGTGACTACTGACCCTAATCCA 
AGCCATTTGGGTCTTTGTCTCTCCTAGTGGTTAGAATGCAGTGGGATATTTGTAAATATT 
AACTGGGCAGCCGTATCAGTTGGTAATGAGGAAACTATTGCTTGATTGTTCTCATTGTCA 
GAAAAATTCTCCTTATTTCCAGGTTGAATNNNNNNNNNNNNNNNTTCCATCCATTATTCC 
TTGTCTGGCCTTCAGGTGCTTTGGAAAAAAAGGCTCACCCTCTCTTCTCTGTGACAGCGC 
CTCAAATATTGGAAGACTGCTATCATGTTTCCCCTAGTCCTTCTCTT 
>C. aquilus_eSCV1 
------------------------------------------------------------ 
------------------------------------------------------------ 
--------------------CTGGATCTTGATCATTGGATAGATCAA-TGGTACTCTGAC 
AGAATTACTTTCACACTGGGCAGAGCATGGGGTGGAAGCCCTGATATGGAGGGATGTAAT 
GCTGGTACCAGAAAATACTTA--------------------------------------- 
------------------------------------------------------------ 
---------------------------------------------------TGGGATTAC 
TATAGAATCAGAAAGGTCAAAGTTGAATTCTTCCCAACATTCCTGGGCTCACAAGAAGAA 
TACTCAAGAGGAACCACTGTTATTAATCTTGATGGCAATATTCGAGCAGCTACCACCACC 
CCAGCAGCATATGACCCATTTATGGATAGATCACCAGCACACAACTGGATCCCACACAGA 
TACCACTCAAGATACTTCACACCCAAACCACAACTCTCTGATGTCAAAGGCACAGCAGCA 
ATCAAGGAATCAGCATTCTTCCAGCCAAACAATAAATATAATCAATTTTGGCTCAATACC 
AAAGATGCTAATGTACTCCACTGGGGTCTTGGTTTCAGCATGTATGTTCCTGAAAGTCTC 
ACAGCCACCCAACCAGTTACTTACTCATGGCTAGTAAAAATCACATACTATGTTCAATTC 
AGAGAATTTATTTTTTCCATGTGTATGTACTTAACAATTGATTGGAAATAAAGTTGGCAT 
TTTATCAGACAT---------------CCCTTCTCCTTTTCTCATTATTTTGTATGAAGT 
GATTCTTCTAAA 
>C. triseriatus_eSCV1 
------------------------------------------------------------ 
------------------------------------------------------------ 
---------------------------------------------AAATGGTACTCTGAC 
AGAATTACTTTCACACTGGGCAGAGCATGGGGTGGAAGCCCTGATATGGAGGGATGTAAT 
GCTGGTACCAGAAAATACTTA--------------------------------------- 
------------------------------------------------------------ 
---------------------------------------------------TGGGATTAC 
TATAGAATCAGAAAGGTCAAAGTTGAATTCTTCCCAACATTCCTGGGCTCACAAGAAGAA 
TACTCAAGAGGAACCACTGTTATTAATCTTGATGGCAATATTCGAGCAGCTACCACCACC 
CCAGCAGCATATGACCCATTTATGGATAGATCACCAGCACACAACTGGATCCCACACAGA 
TACCACTCAAGATACTTCACACCCAAACCACAACTCTCTGATGTCAAAGGCACAGCAGCA 
ATCAAGGAATCAGCATTCTTCCAGCCAAACAATAAATATAATCAATTTTGGCTCAATACC 
AAAGATGCTAATGTACTCCACTGGGGTCTTGGTTTCAGCATGTATGTTCCTGAAAGTCTC 
ACAGCCACCCAACCAGTTACTTACTCATGGCTAGTAAAAATCACATACTATGTTCAATTC 
AGAGAATTTATTTTTTCCATGTGTATGTACTTAACAATTGATTGGAAATAAAGTTGGCAT 
TTTATCAGACAT---------------CCCTTCTCCTTTTCTCATTATTTTGTATGAAGT 



GATTCTTCTAAA 
>C. atrox_eSCV1 
------------------------------------------------------------ 
------------------------------------------------------------ 
--------------------------CTTGATCATGGGATAGATCAAATGGTACTCTGAC 
AGAATTACTTTCACACTGGGCAGAGCATGGGGTGGAAGCCCTGATATGGAGGGATGTAAT 
GCTGGAACCAGAAAATACTTA--------------------------------------- 
------------------------------------------------------------ 
---------------------------------------------------TGGGATTAC 
TATAGAATCAGAAAGGTCAAAGTTGAATTCTTCCCAACATTCCTGGGCTCACAAGAAGAA 
TACTCAAGAGGAACCACTGTTATTGATCTTGATGGCAATATTCCAGCAGCCACCACCACC 
CCAGCAGCCTATGACCCATTTATGGATAGATCATCAGCACACAACTGGATCCCACACAGA 
TACCACTCAAGATACTTCACACCCAAACCACAACTCTCTGATGTCCAAGGCACAGCAACA 
ATCAATGAATCAACATTCTTCCAGCCAAACAATAAATATAATCAATTTTGGCTCAATACC 
AAAGATGCTAATGTACTCCACTGGGGTCTGGGTTTCAGCATGTATGTTCCTGAAAGTCTC 
ACAGCCACCCAACCAGTTATTTACTCATGGCTAGTAAAAATCACATACTATGTTCAATTC 
AGAGAATTTATTTTTTCCATGTGTATGTACTTAACGATTGATTGGAAATAAAGTTGGCAT 
TTTATTAGACAT---------------CCCTTCTCCTTTTCTCATTATTTTGTATGAAGT 
GATTCTTCTAAACAT 
>C. tigris_eSCV1 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------TGTGGATTCTGGATCTTGATCATTGGATAGATCAAATGGTACTCTGAC 
AGAATTACTTTCACACTGGGCAGAGCATGGGGTGGAAGCCCTTATATGGAGGGATGTAAT 
GCTGGAACCAGAAAATACTTA--------------------------------------- 
------------------------------------------------------------ 
---------------------------------------------------TGGGATTAC 
TATAGAATCAGAAAGGTCAAAGTTGAATTCTTCCCAACATTCCTGGGCTCACAAGAAGAA 
TACTCAAGAGGAACCACTGTTATTGATCTTGATGGCAATATTCCAGCAGCCACCACCACC 
CCAGCAGCATATGACCCATTTATGGATAGATCATCAGCACACAACTGGATCCCACACAGA 
TACCACTCAAGATACTTCACACCCAAACCACAACTCTCTGATGTCCTAGGCACAGCAGCA 
ATCAAGGAATCAGCATTCTTCCAGCCAAACAATAAATATAATCAATTTTGGCTCAATACC 
AAAGATGCTAATGTACTCCACTGGGGTCTTGGTTTCAGCATGTATGTTCCTGAAAGTCTC 
ACAGCCACCCAACCAGTTACTTACTCATGGCTAGTAAAAATCACATACTATGTTCAATTC 
AGAGAATTTATTTTTTCCATGTGTATGTACTTAACAATTGTTTGGAAATAAAGTTGGCAT 
TTTATCAGACAT---------------CCCTTCTCCTTTTCTCATTATTTTGTATGAAGT 
GATTCTTCTAAACATs 
>Python bivittatus_KE956582 
TACTGAGAAGAAAGACTGGCCACCTACT-TAAATTTTATTGATCAATTCTGCATCAAATA 
CTTATCAAAATTAACTGTCTCTTTCTTGGCAAATCTCTGGAAGTTGAAGAACTTACGCAA 
TCCATACTAGATTGTGGATTCTGGTTCTTGAACATTGGGTAGATCACAA----------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
----------------------------------------------T 



>Crotalus_mitchellii_eSCV2_contig_224959 
-CCCTTCCTAATTGATCAACATCTTGAATTGCACCTGCGAGCCTACTGGGCATGGGGCCA 
GCTTACTTGTGGGACTACCTATTTCCCATGGCTTCTGTCTTCTCCATTT-----TTCCAA 
ATCTCCTTAGTGACTCAGTATCACCTCATGGGTCCCAGGAAGTGTGTTTTCTCTGCCATG 
GTTCTTGCATTGCGAACAGCCTCTTCCCTGAGATTTAGACCACCATCACCCCTACTCTTG 
GTCATCCAGAAAGCCTGACTTTTCCCACAAGCAGTGGGGCCCAAAGCCCAGATGTGCATT 
TTTAAGTGGTCAGGGAGATTTTTACATGGGCCTCAACTGTCAACAGTTTTCTCAACTGAA 
TTTGTTAGCCACCGAGAGTTCCACTGGTTAGATAAGCAGCCATGTAAATTGGTTTAATAT 
AGTCATAACTAAATATAAGTGTAGGAAAAGGCAACTCTGCACATGCACTTTAATATTCAA 
AGTAACTAGCATATTATCTATTAATGTACTGCATGTTTTTCCATTTTTTATAATAGAGAG 
CATCTTTTAGTGTGCTAGGCAAGCTGTGATATGTATATTAACAAATCCTCACCTACTTAA 
ATTTTTCACAATATGCTTTCCAAAGGAATGTAAGAAATTTAAAAGAAAAAGAAAAA--CA 
TCTGATGAATACTGATACTTTAAAAAAAGTTATCCTGAAAAGCTGTTCATATGGCCTGCA 
TCTGTGACTAAAAGCTGACATACTAAA--CTCTTTTT--ATTTTCCTGGTTTTTTTT--A 
TGTTAGTAATTGCTTCTAGTTGGTCTAGAAAGAGAAAAGCGAAACA-------------- 
------------------------------------------------------------ 
CCACAAACTGGGATAGATGCCAAAACCCCAGGATGGTACTCTGATCGTCTGACATTCACT 
CTACAAAGCGCATGGACTGGAACCCCCAACCCCAGCACCAACCTGACTGCCAAATATTTA 
TGGGATTACTGTAGGATCAGAAAAATGAAAGTTGAATTTTTTCCCACATTTCTTGGCTCA 
CAAGAAGAATATTCCAGAGGAACCACTGTTATTGATCTTGATGGCAACTTACCACAACCG 
GGAACAACAGCTGCACCAAATGACCCGTTTGAGGACAGGTCAACAGCCCACAATTGGATC 
CCCCACAGATACCACTCAAGATACTTCACCCCCAATCCCCAGTTGATCCAGGACAAAGCC 
ACACCCGCGGGGTCCCTCTTCTTCCAACCAAATAATAAATATAATCAATTATGGTTAAAT 
TGTAATGATGACACCATGCTCCACTGGGGGCTTGGATTCAGTATGTATGTTCCAGAGAGT 
TTCACTGCTTCCCAACCAGTAAAATACTCATGGCTTGTAAAAATCACATACTATGTTCAA 
TTCAGAGAATTTATTTTT-CCATGTACACATGCTTAACAATTTATTGGAAATAAAGTTGG 
CATTTTATCAGACATGCC-----------------TGTTTGCTTTCCCTGAT---ATTGT 
TAAACAACATACTTTCCAACATAATTTCAGCACTATCTGGTTCCTTGCTTTGGTAGACAA 
TCATGAATCCCTGCCCACTTCATTCTGCCACTTCATCCAGCAACCTCATTTCATCTAAAA 
CATACCTTCCCTTTGGCCTTTTTTAGTCCCTCCTCATACAGCTAGTCCTTACTTAATGAC 
TCACCAGTGTAATGACCATTAGAAGTTACAACCACATCAAAAAAACAATAATGTTACAAT 
CTGTCCTTGTGCTTAATGACCATTGCAGCAACGTGTAGTCACATGGTTGCCATTTGGATG 
CATTGCAAC-TGCTGTGCATTTATAACCACTGCAACATCCAGGACCAGATGGACTACACC 
C 
>C. atrox_eSCV2 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-------------------------------------------------TTTTTTTT--A 
TGTTAGTAATTGCTTCTAGTTGGTCTAGAAAGAGAAAAGCGAAACA-------------- 
------------------------------------------------------------ 
CCACAAACTGGGATAGATGCCAAAACCCCAGGATGGTACTCTGATCGTCTGACATTCACT 
CTACAAAGAGCATGGACTGGAACCCCCAACCCCAGCACCAACCTGACTGCCAAATATTTA 
TGGGAT-----------CAGAAAAATGAAAGTTGAATTTTTTCCCACATTTCTTGGCTCA 
CAAGAAGAATATTCCAGAGGAACCACTGTTATTGATCTTGATGGCAACTTACCACAACCG 
GGAACAACAGCTGCACCAAATGACCCGTTTGAGGACAGGTCAACAGCCCACAATTGGATC 
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CCCCACAGATACCACTCAAGATACTTCACCCCCAATCCCCAGTTGATCCAGGACAAAGCC 
ACACCCGCGGGGTCCCTCTTCTTCCAACCAAATAATAAATATAATCAATTATGGTTAAAT 
TGTAATGATGACACCATGCTCCACTGGGGGCTTGGATTCAGTATGTATGTTCCAGAGAGT 
CTCACTGCTTCCCAACCAGTAAAATACTCATGGCTTGTACAAATCACATACTATGTTCAA 
TTCAGAGAATTTATTTTT-CCATGTACACATGCTTAACAATTTATTGGAAATAAAGTTGG 
CATTTTATCAGACATGCC-----------------TGTTTGCTTTCCCTGAT---ATTGT 
TAAACAACATACTTTCCAACATA 
>C. tigris_eSCV2 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------TTCCTGTTTTTCTTT--A 
TGTTAGTAATTGCTTCTAGTTGGTCTAGAAAGAGAAAAGCGAAACA-------------- 
------------------------------------------------------------ 
CCACAAACTGGGATAGATGCCAAAACCCCAGGATGGTACTCTGATCGTCTGACATTCACT 
CTACAAAGAGCATGGACTGGAACCCCCAACCCCAGCACCAACCTGACTGCCAAATATTTA 
TGGGATTACTATAGGATCAGAAAAATGAAAGTTGAATTTTTTCCCACATTTCTTGGCTCA 
CAAGAAGAATATTCCAGAGGAACCACTGTTATTGATCTTGATGGCAACTTACCACAACTG 
GGAACAACAGCTGCACCAAATGATCCATTT-ACGACAGGTCAACAGCCCACAATTGGATC 
CCCCACAGATACCACTCAAGATACTTCACCCCCAAACCCCAGTTGATCCAGGACAAAGCC 
ACACCCGCGGGGTCCCTCTTCTTCCAACCAAATAATAAATACAATCAATTATGGTTAAAT 
TGTAATGATGACACCATGCTCCACTGGGGGCTTGGATTCAGTATGTATGTTCCAGAGAGT 
CTCACTGCTTCCCAACCAGTAAAATACTCATGGCTTGTAAAAATCACATACTATGTTCAA 
TTCAGAGAATTTATTTTT-CCATGTACACATGCTTAACAATTTATTAGAAATAAAGTTGG 
CATTTTATCAGACATGCC-----------------TGTTTGCTTTCCCTGAT---ATTGT 
TAAACAACATACTTTCCAACATAATTTCAGCACTATCTGGTTCTTTGCTTTGG 
>C. triseriatus_empty site 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
---------------------------------------------TTCATATGGCCTGCA 
TCTGTGACTAAAAGCTGACATACTAAA--CTCTTTTT--ATTTTCCTGGGTTTTTTT--A 
CGTTAGTAATTGCTTCTAGTTGGTCTAGAAAGAGAAGAGCGAAACATTCATAACCAATTT 
CTAAACAGAAAATGCC-------------------------------------------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 



------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-----------------------------------TGTTTGCTTTCCCTGAT---ATTGT 
TAAACAACATACTTTCCAACATAATTTCAGCACTATCTGGTTCTTTGCTTTGGTAGACAA 
TCGTGAATCCA 
>Ophiophagus hannah_2464_empty site 
-CCCCTCCTGATTGATCAACATCTTGAATTGCACCTGGGAGCCTACTGGGCATAAGGCTA 
GGTTACCTGTGGAACTACCTATTTCCCAAGGCTTCTGCCTCCCTCCCCCCCCCATTCCAA 
ATCCCCTTGGTAAATCAGTATCATCTCATGAGTCCCAGGAAGTGTGTCTTCTCTGTGGTG 
GATCTTGCATTGTGAATAGCCTCTCCCCTTAGATTTAGGCCA-C-T-GCACCTACTCTTG 
GTCATCCAGAAAGCCTGGCTTTTCCC-CAAGCAGTGAGGTCCAAAGCCCAGCTTTGTA-T 
TTGAAGTGGTCAGGGAGATTTTTACATGGGCCTCAAC--T-----GTTTTCTTAATTAAA 
TTTGTTAGCCACCTAGAGTTCCTCTGGTTAGATAGACAGCCATGTGAATTGGTTTAATAT 
ATACATAACTAAATATAAGTGCAGGAGAAGGCAATTCTGCATGAGCACTTTCACTTTCAA 
AGTAACTAGCATATTATCTATTAATGTATTGCATTTCCCCCCATTTTTTATAATAGAGAG 
CATCTTTTAGTATGCTAGGCAAGCTGTGACATACCTATTAACAAAACCTCACCTACTTAA 
ATTTCTCATAAGATGCTTTTTAAAAGAATGTAAGAAATTTTTAAAAAGAGAAAGAAAACA 
TCTGATGAAGGCTATTACTGTTAAAAAGCTATCCTTGAAAAGCTGCTCATATGGCCTGCA 
TCTGTAACTAAATACTGACTTACTAAAAATTCTTCTTTTATTTTCCTTATTATTTTTTAA 
AGTTAGTAATTGCTTCTAGTTGATCTAAAAAGAGAAAAATGAAGAATTCATAACCAATTT 
CTAAACAGAAAATGCCCCTTAC-------------------------------------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-----------------------------------GGTTTGCTTTCCCTGATGATATTGT 
TAAGCAACATACTTTCTAACATAATTTGAGCACTGTCTGGTTCTTTGCTTTGGTAGACAA 
TCGTGAATCCCTGCCCACTTCATTCTGCCATTTCATCCAGCAGCAGCATTTCATCCAAAA 
CATACTTCTACTTTGGGGGGCGTT-GTC-TTCCTCATACAGGTAGTCCTTACTCAATGAC 
TCCCCTGTGTAATGATCATTAAAAGTTACAACCACACTGAAAAAA-AATAACTTTACAAC 
CTGTCCTTGTGATTAATGACCATTGCAACAACCTGTAGTTGCAT----GCCATTTGGAAG 
CATTGCAACAGGCTGTGCATTTATAAACATTGCAGCATCC 



>Ophiophagus_hannah_empty site_3135 
CATATTATTCTACAGTATATACAACACATCACAAATGAA-ATGACTGCCTGTTTTCACAC 
CTCATCTCCCAATCTTCAACAAAATATAACTCAGCTTACAA---TAATTTAACCTTTGGT 
GATTCTTGGTATGTACATTTCTGCCATTTATTAAATATAGCTTTAGGTGGGGATCCTTCC 
ATCTTTGTCACCAGATGATCCCCTTTATGAATGGCTCCCAGAAGTTATAGAAGTTCAGAA 
GAA-GTAAAAATAGCAAACCCT--~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~CCTAAAATC 
GAGGCTCACCTGACGTCTGTGACAGCC~~~-CTTCACTT-AACTGCCATAAATAACTCTT 
TCCTGATACTAAAAGAGTGGTTTGATTTGATCATTCTTCTAATTTTATAGAAAA-GGGAA 
CAAGGCTGCCCCAACAAATTGCTGCCCTGGTTCTTATAGTAATCACAATTAGTAAA-T-T 
ATGTCTAGATTTTGTATTAATATGACTGGATTAATATGACTTGACTGGATGC--~~~-TT 
CCCAAAAGTATCTGGACCTGATTATTCAACCATGGAGCAGTACAGAATATTATATCATCA 
AGCC-AAAACATACTATGACTTTCTAAAAGGTGGTCCTTGTGTTGCTTTCATAAATCTAA 
AAGTGCCCTTTTACTCTACACCACA--AGAAATTCTGAAGAAATTAGCCACAATATTGAT 
TTTT-GTTTTCTTAAACTGGCAAAAATCATTACAATCAGATACTAATATACAAAGGAAAT 
ATTTTCCTATTATACAATTTTAGCCCCGTTGTTGTATAATCTATA 
>Crotalus_mitchellii_eSCV3_contig_9220 
CATATTGTTCTGCAGTACAGGCAACACATCACAAATGAAGATGGCTGTCTGTTCTCACAC 
CTCATCTTCCAATCTTCAA--~~~TATAACTGAGCTAACAAAAATAATTTAATCTTTGAT 
GATGCTTAGTATGTACAATTCTGCCATTTATTAAATATAGCTTTAGGAGGAGATCCTTCC 
ATCTTTGTTACCAGATGATCCCCTTTGTGAATAGCTCCCAGAAGTTACAGAAGTTCAGAA 
AAAAGCAAATATAGCAAGCCCTATAGCAGAGACAGTTACTGTATTTTCCGGCGTATAAGA 
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CGACTTTCTAAACCATGCAAATCTTCTACGATCAACTGCCCACAACTGGATACTCTCAAG 
ATACCACTCAAGATACTTCACTCCCAAACCCCAGATGTTTAATGATACAGCCACCCCCAC 
CCCCCCAGACTCAGTCTTCTTCCAGCCAAACAGCAAATACAACCAACTCTGGCTCAACTG 
CAATGATGACCAAATTCTCCACTGGGGTCTTGGTTTCAGTGTGTATGTCCCAGAAAGTAC 
TATACAAGAACCTGTACCTTTCTGATTCTATAGTAATCCCAGATGTATTTGGGTGTAATG 
TTTGTTGTGTTGGGGGTTCCAGTCCATGCTCTTTGAAGTGTGAAAGTAATCCTGTCAGAG 
TACCATCCAGGTGCTTTAGCATTGGATTGTGGTGGCATATAAACTCTTAAGTTATTGACC 
AATCTCAGGTTAGTAATTCCATTTTTTCTTCTCCATCTGTATCTGTGTCTCCTCCTTCTT 
TGTCTTTTCCTTCCT~~~-CTTGTTTTGCCCCACCTCCTGTGGAAGGATTGGCC--ACCA 
AACCCCCAACGGAAATGA-GGCATCTGAAAATGAGGAAGTAACAAGCTATAAGAAGTGCC 
TGCTTAGTCTTACCAGGAACTTCAGCACACATCAGCACACTTCCTGTTTTGTGACTACAC 
TTGATCCCTGCAATAGAAAACATGCAACTGGCTGGA~~~~~~~~~~~~~~~~~~CATCCC 
TGCAAAAGATATGTATTTACTATTAACAATCCCTCCGAAGAAGATTATGATGCTGTTAAG 
GACTTTATCACTCCGGAAAACTGCGTTTATGCTATAGTTGGTGAAGAACAAGTCTCAACC 
CTCCACTTGCAAGGATTTGTCAACCTAAAGAAGAAGATGAGATTCAATCCCTTCAAAGCA 
GCTATTGGTGGAAGAGCTCATGTGGAGAAAGCTAAAGGAACTGATCTGGATAACAAGAGA 
TATTGCAGTAAGCAGAAAGTTTACCTTGAGGTTGCAGAGCCCTCCGCA~~~CAAGGAAAG 
AGGTTAGATCTGAAGGAAGCTATTGCTCTGCTGAACAGCGGTTCCTCAATGACTGAACTT 
GCCCAGGCATATCCCTCCGTATATATAAGATATGGGAGGGGCCTGAAAGACTACGTCATC 
ACTGCACAATTGGCTAGGATGAGAGATTTCAAAACTGATGTACATGTGATCACAGGAATT 
CCGGGGTGTGGCAAGAGTAAGTTCTATAGTGAACTGGATGGTGACAAATATTGGAAACCC 
CGTGGAAAGTGGTGGGACGGGTATACAGGGCAAGAGATTGTTATATTGGATGATTTTTAT 
GGGTGGCTACCATTTGATAAATTGTTAAGAATTTGTGATAGATACCCTTATAGAGTTGAG 
ACCAAGGGTGGTACAATGGAATTTGTTTCTAAGTGTATTTATATCACTTCAAAACAAGCC 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~TGTGAAAGAGTGGTATGATGAAGACATACACACTGAAACCAAGACCCC 
AGTGGAGAATTTGGTCATCATTGCAGTTGAGCCAGAGTTGGTTGTATTTGCTGTTTGGCT 
GGAAGAAAACTGAACCCGGGGGGGTGGGTGGCTGTATCATTAATTAGCTGGGGTTTGGGG 
GTGAAGTATCTTGAGTGGTATCATGAGAGTATCCAGTTGTGGGCAGTTGATTGGTCCATG 
AAGGGGTCCTCAGGGGCTAGAGTGGTCCCTGGGGATGGTAAGTTTCCATCAAGATCAATA 
ACAGTGGTTCCTCTGGATGCTTCTTCATGTGAGTAAAGAAAGGTGGGCAAAAATTCAACT 
TTGACCTTTCTGATTCTATAGTAATCCCAGATGTATTTGGGTGTAATGTTTGTTGTGTCG 
TCTTATACGCCGAGTCGTCTTATACGCCGGAAAATACGGTACATCAAAAATCCTAAAATC 
TAGGCTCACCTGACATATGTCCGTGCCAACCCTTCGCTTCAAC-ACCATAAATAACTGTT 
TCCTGATACTAAAAGAGTGATTTAATTTGATCATTCTTCTGATATTATAGAAAAAGGGAC 
AACATTTGACTCAACAAATTGCTGCCCTGGCTCTTACAGTAATCATAATTAGTAAATTAT 
ATGTCTAGGATTTGTATTAATATACTTCTTGACTGGATGCAAAAGTGTCTTAGCCCCAGA 
GCATGCAGGGTTTGGACCTGATTATTCAACCATGGGCCAGTACAGAATATGGTATCATCT 
ATCCAAAAAAATACTATAACTTTCTCAAACGTGGTCCTTGTGTTGCTTTCATAAATCTAA 
AGGTGCCCTTCTACTCTATACCATATGACAAATTCTGAAGAAATTAACTACA---TTGAT 
TTTTTGTTTTCTTAAATTGGCAAAAACCATTACACTCAGACACCAATATACAAAGGAGAT 
CTTTTCCTATTATACAATTTTAGTCCCATTGTTGTATTAATTATAGGGTGAAATTCAAAA 
ATTATGTTTGCTAAACCAGAATTTCTCTATCTCTTACCCACTGCCCTGTTCCTATTCTTC 
TCTATGTCAAGTGGATGCCTTGAAGCCTGTGTAGGTGCCTCAAAGCATCTTACTATTGAC 
ATAGCGAACAGGCTGAGATCAATTTTTTTTTTAAAAAAAATCTTAACATTTTCCAGAAAG 
GGTTTCAAGTCCCCAATTATCCAGAAGGTTAACAAGTAGATCTATTGAGTTATATAACCT 
TTAAATGTACAGGCATCCACTTTCAATCATCTACTCACAGGCTCAATCAAGTTAAGGACC 
TTTTTATAAGAGCCCAAACAGCATCTTTTGCAATTATAAAATATACATTTCACATAGCTC 
TGTACAGCAACTGTCAAATTATTTAAGGCTTAAAGTGCTGGCTCAATGTTACATGGTGCT 
TGGTTATGAATTTATAACAAAGTTTTTAGATTAGAGGTTATCCAATTTGCATTATTAAAG 
ATTATAACATGGGTTCTTTACTCCATCCTTAACTCCCTTATCTGACTGGAATTAGGCTGC 
ATCTCCTTAGGAGCCTATTGAAGCTCTGTCACTCCAGATACAAGTTGAAACTAGTTTTGG 
GGGAAATGTCTTTGGTCCACCTCATCTTACTAGATAGCTCTGAATCTTCCATAAGAAGAC 
AAATTCACTAAGAAGGGGCATTGTCTTACCTNNNNNNNNNNNNNNNTCTGTCTTCCTGCC 



CATTAGATCAGGTTAGTCAAACTTGCTACGCCTGTCCTGGACTAGGACACACCCAGTCTT 
GACGAGGGCGAAAGCCACTGACTATAGTCTGACATGTTGGTTCCCAGAACCCTAACACAG 
GACCTGGCTAACTCAAAAGGAAAAAAGGGCGAGAGTGGATTCTCCATCTCCATGCTGAGA 
AAAGGCGTTCAGGTAAGACAACGCCCCTTTTCCAGCACAGGAGATGGAGAATCCACCAAT 
GGGACATACCAAAGCCTCACTGTCCCTGTGGGAGGGAAACAGTCAGGTCCGGTGTCTCGT 
CCCTAGGTACCACCTGTTGGAGGACCCTCCGGCCAAAGGAGGCATCCGCGGATGCAAACC 
TGTCCAGTTTGTAATACTTTACAAAAGGTGAAGCCGCTCTACAAACGTCCTCAGTGGATG 
CTTGAGTGGCCCATGCCACGGAGGTAGCCGCACTCTGCGTTGAGTGCGCCATGACATGAC 
CTGGAACCAGCAGGGAATGCGACTGGTACGCCCCCACAATGCAAGCCCTGATCCATATGC 
CTATCATAGAGGCAGACATCCTCCTTCCCATAGAGGAATGGTGAAAGGAGATGAAGAGGG 
CTTCAGACTTGCGGAAGGCCGCCGTCCGCTTGATATAGCAGCGGAGGGCCCTGCGCACAT 
CAAGTGTATGCCACTGCCGTTCCAAGCCATGAGACGGATTAGGACAGAAATCTGGAAGGA 
TGATTTCCTGAGCCCTATGAAACAAGGTGTTGACCTTGGAAACAAAGGTAGGGTCCAAGC 
GAAGGACCACTCGGTCCTGATGAAAGATGCATAGGTCATCCCTGATGGAAAGAGCCGCCA 
ACTCAGAGATCCTCCTGGCAGATGTAATTGTCACCAGGAATGCGACCTTGAGAGGCAGGT 
CACCAGTTCTGAGAGGCTCAAAAGGCGCCCTGGTGAGGGCCCGTAGGACCTGCGGCAATT 
CCCAAGAGGGATACCTATGAACCACAGGGGGCTTGGTATTGATAGAGCCCTTGATAAAGG 
AGCGTATCAAAGGATGCTGACCTAACGGCATCAGGTTTTCACAGGTAAGTATGGTGGAGA 
GAGCCACCACCTGTCTGCGTATGGTATTAGGCGCCAAGCTCCTGTCAAGACCCTCCAGTA 
AGTATTCCAAGATCCTTGGAAATGTCAAATCCGAGATAGTCAAATGGTGTCTTTCGCACC 
AATGNNNNNNNNNNCCAGGCGGTCAATTGAAGCCACTGGGGGTCTGGATGATGCAGGGCC 
CCCTTCTGAGAGAAATGCAACCCGGAGGGATCCTCCATGGGGGAGAATTGGAGAGACTCA 
CAAGGTCGGCAAACCACGGCCTCCGTGGCCAATACGGGGCCACGAAAACCCGTGGTCCTG 
GAAGACCCTGATCACCAACCTTAGCTCTGACTGGGTGGCCGGGAGGGATGATGACTGGAT 
GAGGATGTCGTCCAGATAGCATTGGACGCGTGTCGGCACCAGTCTCAGGTGTGCAGCAAG 
CACTGCCAGTATTTTGGTAAACACCCTCGGAGCTGACGACAGGCCGAATGAATGGTAGTG 
CCCTGTATTGGTAGTGATGGCTCATATAACAGAACCTGAGGAACTGCCGGTGGTCGGGGA 
GGATGGGGATGTGGAGATAAGCCTCCGTGAGGTCTATGGACGTCAGGAAGACTCAGTTTC 
TCACGCTGCCCAAGATGGACTGGAGCTTCTGCATCTTGAACTTTCGGTATGCAATGTGGC 
GATTGAGACCCTTGAGGTCCAGAATCACCCTCCATCCTCCCGAGGTCTTGGGGTCCACAA 
AGAGGATGGAATAGAATCCCCCGCCCCTCTGACCAGCCAGCACCGGTTCTATGGCTCTTA 
TGTCTAAAAGATGGCGAATGGCCTCTTGCATAAGGCCCTTTTTTACAGGGTTCCTTGATT 
GGGGATAAGGCATGAAGCGTCCTGGTGGTCTGGACATGAATTCTAGGGACAGGCCATATT 
GGATGGCTTGGAGGACCCAGGAGTTTGTGGTGGTGGTCTCCCACTGGTGGCCAAAGAGGG 
TCAGTCTGCCACCTATGGGAGGGGTCGCCCGAGGATCACTTGGAACTTCTAAAGGGACGG 
CCCCCACCCCGAAAGGGCCGCTTGCCCTGGGACTGCTGTCTGGATCGGAAGCCCGATCTG 
TCAGGCAGTCGATCCTGTCTGGCCGTGGTGGGGTGGGAAGGATGGATTGCACCTGTAACT 
GCTCCTGACCGAAAGGACTGTTTGCGGGCATATGGGCTGGCCCGCATGTCAGCGCGCCGC 
CTGAGGTGGGTCAACAACTTCCACTTATCCTTATTCTCGATCAAATAAGGTGCTAGGGCC 
TCTCCGAACAGCTGACCGCCCTGGTACGGTGCCACAGCCAGACGCCGCTTGGATTTGGTG 
TCAATCTGCCAAGGTTTGAGCCACAGTATTCGCCGTGCTGTTACATTGGAGGCCATGTTT 
CTGGATGAAAACCTGGCTGCATGCAGTGTTGCATCAGAGATGTATACCGCTGCAGCAACT 
AGCTTGCTCAAGTCTTGTTGAGTGCGTACCTCCTCCAGAGGGAGCCTGGTCTGCAGTTGA 
CAGAGCCAGAGGAGAGAGGTCCTAGTGAAGAAGGATGCACAGGTCGCCGCCCTTATCACC 
CACGCCGCCACCTGGTGAGACCTGTGGAAGGTTAATTCCCACCTCTTGTCCTCAGCCTTC 
AGAATCTCAGCCATCTCCCCCGACACTGTAGTCGAGGAGAAGAGATGGGCCAAGGGTTCA 
TCTACCGTTGGCACCTCCAGCGCGTCAGCCAAGTCTGGTGCAGCACTGAACAACTTCTTG 
TCCGTTCCCCCCGAGGAGGGAATGTGCCAGGGGAGGCCCACTGCTTCCGAACAGCATTTA 
AGAAGAGAAATGGGCAAGGGACATGGTGTTGAGTCACCACAGGCTCAAAGACCGGATTTG 
GATCTGAACTAGGCGAAGGGTCCAACTGAGGGAGCTGGTCAGGGCCTATGTTGGCAGTAG 
AGCTGGCCTTGCGGAGCAGCAGCAAGAAGAGAGTCGAGTTAAAGAGGCCTCCCAATGGCA 
GAGGGTCTGGAGTAAGATCCTCCTCCTCCAAACATGGTATATCTGGTTGGCCGGACTCCG 
TAGAAGATGCCCTGCTAGAAGAGGATCGGGATGGTGAGGGAGGTCCATGATAATTGGATC 
TCCTGCCTGGAGGGGGTGGGATGGGGAAGAGGAAGCCACTGACTCGGCCCTGGTCATGTG 
GTAGGACCTGGCTGCAAGAGCCTGGTCAATTGCCTGGGAAATTATGGCTTGGAGGCGATC 



CTCAGAAGGAATATTCTCATGCTCAGCTACCCTGAGCCCGGCAGCTGTTGGAGTGAAAGT 
GGCCTCTGGGCCTGAGTGTGGGATCTGCAGGACCGCTGATGGTTGATGATTATTGGGACC 
TTGATCCCCCCCCAGGAGAAGTGTGGTGTGTAAAAATCCCCACTGGTGCCCAAACCCCTT 
GGGCAGAGGTTGAGGGTCCCAGCAGGAGATCAAAGAACAAAGCCCCTGTCTGTTCCGCCT 
CTGCCAGGGCCTACCTCTGCGCTTTGGAAAATTCCCTCTCCAAAGCCTGGTGCCTCCTGC 
TGGCCTGTTTCTCTGCCAATTTCAAAGGCTTCTTTACAGAGATGGTCTTAGCCTTGACCT 
TGATCCTGCTTGCCACCTTCTGGTTGGAGGACCTGTGCCTTTTACGGCTAGTGGATGGAA 
GGGTGGTCTCCTTAGGTTGGGGAGCCGTGGATTCCTCCATCCTGATGTGAGTTATCTCAG 
GTTGTGCTGAGGGGGAACTCAGGCAGCGGATAAATTGGCGGATTGGACTAATGCAGTTGG 
AGCAGGGGGATACTAGAGTTCTCCCTGCTCCCCTGGCCACCTGACCGGTAATTGGCGCAG 
GGGATCCAGTCGTGTCTACGGCCGCGGCAAAATCAGGTGAGTGATGACAGCCAACCTGCT 
CATAGAGTGCACAATGGTGACAAGGCTAGCGAGTTGATAAGTGTCAGCACTTTTGCGCGG 
CGGGTGGACTCCAAGTGGTGACCGCAGTCCAATGCTTAGCCCACTAAATGGTGGCCAGGA 
AGGATAGGGCACCAGAATGAAGCCTGGATTTGGGCCTGTGTTGTGCAGCAGGCCTTGTTG 
GCCTGCTTCACTGCCTAAGGCATGCAATATCTACAGCTTGAGTCGGGATACCCTTGACAG 
TGTGGCATCCAGGGGAAGTGGCCTCTGTGCACCCTGTGCCCTGATGCCTGGATGGGGATG 
GTTATCTGGGTATGCAGGCCATCCAAGATGGTAGCCGCTACCCTTCCAACTTCCTTGTAG 
GAGTACCCCTCCAACTCCCTTGTAGGAGTACCCAGGGGCCGGATTAATTCTGAGGGAGAA 
AGAAAGAGAGAAAGGGATTAGGCCTGAAGCCTAATGAGAAGGGATATCCCCCCTACTCCT 
GTTGCCTCCGTTAAACTCCGGCCGCGGTGGCCGTGTGGTCCAAAATGGCGGCCGCGCCTA 
CCGGAGGATGCAACAGCCATCAGGAAGCAAAGAGATAGTCGCCTGTAGCAATTCCAGGCG 
ACCGGAGAGAGAAGCCGCAGTGTTGAGTGAGTTTAGATGGGTGGCTGCGCCGACGAATCT 
GGCCGATTAGGTTGCAGCGGGCCACCACGCAGCTTCCAAGATGGCGGCCGCAAGCTCCGG 
CCGCAAGAGAAAAGGCCCCTGAGGTCTCTGAGGAAAGGCACGAGACGGCTAGCAGAGACC 
TCTGCAAATAGCTAGGAGCTGAGGGAAGGGTTCCCGCTCGCAGTGCTGATCCCAATGCCG 
TCAATTGCGAGGCGAAGGAGAGCGGAAGCTTCCGCTCTCCCTGAGGCTTGGAAAGAAGCC 
AAAACCTCCGACGAGAAGGAAGAAAGTGAAATTGGAGCCTCTGTGGAGGCCAGAAGCTGA 
GGCATGGGGGTTTCCCAACTGCGGCGCTGATCCCAGCGCCGCCAAAGGCAAGGAGGAGGA 
GAATGGAAGCCTCTGCTCTCTCTGAGGCTTGGAAAGGAGCCAAAAACCTCCGGCAGTCAA 
ACTGGAGTAGCGCTGATCCCAGCGCTACTCAGGTGACTGTAACAGCAATTAGGAAAGAAG 
GAGAATTCACTAAAAGATTTGATCTACCCGCCTAAACTGGGAGCCAAGTTGCCACACCCA 
TCTGGGCTGGAGATCAGGTCAAGACTGGGTGTGTCCTAGTCCAGAACAGGCGTGGCAAGT 
TTGACTAACCTGATCTGATGGGCATGAAGACAGAGCACAGATTCTCCATCTCCTGTGCTG 
GAGAAGACAAATATTACTCTGGCTTACTGCAGCTTTTCTTTTCTAGCATTAGCTGGTCTT 
ACTGTGTGAAGACATACATTACCCTTCAGTGGACAATCTGGGATCTAGATCTCCCAAACA 
GATAGAACCAGAGTTTCCCATTTCCATTACAACTCAGTAATCCCCCCTTCCATTCCCAGA 
TACTTTGTCAACATTTCATATAGAAGAACCCTCAGTTTGAACCAAACCAGTGAGTTATCT 
ATAAGGGTAAACAATATCAGTATGGACTATAAAAATCATACATAATATGATCTGGTATAG 
GAGTAGAAACACCTGTACTATCAAAAAACCATTTATACAATAAATGGAGGAAAGCACTCA 
TAACACCAATTGTTAGAAATCTTAAATTGCTTTTCTGACCAGGAAGTTATCATTTTTCTC 
ATGCACAATAAGTATTTAGGTATTTGCAGTAAGTTTCTAAGTTTTTAACATTTCAAATGT 
GGAATTCGTCTGGTACCTACTTTACACGACTAATTGTTTCAGAATTTTCTGTACAAATAC 
GGTTTTGTTATTTTATATCGCTTTATGTTTGATGTCTTGTAATACTCTCTTCTTTTAAAT 
GTTGGTCAGATATATTTTTTCCAATTATTTTATTCTATATTGGTATTAAAAATAAAATGC 
TGATTAGATACAATAGTGCATAAAAGTTTGAGAATCCCAATGAATTTTCAATATTTAGCT 
CTAAATATAACCTAAAATGTCGGGTTTTTTCCACACAAGTCCTAAAACTAGATAAAGAGA 
AGCCAATTAAACAAATAAATCAGAATATTATACTTGTCCATTTATTTACTGAGAAAAATG 
ATCCAAAGCTATATAGATGTGCGTAGCAAAAATATTTATCTAATTTTAGGATTTTTGTGG 
AGAAGGGGCGTTGTCTTANNNNNNNNNNNNNNNNCAGTACGGAGATGGAGAATCCACCAA 
AGGGTTTCTCTGTCTGCCTGCTCTTGAGACCAAGTAGCCAAAATTGACACGCCCCCTCTT 
GCTAGGA 
>C. triseriatus_eSCV3 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 



~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~GACAGTTACTGTATTTTCCGGCGTATAAGA 
CGACTTTCTAAACCATGCAAATCTTCTACGATCAACTGCCCACAACTGGATACTCTCAAG 
ATACCACTCAAGATACTTCACTCCCAAACTCCAGATGATTAATGATACAGCCACCCCCGT 
CACCCCGGGCTCAGTCTTCTTCCAGCCAAACAGCAAATACAACCAACTCTGGCTCAACTG 
CAATGATGACCAAATTCTCCACTGGGGTCTTGGTTTCAGTGTGTATGTCCCAGAAAGTAC 
TATACAAGAACCTGTACCTTTCTGATTCTATAGTAATCCCAGATGTATTTGGGTGTAATG 
TTTGTTGTGTTGGGGGTTCCAGTCCATGCTCTTTGAAGTGTGAAAGTAATCCTGTCAGAG 
TACCATCCAGGTGCTTTAGCATTGGATTGTGGTAGCATATAAACTCTTAAGTTATTGACC 
AATCTCAGGTTAGTAATTCCATTTTTTCTTCTCCATCTGTATCTGTGTCTCCTCCTTCTT 
TGTCTTTTCCTTCCTTCCTCTTGTTTTGCCCCACCTCCTGTGGAAGGATTGGCC--ACCA 
AACCCCCAACGGAAATGAAGGCATCTGAAAATGAGGAAGTAACAAGCTATAAGAAGTGCC 
TGCTTAGTCTTGCCAGGAACTTCAGCACACATCAGCACACTTCCTGTTTTGTGACTACAC 
TTGATCCCTGCGACAGAAAACATGCAACTGGCTGGA~~~~~~~~~~~~~~~~~~CATCCC 
TGCAAAAGATATGTATTTACTATTAACAATCCCTCCGAAGAAGATTATGATGCTGTTAAG 
GACTTTATCACTCCGGAAAACTGCGTTTATGCTATAGTTGGTGAAGAACAAGTCTCAACC 
CTCCACTTGCAAGGATTTGTCAACTTAAAGAAGAAGATGAGATTCAATCCCTTCAAAGCA 
GCTATTGGTGGAAGAGCTCATGTGGAGAAAGCTAAACGAACTGATCTGGATAACAAGAGA 
TATTGCAGTAAGCAGAAAGTTTACCTTGAGGTTGGAGAGCCCTCCGCA~~~CAAGGAAAG 
AGGTTAGACCTGAAGGAAGCTATTGCTCTGCTGAACAGCGGTTCCTCAATGACTGAACTT 
GCCCAGGCATATCCCTCCGTATATATAAGATATGGGAGGGGCCTGAAAGACTACGTCATC 
ACTGCACAATTGGCTAGGATAAGAGATTTCAAAACTGATGTACATGTGATCACAGGAATT 
CCGGGGTGTGGCAAGAGTAAGTTCTGTAGCGAACTGGATGGTGACAAATATTGGAAACCC 
CGTGGAAAGTGGTGGGACGGGTATACAGGGCAAGAGATTGTTATATTGGATGATTTTTAT 
GGGTGGCTACCATTTGATGAATTGTTAAGAATTTGTGAAAGATTCCCTTATAGAGTTGAG 
ACCAAGGGTGGTACAATGGAATTTGTTTCTAAGTGTATTTATATCACTTCAAA-CAAGCC 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~TGTGAAAGA~~~--CTGATGAAGACATACACAC 
>C. aquilus_eSCV3 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~CTCAAGATACTTCACTCCCAAACTCCAGATGATTAATGATACAGCCACCCCCGC 
CCCCC-GGGCTCAGTCTTCTTCCAGCCAAACAGCAAATACAACCAACTCTGGCTCAACTG 
CAATGATGACCAAATTCTCCACTGGGGTCTTGGTTTCAGTGTGTATGTCCCAGAAAGTAC 
TATACAAGAACCTGTA--~~~~~~-ATCTATAGTAATCCCAGATGTATTTGGGTGTAATG 
TTTGTTGTGTTGGGGGTTCCAGTCCATGCTCTTTGAAGTGTGAAAGTAATCCTGTCAGAG 
TACCATCCAGGTGCTTTAGCATTGGATTGTGGTAGCATATAAACTCTTAAGTTATTGACC 
AATCTCAGGTTAGTAATTCCATTTTTTCTTCTCCATCTGTATCTGTGTCTCCTCCTTCTT 
TGTCTTTTCCTTCCTTCCTCTTGTTTTGCCCCACCTCCTGTGGAAGGATTGGCC--ACCA 
AACCCCCAACGGAAATGAAGGCATCTGAAAATGAGGAAGTAACAAGCTATAAGAAGTGCC 
TGCTTAGTATTACCAGGCACTTCAGCACACATCAGCACACTTCCTGTTTTGTGACTACAC 
TTGATCCCTGCGATAGAAAACATGCAACTGGCTGGA~~~~~~~~~~~~~~~~~~CATCCC 
TGCAAAAGATATGTATTTACTATTAACAATCCCTCCGAAGAAGATTATGATGCTGTTAAG 
GACTTTATCACTCCGGAAAACTGCGTTTATGCTATAGTTGGTGAAGAACAAGTCTCAACC 
CTCCACTTGCAAGGATTTGTCAACCTAAAGAAGA---TGAGATTCAATCCCTTCAAAGAA 
GCTATTGGTGGAAGAGCTCATGTGGAGAAAGCTAAAGGAACTGATCTGGATAACAAGAGA 
TATTGCAGTAAGCAGAAAGTTTACCTTGAGGTTGGAGAGCCCTCCGCA--TAAAGGAAAG 
AGGTTAGACCTGAAGGAAGCTATTGCTCTGCTGAACAGCGGTTCCTCAATGACTGAACTT 
GCCCAGGCATATCCCTCCGTATTTATAAGATATGGGAGGGGCCTGAAAGACTATGTCATC 
ACTGCACAATTGGCTAGGATGAGAGATTTCAAAACTGATGTACATGTGATCACAGGAATT 



CCGGGGTGTGGCAAGAGTAAGTTCTGTAGTGAACTGGATGGTGACAAATATTGGAAACCC 
CGTGGAAAGTGGTGGGACGGGTATACAGGGCAAGAGATTGTTATATTGGATGATTTTTAT 
GGGTGGCTACCATTTGATGAATTGTTAAGAATTTGTGATAGATACCCTTATAGAGT-GAG 
ACCAAGGGTGGTACA 
>C. tigris_eSCV3 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~--CATCAGCACACTTCCTGTTTTGTGACTACAC 
TTGATCCCTGCAATAGAAAACATGCAACTGGCTGGA~~~~~~~~~~~~~~~~~~CATCCC 
TGCAAAAGATATGTATTTACTATTAACAATCCCTCCGAAGAAGATTATGATGCTGTTAAG 
GACTTTATCACTCCGGAAAACTGCGTTTATGCTATAGTTGGTGAAGAACAAGTCTCAACC 
CTCCACTTGCAAGGATTTGTCAACCTAAAGAAGAAGATGAGATTCAATCCCTTCAAAGCA 
GCTATTGGTGGAAGAGCTCATGTGGAGAAAGCTAAAGGAACTGATCTGGATAACAAGAGA 
TATTGCAGTAAGCAGAAAGTTTACCTTGAGGTTGGAGAGCCCTCCGCA~~~CAAGGAAAG 
AGGTTAGATCTGAAGGAAGCTATTGCTCTGCTGAACAGCGGTTCCTTAATGACTGAACTT 
GCCCAGGCATATCCCTCCGTATATATAAGATATGGGAGGGGCCTGAAAGACTACGTCATC 
ACTGCACAATTGGCTAGGATGAGAGATTTCAAAACTGATGTACATGTGATCACAGGAATT 
CCGGGGTGTGGCAAGAGTAAGTTCTATAGTGAACTGGATGGTGACAAATATTGGAAACCC 
CGTGGAAAGTGGTGGGACGGGTATACAGGGCAAGAGATTGTTATATTGGATGATTTTTAT 
GGGTGGCTACCATTTGATGAATTGTTAAGAATTTGTGATAGATACCCTTATAGAGTTGAG 
ACCAAGGGTGGTACAATGGAATTTGTTTCTAAGTGTATTTATATCACTTCAAA~CAAGCC 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~TGTGAAAGAGTGGTATGATGAAGACATACACAC 
>C. atrox_eSCV3 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
~~~~~~~~~~~~~~~~~~~~~~~~~~~-TGGCTGGA~~~~~~~~~~~~~~~~~~CATCCC 



TGCAAAAGATATGTATTTACTATTAACAATCCCTCCGAAGAAGATTATGATGCTGTTAAG 
GACTTTATCACTCCGGAAAACTGCGTTTATGCTATAGTTGGTGAAGAACAAGTCTCAACC 
CTCCACTTGCAAGGATTTGTCAACCTAAAGAAGAAGATGAGATTCAATCCCTTCAAAGCA 
GCTATTGGTGGAAGAGCTCATGTGGAGAAAGCTAAAGGAACTGATCTGGATAACAAGAGA 
TATTGCAGTAAGCAGAAAGTTTACCTTGAGGTTGGAGAGCCCTCCGCA~~~CAAGGAAAG 
AGGTTAGACCTGAAGGAAGCTATTGCTCTGCTGAACAGCGGTTCCTCAATGACTGAACTT 
GCCCAGGCATATCCCTCCGTATATATAAGATATGGGAGGGGCCTGAAAGACTACGTCATC 
ACTGCACAATTGGCTAGGATGAGAGATTTCAAAACTGATGTACATGTGATCACAGGAATT 
CCAGGGTGTGGCAAGAGTAAGTTCTGTAGTGAACTGGATGGTGACAAATATTGGAAACCC 
CGTGGAAAGTGGTGGGACGGGTATACAGGGCAAGAGATTGTTATATTGGATGATTTTTAT 
GGGTGGCTACCATTTGATGAATTGTTAAGAATTTGTGATAGATACCCTTATAGACTTGAG 
A 



>Crotalus_mitchellii_eSCV4_contig_24347 
--ATGCTTTGTGACCTGCTATGTATAATTTAAGATCCTGGTTATTATCTATAAAGCTCAA 
TGTGGCATATAGCCTAGCTATATGCCACATTGTTTCTGCCCCTTGAAGCTTGCTTTGGA- 
-TCCCATCAATCAAATAATATGATCTACTGGGATCCAGGAGTGGTCCTTCTGAGCCACCA 
ACCCTGATCC-------AGATTCCCCCTGGAGAT-AGTAGAGCCTCAACTACCTACTTTC 
AAGTGAGCTCTAAAAATTTGCCTTTTTTGCCCCAGGATGTAGGTTTAGACTGCA------ 
------------CAAGAAAAGAGGTCAGACCTGAAGGAAGCTATTGCTCTGCTGAACAGC 
GGTTCCTCAATGACTGAGCTTGCCCGGGCATATCCCTCTGTATATATAAGATATGGGATG 
GGCCTGATAGACTACGTCATCACTGCACAATTGGCTAAGATGAGAGATTTCAAAACTGAT 
GTACATGTGATCACAGGAATTCCGGGGTGTGGCAAGAGTAAGTTTTGTAGTGAACTGGAT 
GGTGACAAATACTGGAAACCCCATGGAAAGTGGTGGGATGGGTATACTGGACAAGAGATT 
GTTATATTGGATGATTTTTATGGATGGATACCATTTGATGAATTGTTAAGAATTTGTGAT 
AGATACTCTTACAGAGTTGAGACGAAGGGTGGTACAATGGAATTTGTTTCTAAGAGTATT 
---------------------------------------------TAGAGTAAGGTGGAT 
ATGTGGCATATGTTTTATTTGGGGCACTTCTTGGAATTGTTTTTAAGAAACCTGAGAGAA 
GTGTTTATGTTTGTCCTCTTTAATTTCTAACCCTACCTTAAGCACTAAATCAGGTGGGTG 
ACCTTGGGCTAGTCACTCTTTCTCAACCCTAGAAAGAAAACAATGGCAAACCATTTCCAA 
AATGTTGCCAAGAAAACTACAGGGACTTGTTCAATGTTGAGTCATCGCTGACTCAAAGGG 
ACATAATAAGTGAGTAAGTAAGTTCACTCTTTTAGCTATCATTACTCTGAAAAAGCTACA 
ATAGAAAAA-GTAATT-TTATCCAGCAATGACATAAAACAGTTCCTTATATTGTCTCTTA 
CCCAAATTTTTAACTTTTTCTCTAAAACAGCCTCTCTGTTCTCTTCAGTCTATCTTGGCA 
TTGCTATTGATATACATCTTGAACATTAAGCACAGAAAAATGTAGTCAAAATAATGTTAA 
TGGTAACAGTTGAATTTTTTTTATTTTCATGGACCTTCAAACTGTTCTTGTGCTCTATCA 
GTAGGACTATATACCAATGATAAAACAATTTGACCACACCTAAAATAAGAATAACTGCAA 
CATCAAATCTTTAATTTCAGTAGGGTGACAAAGTGAAAACAAATGTTCTCTGAATTTGTA 
CATTGTATAAGATCAGAAGTATGTTCTGAACTAAGCAAGGTCAGGAACTTCTGGAGCATA 
TCCAGAAGTATTCCTCTGACCTTTCTGTTATAATCCACCAGAACATTTGACCTAGTGGTC 
TGAATTAACTGCCATCCTTTATTTTGTCGGTCATCTCTCTTCTTTCAATTTAGTGGGACA 
TTTCATTTCTTCTTCTGACAGAGCAGGCTATATGAAATTGAATGATTGCTTTGTGCTTTA 
CACAATTTCATTTGAGTAACAAGAAATCTTAGTAGCCACACAATCTTGCTCAAGCCAAGA 
TTTCAATTACAGTTCTGGAAAAGCAGAACAAGTAGGACAAAATTCCCAGGATT 
>C. atrox_eSCV4 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------AGGAGTGGTCCTTCTGAGCCACCA 
ACCCTGATCC-------AGATTCCCCCTGGAGAT-AGTAGAGCCTCAACTACCTACTTTC 
AAGTGAGCTCTAAAAATTTGCCCTTTTTGCCCCAGGATGTAGGTTTAGACTGCA------ 
------------CAAGAAAAGAGGTCAGACCTGAAGGAAGCTATTGCTCTGCTGAACAGC 
GGTTCCTCAATGACTGAGCTTGCCCGGGCATATCCCTCTGTATATATAAGATATGGGATG 
GGCCTGAAAGACTACGTCATCACTGCGCAATTGGCTAAGATGAGAGATTTCAAAACTGAT 
GTACATGTGATCACAGGAATTCCGGG-TGTGGCAAGAGTAAGTTTTGTAGTGAACTGGAT 
GGTGACAAATATTGGAAACCCCGTGGAAAGTGGTGGGATGGGTATACTGGACAAGAGATT 
GTTATATTGGATGATTTTTATGGATGGATGCCATTTGATGAATTGTTAAGAATTTGTGAT 
AGATACTCTTACAGATTTGAGACGAAGGGTGGTACAATGGAATTTGTTTCTAAGAGTATT 
---------------------------------------------TAGAGTAAGGTGGAT 
ATGTGGCATATGTTTTATTTGGGGCACTTCTTGGAATTGTTTTTAAGAAACCTGAGAGAA 
GTGTTTATGTTTGTCCTCTTTAATTTCTAACCCTACCTTAAGCACTAAATCAGCTG 
>C. tigris_eSCV4 
------------------------------------------------------------ 
------------------------------------------------------------ 
---------------------------------------------CCTTCTGAGCCACCA 
ACCCTGATCC-------AGATTCCCCCTGGAGAT-AGTAGAGCCTCAACTACCTACTTTC 
AAGTGAGCTCTAAAAATTTGCCTTTTTTGCCCCAGGATGTAGGTTTAGACTGCA------ 
------------CAAGAAAAGAGGTCAGACCTGAAGGAAGCTATTGCTCTGCTGAACAGC 
GGTTCCTCAATGACTGAGCTTGCCCGGGCATATCCCTCTGTATATATAAGATATGGGATG 
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GGCCTGAAAGACTACGTCATCACTGCACAATTGGCTAAGATGAGAGATTTCAAAACTGAT 
GTACATGTGATCACAGGAATTCCGGGGTGTGGCAAGAGTAAGTTTTGTAGTGAACTGGAT 
GGTGACAAATACTGGAAACCCCGTGGAAAGTGGTGGGATGGGTATACTGGACAAGAGATT 
----------------TTTATGGATGGATACCATTTGATGAATTGTTAAGAATTTGTGAT 
AGATACTCTTACAGAGTTGAGACGAAGGGTGGTACAATGGAATTTGTTTCTAAGAGAATT 
---------------------------------------------TAGAGTAAGGTGGAT 
ATGTGGCATATGTTTTATTTGGGGCACTTCTTGGAATTGTTTTTAAGAAACCTGAGAGAA 
GTGTTTATGTTTGTCCTC 
>Ophiophagus_hannah_empty site_3746  
--ATGCTTTGTGAGCTGTTATGTATAATTCAAAATCCTGGTTATTTTCTATAAAATTGA- 
TGTGGCATATAACCCAGATATCTGTATTCATAGTTCTGCCCTTTGAGGCTTGCTTTGAGG 
GTCCCATCAATCAAGCAATATGATCTACTGGGATCCAGGAGTGGCCCTTCTGAGCTACCC 
ACCCTGATCTCTGGAACAGAATCCCCATGGTGATTAGTATAACCTCAACTACCTACTTTC 
AAGTGAGCTCTAAAAAATTGGCTTTTTCTCCCCAGGATGTGGGTTTAGACTG-------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------TTCGATAAGCCTCTTTAGGGTGAGGTGAAT 
ATATG-CATATGTTTTATTTATGGCAATGCCTGGAGTTGTTTTTCAGAAACCTGAGAGAA 
ATGCTTGTTTTT-TCCT-TTTA-TTTCTAACACTTTCTTAAGCACTAAA-CAGTTGGGTG 
ACCTTGGGCAAGTCACTCTTTCTCAATGCTAGAAAGAAAACAATGGCAAACCATTTCCAA 
AATGTTGCCGAGAAAACTACAGGGACTTGT-CACTG---A--C-T-----A--AAAGAGA 
CATAAGTAAGTAAGTAAGTAAATTCACTTTTTTAGCTATCTTTACTCTGAAAAATCTAAA 
ATAGAAAAAAGTAATTATTATCCAGAAATGGGGTAAAACAATTTCTTATATTGTTTCTTA 
TTCAGATTTTTTACTTTTTTTCTAGCACAGAAAAACATGCTCAAACTAATGATAGTGGCA 
AGCAG-TTGAATTCTTTTATTTTCATAGG--C-AAAGAACCG-TCTTGTG-TCCTATCAG 
TAGAACTATGTAGCAATGATAGAATAATTTG-CTCATACCTAAAATAAAAATAACTGC-- 
------------------------------------AACATTATCTCTTTAATTTCAGTA 
GGGGGTGACAAGGAGCAAACAAATGCATCCTCTGAATTTGTACATGGTACAAGGTCAGAA 
GTATGTTCTGAACAAAGGAAGGTCAAGAACTGGCTGGAGCATAACAATCACCC------- 
--TAGAAGTATTCCTCTGACCTTTCTGTTATAATTCACCAGAACATTTGACCTAGTGGTC 
TGAATTAACTGCCACCCTTTATTTTGTTGGTCATCTCTCTTCTTTCCATTTAGTGGGACA 
TTTCATTTCTTCTTTTGACAGAGTAGGCTACATGAAATTGAATGACTGCTTTATGCTTTA 
TACAATTTCATCTGAGTAACAAGAAATCTCAGTAGCCACACAATCCCGCTCAAGCCAAGA 
TTTCAATTACTGTTCAGGAA 
>Agkistrodon contortrix_empty site Reverse 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------GGATCCAGGAGTGGTCCTTCTGAGCCATCA 
ACCATGATCC-------AGACTCCCCCTGGAAATCAGTAGAGCCTCAACTACCTACTTTC 
GAGTGAGCTCTAAAAATTTGCCTTTTTTGCCCCAGGATGTAGGTTTAGATGCTTGATGGG 
C--------------------------------------- 
>Agkistrodon contortrix_empty site Forward 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 



------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
--------------TTATTTGGGGCACTTCTTGGAGTTGTTTTTAAGAAACCTGAGAGAA 
GTGTTTATGTTTGTCCTCTTTAATTTCTAACCCTGCCTTAAGCACTAAATCAGCTGGGTG 
ACCTTGGGCTAGTCA--------------------------------------------- 
---------------------- 
>Python_molurus_KE957150_empty site 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
--AATTAACAACCATCCTTTATTTTGTTGGGCATCTCTCTTCTTTCAATTTAGTGGGACA 
TTACATTTCTTCTCCTGACAGAGCAGGCTGTATGAAATTGAATGACTGCTTTGTGTTTTG 
TACAATATCATCTGAGTAATGAGAAATCTTAGTAGCCAAACAATCCTGCTCAAACCAAGA 
TTTCAATTACAGTTCTGG 



>Crotalus_mitchellii_eSCV5_contig_193549 
TTAGGAAGGTTGAAAACCACTGATCTACATGATATCCCCAACCATCCCTAATCTATTGCA 
CAATTGACT------AAGATGAGAGATTTTAAAACGGAAGTCCACGTCATCATGGGAATC 
CCCAGGTGTGGCAAGAGTAAGTTTTGTAATGAACTTGAAGGAGAGAAGTACTGGAAACCG 
CGGGGAAAGTGGTGGGATGGATACACTGGACAAGAGATTGTGATATTGGATGATTATTAT 
GGTTGGCTCCCCTTTGATGAATTGTTAAGATTGTGTGATAGATATCCCTACAGAGTGGAG 
ACTAAAGGGGGAACTGTTGAGTTTGTGTCTAAGACCATTTATATCACTTCAAACAAACCT 
GTTAAGGAATGGTATAATGAGGAATATTGTCTTGAGGCTTTGTTTAGAAGAATCACTTCA 
TACAAAATAATGAGAAAAGGAGAAGGCATGTCTGATAAAATTCCA--------------- 
------------ACTTTATTTCCAATAAATTGTTAAGCATGTGTACATGGAAAAATAAAT 
TCTCTGAATTGAACATAGTATGTTATCTT--------ATGAGTACTTTACTGGTTGGGAA 
GCACTGAGACTTTCTGGGATATACATTCTTCTGCTCAGTTTTTCCTAAACCCAAATTCTC 
TAAATTCTTTGTAGTACCAATCACAGGCCCACAAATTTCCAAAATTCTTTCCTGAAGAGT 
GGCCCTTCTGAGGTGTGATCAACTAGATCATTCTTTCAATTCTGTGATAAGAATCATTGA 
GTTCATGTTTTCTATTCTACCAACTTTCTCTTCAGCTTTGCAAGTCCTTGCTTTGTTTCC 
ATTCTATACAGAGTTAATTCACCACA-TTGCTACAGTGGCAATCTGCTATCCCATTCTTC 
CAGAATCTATATATTGATCTTGCTCTTCCTCCCCATCCTTTTCCTTTCAAAAACTGGTTA 
TAAAGCACTAAGTGGGTTCCAAAGACTCGGTTTCTTTAATTCAAAGGCCCTGTGTTGCAT 
TTATAGCAGACAAACAAATTAACTGCCTGTGATGACAGGGAGGCTGAGAATAAGAGGGGA 
ATCTCTAGTTTTATCTTCTTTCTACGGAAGGAGTGGCTAGGTGGGCACATACAATTGCTA 
ACATAATAGCAATTTTATATAGACGGATCATCTGTAT 
>C. atrox_eSCV5 
------------------------------------------CA-CCCTAATCTATTGCA 
CAATTGGCT------AAGATGAGAGATTTTAAAACGGAAGTCCACGTCATCATGGGAATC 
CCCGGGTGTGGCAAGAGTAAGTTTTGTAATGAACTTGAAAGAGAGAAGTACTGGAAACCA 
CGGGGAAAGTGGTGGGATGGATACACTGGACAAGAGATTGTGATATTGGATGATTATTAT 
GGTTGGCTCCCCTTTGATGAATTGTTAAGATTGTGTGATAGATATCCCTACAGAGTGGAG 
ACTAAAGGGGGAACTGTTGAGTTTGTGTCTAAGACCATTTATATCACTTCAAACAAACCT 
GTTAAGGAATGGTATAATGAGGAATATTGTCTTGAGGCTTTGTTTAGAAGAATCACTTCA 
TACAAAATAATGAGAAAAGGAGAAGGCATGTCTGATAAAATTCCA--------------- 
------------ACTTTATTTCCAATAAATTGTTAAGCATGTGTACATGGAAAAATGAAT 
TCTCTGAATTGAACATAGTATGTTATCTTTACTAACCATGAGTACTTTACTGGTTGGGAA 
GCACTGAGACTTTCTGGGATATACATTCTTCTGCTCAGTTTTTCCTAAACCCAAATTCTC 
TAAATTCTTTGTAGTACCAATCACAGGCCCACAAATTTCCAAAATTCTTTCCTGAAGAGT 
G 
>C. tigris_eSCV5 
-----------------------------------CCCCAACCATCCCTAATCTATTGCA 
CAATTGGCT------AAGATGAGAGATTTTAAAACGGAAGTCCACGTCATCATGGGAATC 
CCCAGGTGTGGCAAGAGTAAGTTTTGTAATGAACTTGAAGGAGAGAAGTACTGGAAACCG 
CGGGGAAAGTGGTGGGATGGATACACTGGACAAGAGATTGTGATATTGGATGATTATTAT 
GGTTGGCTCCCCTTTGATGAATTGTTAAGATTGTGTGATAGATATCCCTACAGAGTGGAG 
ACTAAAGGGGGAACTGTTGAGTTTGTGTCTAAGACCATTTATATCACTTCAAACAAAACT 
GTTAAGGAATGGTATAATGAGGAATATTGTCTTGAGGCTTTGTTTAGAAGAATCACTTCA 
TACAAAATAATGAGAAAAGGAGAAGACATGTCTGATAAAATTCCA--------------- 
------------ACTTTATTTCCAATAAATTGTTAAGCATGTGTACATGGAAAAATAAAT 
TCTCTGAATTGAACATAGTATGTTATCTTTACTAACCATGAGTACTTTACTGGTTGGGAA 
GCACTGAGACTTTCTGGGATATACATTCTTCTGCTCAGTTTTTCCTAAACCCAAATTCTC 
TAAATTCTTTGTAGTACCAATCACAGGCCCACAAATTTCCAAAATTCTTTCCTGAAGA 
>Ophiophagus_hannah_empty site_10396 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
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------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-------------------------TTCTTCTGCTCACTTTTTCCTAAATCCAAATGCTC 
TAAATTCTTTGTGGTACCGATCATAGATCAAAAGGTT-CAAAATTTCTTTTCTGAAGGGA 
GGCCCTTCTGAAGTGTGATCAGCTGGGTCATTCTTTCAATTCTGTGGTAAGACTCATTGA 
GCTCATGTTTTCTAATTTACCAACTTTCTCTCCAGCTTTGCAAATCCTTGCTTTGTTTCC 
ATCCTATACAGGATTAATTCACCACACTTGCTACAGTAGCAATCTGCTACCCCATTCTTC 
CAGAATCTATATATTGATTTTGCTTTTCCTTCCTATACTTTTCCTTTCAAACACTGGTTA 
TAAACGC-C-A-GTT-CCAAA-ACT--GAACTACTTTAATTCAAAGGGCCTGTGTTGCAT 
TTATAGCAGACAAGCAAATGAACTGCCTGTGATGGCAGGGAGCCTGAGAATAAGAGGGGA 
ATTTCTAGTTTTAGCTTCTTTCTATGGAAGGAGTGGCTAGGTGGACAGATATAATTGGTA 
ATACAATAGCAATT--ATATAGACAGATCATCTATAT 



>Crotalus_mitchellii_eSHBV1 
CATGCCCTCTAATAAAAAACCCATTGTCTAGGCAGAAATATCAGGTATGATTTTTCAAGC 
TGATAGTAAGAATTGGATAATAATAATACTTCTGGAAAATATTAATAGCATTT------- 
--AGAGCTGTCCATTCTTTTTAATTATTTTTGTTAAAAGTAGCCT-GTATAAGCAGCCCA 
CC-AAGATTTATACAAGTACATTTAACCTGATGTGATGATGGAAAATGACACCTCAATAT 
GATTATGAACAAAGTAGATCCAGAGCTTTTAAAACATAGCCTAAAGGAGAACAAATATTT 
ATTTTAGATTTGTTCTCTTGGCTGAGTTCTAAATAAAATAGAATGGAAAAAAATAGTGAA 
AAAACTGCATGGGATACTCATTGAGATAAGA------AACATTTGTTTATATGTAACACC 
AAAAGAAACGTTTTTTTCTAAAATTAAATAGTAAAAAAAATATTTGTACTGATTTCTAGT 
TAGTTGAAGATTG--CAGGAAAGAAAGAAAGAAAGAAAGA--------------AAGAAG 
GA------------------------------AACTACTTAAGTATTATACCATTCAATA 
ACAGTTTGCCC----GGATCAAATAAATATACTTTGCCATAGCTTATAAAAGGATCTTTT 
CTAATTTAGCTATTTCCATTAATGTCTGAGTCTACTGATCAATAATAAGCATTGCTTCGT 
TTCCGTGTTCATAAGAATCATCTCCTTGGCAGCTGCAGCTTCATTTTTGCAAAGTAGCTT 
TCAATGAAATAAAAAACAAAAGAAAAAAACAAAGAAAAAAAACCA--------CATGCAG 
GTTCAATAAGGAAGTTATAAACATGCTCAGAGGTAGATTAATTTAATTATTTTGCTTTAT 
TGAGCCAAAATACTAAAACCACAGAATCATTTATACTGGAATGCTGGAATGGCGGAATAA 
ATTTTAGATATATCAGGACTTGAAAATGTGATGGCAATTGTTGTTGATAGTGAAAAACAG 
CAT-CTTGCAATGTCTAGAACAAGTTGATGGATTTTATCTAGGAGGTACAGGAGATAAAA 
G----------------------------------------------------------- 
------------------------------------------------------------ 
---------------------------------------------------CCAAACTAC 
AAGAGCCTGTCCAGAATTCTCCCTCCGATCATGTCTCGCATCTCCTTGGACTTCTCTGAG 
GCTT--TTTAATCATCTTCCTCATCATCCTG-AATCTGCCGCTCACTTTCTTA----TAT 
CTGATGGGACACACGCTTATGGGTTTAGGAAA---------------------------- 
--------------TGTCCTAACACCATCGCAGACCATATTCATTGCAGATGCAACTTAT 
TCTGCTTTGCTTATATGGATGACTTCATCAGCTCTCATCCAAACCGTAAGTACCTTGCTG 
CCATTAGCCATAGTTGCATTCAGTGTCTTCAAACTTACAGAATCCGGATAAATTATGATA 
A-ATTATGCCTGAACCTGTACAAGACATTCATTACATTGGCTATTGAATTACTGACAGGA 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
----------------------------------------------CTCTAGGTATTCCT 
AAAGAACATCAAGAAAAATGTATCAACATTCTAAAAGAAATTGATTGTAAAAAATGGTAT 
GATTGGAAAACAATAGCACATTTCATTGGGCATTTAAGCTTTCTTGCTGGTTTTTCTTCC 
TTTCAATGGTCTTTTCTAATCACTCTATATGCTATATGTAATAAGTCCGATGTACAATTT 
TCCAAATGGTATAAACAGTTATTGTTAAAAACTGTTAAAAC--GTTGATCCATGGAACTA 
TTGTTGATTTAAGAACATCAAATAAT-GTCATAATGAAATTCAAACAATCTAGACCAATC 
CATGGACAAGAACTATTT------------CTGTTATTCATTATCAACTTTGTGCTGTAT 
TTTGTGATAGTATGTTTGTTGTGCACAAATGCTTTGATCATTTACCATGGATGTTTTTCA 
TGTTATGTACTTTGTACGTGGCATAAACAAAACTTGTGCTACATGGCATCAGAAGACAAC 
CCTGCTGATCTTCCCGCCTTTTGCCATCTAAGGTCAAAGACACTGCTGTACCCTCTCCTA 
TTTAAGCCTTGGGTGCCCAAGCTCTCTTAG------------ATTTATACCCCTCTCCTT 
TGGAGCAATTCAGACTGTATTCTCTATGTCCATAGGCTTGCTATGGCTTTGCTTTACTAT 
TCTGTAAGTACCTTTATGATTAAGTGATTAAGCGTGATTCTCTCTTCAATGTAAATGTCA 
CTCAGTAAAACTACTGGAGAACATGCATATGAAACATGCAAGTTCATGCCTGATGGTTTC 
TTTCCTTCTCTTCTTGATACATTGCAGATGGCATGGAATGTATTGCATGATGATTCAGTT 
ACATCTGATAAGGGAGAATTAATTGAGAAACATCGGATAGCAGCTGCCCAATCCTATTGG 
GAATTGTGGTTGCTTGCCCCTTTAGTTGCTTTTTTAACAATTATAGTGGATAACAATATA 
GATACACCAATTGCAGATAATTGATCAGCATCTACCAGGGCTCCAAGTCGTATGTCTTAT 
TATGGCACTGAGGCTGATCAATTAGCTTCTAATCCATCACTATCCCCTCATTATTCAACT 
GCTAATGGAGCTCAAATAAGTGATCAGCCTCCAGCCAAAGATAATTTGGCCTCCAATTAA 
GAGTATCTCTACTCCTGAGAGCCCCGATCCCTTTGCTGAGTACCCACACCCGAGTGAGTC 
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ACTACCTATATTAAAGGAACTGATGAAGCACTGAGCATGGTTGGAGAGTGGCATTTTCCT 
GGTAAACAGTTCCAATTCATTCAACCTGATCTGGTTTTTATGACATCTACTCTGCAAGTT 
ATCAAGGCCTCCTTTTGTAATGTAGTGAAAGAGAACCATTGAATGTTATGGTACCAGACC 
AATGTTCTTCTCTGGGGAGAACGAGCAGTATTATCTTATTTTGCTTGTTTAAGAACTTGG 
CTGGCTACACCTGAGAGATATAGGGGAACAACTGCCCCTATAATAGATGTAGGTTTTGAA 
CATGGATGCATATAAGGAATTGGAGGGCCTAACACCGCAAGAAATCCTAGAAAATCTTCA 
CAATGGGCGAGCAGCACAAAAGCCAGGATGCTTTATGTTTCCAGAACCAGATGTTCTCCC 
TCTCTTAGAAAAAGATCTAAATCCAAATCCAAGAAAAAACAAAAACCTCATAGAAGATAG 
AAGAATTTGTCAGGATTATATCAAAACCTGGAAAATCTGTATAATCTTGATTGGCAGATT 
CCAGGTTTAAAACCTACATGTTTGGATGAAAACATAAATCATGAAACACCTTTGAGAAAT 
TGGGACTTGATCTTAATCATTAGGTTTTGAACAAAAAGGATTTGACCATGAGGCTGATCA 
TCAACTAAAAGTAAAAGAGTATCAAGGCAGTTACATCTCACATACA-------------C 
TTTATACTGAAGACAGAATGGACACACTTTTTCATTTATTGGTACTCCTTGTTTTTGGGA 
ACAGTCTTTTTTACACCATAGGGCAGGCTGAAAGCTATCAGGAAGCAACATCAGAAGGAA 
TAATATCTCTACTTCATCACATTTAGCAAAAGTTAGCAAAATGCTGCAAAAT------CC 
ACCACCAAAACCTCTGACATTGGCCT----AGCAAATAGCAGA----------GAATCAA 
TTCCTACCTGAGCTCTTCATCACTCATGGATGGCAGTTCCAACCGCCAAAATTCAAGGGG 
ACTTGTCTTCGTCACAACACCCCTTGCTGTTCAACAATGCTGTGGGACTTTACTTGAACA 
GGAGTCCATCTTCCAAGTCAAATAAATTGTGATTTATGCTTCAGAGGTTCGGCATGACAA 
CTGAGAGAAGAGGAACCTTGTTACACAGAATGGGACAGAATAGAACTCAGTTATCAGCTG 
GCCATGAAATGGGACATTTTTGAACAATGGGCTCGATGCCTGGACAATTGGGACATCGAA 
TGAGTCAATCAATTATTGAGAGAAGGTGTGACTCCAGTGAATGTGATCCCAAAATGTGTC 
AGCTTTCCTACTGGCCAAAATTGAAACAGACCTTTGTACACATATGTCAAATTTCTCAAC 
AGGGGATGCCAGATCTATAATAAAAGAGACAAAGAAGCTGATCAATCAGAAAACCCTACC 
AACAAAGGAA-----GTAATACCAATTCA------------------------------- 
--ATTTTGTACAAAATGATGGCTGTTTCAATGAGTAATAGAGAAAGATTTCTCTGGCATC 
AACATCTGTTTCAAAGCATCTCTCAAAGATGTTGCATCATCCTATCAAACATCTGCAAAT 
TCCAGATGTAA---TTTTCAG-TGATTTCTTAAATTGGTTCTGTGACAAAATT------- 
---TTATAAAATTTGAGCTATTCCATGCATTCTCCCACAATTTTCTCTCCCAGCCTTAGT 
GTTTAGCAGGTTACTATAATCACCAATCATAACAGTTCTTATGTCCTTAGTTATTCAGAC 
TA---------------------------------------------------------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------AGAAATTCCATT 
AAGTTATTGGTTTTTATGCCAAACTTGCA-----------------TAAAAC-----TTT 
CTGTTAGATTTGCCCTCACAACTAAGTTCAACTGTT---------TCTATTTTTCAGTTA 
GAATCAGTGGCTTGCTACTGATACTGATTTTTCTATTAGAAGAGATGGTGTTGGTGGTAG 
TAGTGGTAGTAATCACATAATTAAATAATTAAGTCTGTGTTGAAAGTTCTGATCTTCATG 
ACTCCATTATGGACCATAGAGAGTGAGAAGAACACCTCAACTGTTTATAAGA-CTAACTT 
GCTGATTTTCCCAAAAGCAACAGAATTTACATTTAGAATAACTTTTCAACCTCTCAACAT 
TCAGACACATATTTTGTTTTCAAAGCATATTTTGCCACCATGACAAATAATTGTACTTTC 
AGACATCTTTGTATAAAATGTTGAAGATGGCTGACACCACAGCCTCATGAGGAAATATAT 
ATATTTCCCCTGGAAAAAAATGCTATCAAATAACAAAACTGAGGTACTACTTCTTAACAA 
TGGTAAACTATGTTTTTTTTTTAAAAAAAGAGATTTTTTTTTTGCTGAT----AGTGGTT 
AAATTTTATTTTGTTCTGGTTTTACAAAAAGAAAAAA--AAATTTCTTATGAAAGGAACT 
GACTACAAGGAAAATAAAACTAGGAAAATTGCA-----TTGG-ATATATATATATATAAT 
AGGATAGATAATATTATCCTATTAAAGGCCACCAGCAGCAAGGATTAGTTTAGAAATATT 
AGTGAAGGATCATTGTTTAGATATTGGTCTTTAAATAAGAAGCTTTATTTAGAACACATA 
ATTTCTAACAGTATA--AATAAATATTTTCAAAGACAGAGCCAAGTCAAGGAATTGAGTG 



GATATAATAATAATTATTGAT-------CTTTTTTAAAAAAATCAGATGTTTGCACCATC 
AAAGTTACATTCCCACCACTGTTAATAGCAGCTGGAGTGAGTTTGCTCTTATTAGTTATA 
TTCTACAGTTGAATTGATTCCAGAAGAAATTGTATTATGAGGACATCCAGACATCAGCCT 
TATTTTTAATGCAAGTGCTTTAAGAACCAGTGATCCTCACCAGTTTCATTAGTGGCTTTG 
GTCCAGTTTTAATTAGGTGATGATCTGTATATTATAGTGTGCTTAATAAGAGGGTAATGG 
TGATTATATGGATACTGCTGTTTTCGTCAAATATTATGCTTATGATGTTCTTCATTAAGC 
ACTGGACTTTTCCGGGTCACTTCCATTTTAAGTGGGAAAGTAGGTAAGAATGTTAAAGTT 
CATTGAAAAAAAGATCATTGTAGCAGCAATCCTCCGAGCATTATGACCTACAGCTCCAAC 
CTGCCTTTTTTTTTCTTTGTGTCAGTTGGATACCCAAATTTCTCCCTGTAATTAACTGTA 
GACCAAGGGCCCACTAAAATGGCAGGTGATAGCCCTGGGCTGCAGATTACTGGCATATGC 
ATGGCCTTGGAAAGATTAGAAGACCAGTAAAA--TCATTTCGGTGTGTACGCTGTGAGAC 
TAAAATGTGGTGGACAGAGAAAAGACAAATGGAAGGTCAGAGCAAAGAGGATAGAAGATT 
TGGTGGCTTTAATCAAGAGATCTTTAAATACAGATTTAACCATATAACAGCCAGTGAAGG 
AATGAATTAACAAAAGAATTACTGGAGTGGATTAAAGTAGTAACTCAAGATAGCATCCCC 
TGAATAATCCCATAATCACCTCCCATTTAAAAAAAAGCATAGGAAAGTTATCAAAGTTAG 
CAGAACTGTTTTACTCAGAACAAAATGCCATTCAATTTAATATTGGTTGATTTTAAAGCA 
TTAGGTTTGTCTAGTTTGCATTCAAATGGGAAATCCCTAAAAAGTTATCTACAGAACAGA 
AAAATCACCTAGAAGAAGGAAATGGCAAAATTATGGGATATCTCCAAGAAGGACTCCTTA 
CCTTTTCAAAGC------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
----------------------------------------ACCTAAATGGACATAATTAT 
TTTGAGTAATTCATAGTTTATTTTATTTTAATTGATTGTT--CCCTCACCATGTTTTAAT 
TTTTGAAAGCCACTCAGAATCATATCATTAACT-TATAGATAGGTACCTATGTAAAGTAT 
ATTAATTAATATTTCTCAACTTTCTTGTAGGAGCTTAGGATAACTATATGTAACACTAGC 
TCATCAAATTCCTCCCTCGGAACAGCATCCTGTGAAATTGGTTAAACTGAGCTTCGGTGG 
ATGACCCCTGTCCTAGACAAACAGATTAGTGATTATACATATTAATCTCTTATATATGGC 
TTCAGTGAATATGTTAACCATTGTAAGACCATGTATTCATTGGCTAAAAAGCAAAGGCTA 
GAAAAGTGACTACTGTATATATAGATTATGCAATTTATTTTAATGGATCTCAGGAAATTC 
ATAAGTGCCATATTTAATTGAAAAAACAATTAGATTATTTATTTATTGGAAATGAATACA 
TAAAGTGAAAACTGTAGCAGATGAAGCCCTACAGAAAGATTGGACTAAGACTAGAAAGAC 
TGGAGAATAACGGGTTTTTTACTACATATTAGGCAAGATTAAGAATTCAGGAAGAATAGA 
AATAAAAGGATATGTAATTAAAGAAAAAGAAGACATAGAAAACTGCAAACCAAAATTAAA 
AATAGCAGCAGAATACACTTGAATCTCTTGCTCAGTTAAAACAATGATTTGACTGAACCC 
CCAAATCTATTTTCTGAATTAGATTCAATCATTCATAATTCAACCATTTTTTTTAAAAAA 
ATACAAAATTAACTTTCAAATTCAATCAATATAGTTAACCAAAATAACAATTCATATCAG 
ATATTTCCTCTATCTTTAACAAAACTGCACCATCTAAATTAGTAAAACAAGTAAAGAGAT 
GCAGGATTAGTAAAACAAGTAAAGAGGCACAGGATTCGGATTTGACATGGGCAGATCCTA 
TACATATAAAGCCACGCCTTTTCTAGGGCTCACACAGTATCCATGCAAGTTCAGGAAAAG 
ATGCATTTGAGTTAAGGAAGCATTAAAGAAGAGGTGACTAGATGGAGCATGTGTTGCTGT 
CCTTTCTTTACCAACTTAAATTCTTCTTAATACAGACATGCATGTCCCTGAGCCCACATG 
CATGGGGTGAAAGCTCAGGAAAAGATATGGCTAATTTAACAAGCAGACAACAAGAACATA 
AGAGTGGCCAACGCCAAATCCAAAATACCCTTACCTGCTTTGATTCCAAATACTGCACAC 
CAGTGAAAAGCCTGAGGATTAGAAATGTAAAAGTTAGAATCATTTTCAGATTAAGTAATA 
GAAAGCATAGATAATTTTAAAATGACTATGCAAGCCCATAGTCTTCTAAATTCTATTTCA 
CAGGTCAATTTCACAGATAAAAGCCTGGAAAACCACCAGGACCAACTCCTTCTTGCTTGA 
AAGTTTGTGCTGATCATTTGGACCCAATCTTCACCCACATCTGTAATAAATCACTAGAGA 
TGTGTTATGTTCCTTCTTGCTTCAAATGCTCTACTATCATCCCAGTGCCTAAGAAATCCT 
CCATTAAGGAGCTCTATGACTACAGACCGGATGCTCTGAGATCCGTAATTATGAAAACCT 
TTGAAAGGCTAGTGCTGGCCCACCTGAAAATCATCACGGATCTGCTGTTAGACCCCTTGC 



AATTTGCCTATTGAGCAAATAGATTGGCAGATGATGCTGTTAATATAGCATTGCACTACA 
TCTTACAGCATCTTGAATCTCCAAGGTCCTATACAACAGTCCTTTTTGTAGATTTGAGCT 
CGGCATTCAATACCATCATTTCAGATATTCTTCTCACTAAACTAACTCAGCTAGCTGGGC 
CTGACCACACTTGTAAGTGGATCTTAAGCTTTCTAACAGATAGGAAGTAGCAGGTGAAGC 
TAAGAAAATCACATCAGATACCTGTACAATTATCACAGGTTCCCCCCCCCAAAGCTGTGT 
GCTCTCTCCATTACTCTTTTCTCTATATACCAATGACTGCAAAGGATCCCTCTGTTAAAA 
TACTGATGTTTGCAGATGATACAACAATGATTGATCTTATACAGACAATGAATCTGCATA 
CAGATGGGAAATTGAACAACTGTCCCTGTGGTGCAGCTGGAACAATCTTGAACTGAATAC 
ATTCAAAACTGTAGAGATGATAGTAGATTTTAGGAGAAGGCCTCCTATTCTACCACATCT 
TACAATACTA-------------------------------------------------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------- 
>Ophiophagus_hannah_eSHBV1 
--------------AAAAGCCCATTGTCTAGACAGAAACATCATGTATGATTTTTCTAGC 
TGATAGTTAAAATTGAATAGTAATAATGCTTCTGGAATACATTAATAACATTT------- 
--AGAGTTGTCCATTCTTTTTAATTATTTTTGTTAAAGGAAGCCTTGTATAGGCAGCCTT 
CC-AATACATAGGCAAATAAATTTAACCC------------------------------- 
------------------------------------------------------------ 
------------------TGGCTGAGTCCTAAATAAAATAGAATGGAAAAA--TAGTGAA 
GAGACTGCCTGGGATATTCACTGAGATAAGA------AACATTTGTTAATATGTAACATC 
AAAGGAAACATTTTTTTCTACAGTCAAATAGTAAAAGAAATATTTGTACCGATTTCTAAT 
TACTTGAAGATTGTACAAGAAAGAAAGAAAGAAAGAAAGANNNNNNNNNNNNNNGGGAGG 
GAGAGAGAGAGAGAAAGAGAAAGGAAGAAAATAACTGTTTAAGCTTTATACCATTCAATA 
ACAGTTTGCCC-----GATCAAATAAATATACTTTGCCATAGCTTATAAAAGGATCTTTT 
CTAATTTAGCTATTTCCATTAATGTCTGAGTCTACTGATCAATAATAAGCATTGCTTAGT 
TTCCGTGTTCATAAGAATCATCTCCTTGGCAGCTGCAGCTTCATTTTTGCAAAGTAGCTT 
TCAATGAAATCAAAAACAAAACAAAAAAAGAAAGAAACTAAACCAGCTCGCCGCATGCAA 
ACTCAATAAGGAAGTTATAAACATGCTCAGAGTTAGATTAATTCAGTTATTTTGCTTTGT 
TGAGCCAAAATGCTAAAACCACAGAATCATTTATA-----ATGCTGGCATGGTGGAAGAA 
ATTTTAGATATGTCAGAATTTGCAAATGTGACGGCAATCATTGGT---AGTGAAAAACAG 
CAT-CTTGCAATCTCTAGAACAAGTTACTGGATTTTATCTAGGAGGTA-----GATAAAA 
T----------------------------------------------------------- 
------------------------------------------------------------ 
---------------------------------------------------CCAAACTAC 
AAATGCCTGTCCAGAATTCTCCCTCTGAACAGGTCTCGCATCTCCTTGGAATTCTCTGAG 
GCTT--TTTA-TCATCTTCTTCATCATCCTGGTGTCTGCCACTTGCTTTCTTACGTGTAT 
CTGATGGGAAACATGTTTACAGGTTTAGGAAATGTCCTATGGAGATTGGTCTCAGCCCCT 
TCAACCTCACTCTCTTCACTAATGCCATTGTAGACCACATTTATCACAAATATATCATAT 
CTTGTTTTACTTATTTAGATGACTTCATCCACTCTCATCCAAACCCTAAATACCTTGCTG 
CCACTAGCCACGGTAGCATTCAGGGTCTTCAAACTTATGGAACCTTGATAAACTATGATA 
AATCAACACCTGAACCAATACAGGACATTCATTACATTGGCTACTAAATTACTGCCAGGA 
TAGGAATATATATATGTATAGGTAGAGGGGTGGATTTCTACCGGTTCTGTCCGGTTCTGT 
AGAACCGGTAGCTGTGAAGATCAGCAGACATAGAACCGGTTCTATGTNNGCTGCTGTTTT 
GGCCCACCCGCCCGCCCGGGCTCTTACCTGTCNTTGCGTGGCACAGCTGCTGTTGAAAAA 
GCAGGAAAAAGGGCTTTTCCAACTTCTGCGCACCCGCACGCAACACTGCTCAGCTGTCCG 



AGCAGCTCAGCAAGTCGTAAATTGCCCTCGTGCGACTCGCGCGACTCACGCATGCGTGCG 
CGACGCAGAACAACAGAACCGATAGTTATACCAGTCGGATCCCATCCCTGTATAGGTATA 
TAGGAATATCAAGAAAAATGTACCAACATTCTAAAAGAAATTGATAGTAAGAAAAGGTAT 
GATTGGAAAATAATGCAATGCTTAGTAGGGTATTTAAACTTTCTTGATGGTTTTTCTTTC 
TTTCAGTGGTCTTTTCTAATCCCTCTGTATGCTATATGGAATAGGTCTGATATACAATTT 
TCCAAATAGTATAAACAGTTATTGTTAAAAATTATTAAAACATTTTGACCCACAAAGCTA 
TTGTGGATTTAAGAACATCAAATAATTGTTGTAATGAAATTCAAACAATCTAGACCAATC 
CATGTACAAGAACTATTGGGTTTTTTTGCTTTGTTATTCATTCTCAACCTCATGTTGTAT 
TTTCTGATAGTATGTTTGCTGTGCACAAACACTTTGATCATTTACCACGGAAGTTTTCCA 
TGTTATGTACCTTGTACTTGCATAAACAAAACA---TACTATGTGGCATCAGAAGATAAC 
TCTGCTGATCGTCCTGCCT----------------------------------------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-----------------------------------------------------------G 
CCTCTATTGAAGAGAGAATGGGCACACTTTTTCAATTATTGGTATTCCTTGTTCTTGGGA 
ACAGTCTTCATTACACCATGGGGAAGGCTGAAAGCTATCAGGAAGCAGCTTCAGAAGGAG 
TAATATCTCTCCTTCATTGCGCCTACCAAAAGTTAGGAAAATG--GCTATTTGCTGGGCC 
AGCATCAGAGCTTTTGGTGGTGGATTTTGCAGCAATTTTCCTAACTTTTGGTAGATGCGA 
TTCCTAGCTGAGGCCTTCATCAATCATGGATAGCAGCTCCAACAGCCAACATTCAAGGAC 
ACTTGTCTTCATCACAACACCCCTTACTGTTCAACAGTGCTATAGGACTTTACTTGAACA 
GAAATCCATCTTCCATGTCAAATACATTGTGGTTTATGCCCCAGAGGTTCGACACAACAA 
CTGAGAGAA---GAACCCTGTTACATGGAATGGGACAGAACAGAA------------ATG 
GCCATTGA-TGGGACATTTTTTAATACGCTCA-TAATACCTGGACAATTGGGACATCAAA 
TGAGTCAATCAATTATTAAGAGAAGGTGTGACTCCAGTGTATGTGACTCCAAAATGTGTC 
AGCTTTCCTATTGGCCAGAATTGAA-CAACAGTTTGTACACATACGTCAAATTTGCCAAC 
AGGGGATGTCAGATCTATAATAAAAGAGACCAAGAAGCTGATCAATCAGAAAAATCTATT 
AACAAAGGAAGTACCGTAATACTAATTCAGAGCCCACCAACCATCCATGAATGCAGATAT 
ACAAGTCTTACAAAATGGTAGCTGCCTCAATGAGTCATAGAGAGAGATTTCTTTGGCATC 
AATATCTGTTTCAAAGCATCTCTCAAAGACATTGCATAGTCCTATCAAACACCTGCAGAT 
TCCAATTGTGATCTTTGTCAGGTGATTCCTTAATTTGGTTCTGTGTCAAAATTTAATTCT 
ATGTTGTAAAATTTAAGGTGTGCCATTCACCCTCTCACAA-------------------- 
----AATAGGTTGCTATAATCACCAACCATAACAGTTCTTATGGCCTTAGTTGTTCAAAC 
TAGTTTAGTTTAGTTTAGTTTAGTTTATTGTCATTACACCTCGTACAACAAAATTAAATA 
CCATGTTCAGTATACATTATGACTATGAAAATAAANGAATTCAATAGAGTTACTGCTCTG 
GGATAGAAGCTGTTTTTCAGCCTATTTGTCCTTGTTTTTTATTATCCTGTACCATCTGCC 



AGATGGTAACAGTTCAAAAAAAGGGTGCCCAGGATGAGATGGATCTTTGAGAACGTTCTG 
AACTTTTTTAAGGTAGCGGGAGCTTCCAAAGAGGGGAGAGGGCAACCAATGATGTTAACC 
CTCTGCAGTGCTGTCCTATCTGCCACTGTGCAATTGGCAAACCATACAGAGGTGCAGGGA 
GTTAAGATACTCTCTATGGTGCAGCGGTAGAAGGTCACCAGCAGTTTGTTGTTTTCTGAG 
AAGTCTCAGGTACTATAATCTCTGCTGGGCCCTTTTGACTAGTGCTGCAATGTGAGCACC 
CCAGGTCAGGTNATCTGTTCCTTCTATAGTCCACTATAAGCTCCTTGGTCTTATTGGTGT 
TGAGGACCAAGTTATTGTCTCCATACCATGAAAGCATGAAATTAACTAAGAAATGCCATT 
AAGTTTTTGGTGTTTATGTCAAACTTGCACAGAAAGTATATATGCTTAAAGCCATAATTT 
CTGTCAGATTTGCCCTCAAAATTAATTTCAACTATTGAACTTATTTCTATTTTTCAG--- 
-AATCAGTGCGATGCTATTGGCACTGTAGTTTCTATTAGAAGAGATGGTGTTGATGGTAA 
TAGTGGTGGTAATCACATAATTAAATAATTAAGTCTGTGTTAAAA-TTCTGATCTTCATG 
ACTCCATTATGGACCATAGAGAGTGAAAAGACCATCTCAACTGTTTATAAGAACTAACCT 
GCTGAATTT-------------------ACATTTAGAATAACTTTTCAACCGTTCAACAT 
TCA------TATTTTGTTTTCAAGGCATAGTTTGCTACCATGACAAGCAATTGTACTTTC 
AGACACCTTTGTATAAAA----GAAGATGGCTGACACCACAGCCTCATGGAGAAATATAT 
AT--TTCCCCTGAAAAA--GTGCTATCAAATAACAAGACTGAGTTATTACTTCTTAACAA 
CGGTAAACTATGTTTTCAAAAGAAAAAAAGAAGGGGTTTGTTTGCTGATTGTTTACACTT 
AAAATGTAAGTTTTTCTGGTTTTACAAAAAGAAAAAATGTCTTCTCTTATGAAAGGCACT 
GACTAGAAAGAAAATAGCTGATGCAAAGTTTCCTCAACTTGGAAAATTGCATTGGCTATA 
AATATATATAATAGTATCCTATTAAAATCCACCAGCAGCAAGGACTAGTTTAGAAACATT 
AGTGAAGGAAGATTGTTTACATATTGGTCTTTATATAAGAAGCTATATTTAGATTATGAG 
ATTTCTAACCTAGTATAAATAAATATTTTCAAAGACAGAGCCAATTCAAGGAATCAGGTG 
GACAAAACCATAATTATTAATTATTAAAACTTTTTAAAAAA-TCCAATCTTTGCACCATC 
AAGGTTACATCCCTACCACTGCTGACAGCAACAGAAGTGAGTTTGGTCTTATTAATTATA 
CTCTACAACCAAACTGATACCAGAACAAATTGTATTGTGATGACTTCCAGGCATCAGCCT 
TATCTTTAAGGCAAGTGCTTTAAGAACCAGTGATCCACATCAGTTTCATTAGTGGCTTTG 
GTCCAGTTTTAATTAGGTGATGATCTGTATATTATAGTGTGCTTAATAAGAGGGTACTAG 
TGATTATATGGATACTGCTGTTTTCCTCAAATATTATGCTTATGATGTTCTTCATCAAGC 
CCTGGGCTTTTCTGGGTCACCTCCATTTTAAGTGGGAAAGTAGGTAAGAATGTTAAAGTT 
CATTGAAAAGGAGATCATTGTAGTAGCAACCCTCTGAGCATGGTGACATATAGTTACAAC 
CTGCCTTTTTTTT-CTTTGTGTGAGTTGGATACC-AAATTTCTCCCTGTAATTAACTGTA 
GACTAAGGGCCCATTAAGATGGCAGGTGATAGCCCCTGGCTGCAGATTACTGGCAAATGC 
ACGGCCTTGGAAAGATTAGAACACCAGTAAAAAATCATTTCAGTGTTTATGCTATGAGAC 
TAAAATGTGGTGGAGAGAGAAAAGACAAATGGAAGGTCAGAGCAAAGAGGACAGAAGATT 
TGATGGCTTTAATCAAGATATTTTTATATACAGTTTTAACTATGTAACAGCCAGTAAAGG 
AATGAATTAACAAAACAATTACTAGAGTGGATTAAAGTAGTAACTCAAGATATCATCCCA 
TAATCATCTTCCATTTAAAAAAAAGGATA------------GGAAAATTATCAGAATTAT 
CAGAATTGTTTTACTCAGAAGAAAGTGCCACTCAATTTAATCTTGGCTGATTTCAAAGCA 
CTCAGATTGTCTAGTTTGCATTCAAATGGGACATCCTTAACAAGTTGTCTATGGAACAGA 
AAAAGCATCTAGAAGAAGGTAATGGCAAAACTATGGGATATTTC-AAGAAGGACCCCTTA 
CCTTTTTAAAGACTAAAATCAAATTACATTTATGTGTTGGCAAATAAATCCTTTAGGAAA 
TGTTTTCTCCAATGCAAGACATATGCATCTTCAGGATTTCTATGACGTAGGAGGAGGTTC 
AGCAGTGGGATTCTACTGGTTCTGTCCACCTCTNCAACCTCAGCTGCTTTGCGTGGCACA 
GCTGTGGTTGAAAAAGCAGGAAAAAAGTGCTTTTTTCAAATGCTGCGCACCTGCACGCAG 
TGCTGCTCAGCTGTCCAGGCAGCAACCTGATGATGTTATACATGCGCGCGCAAAATGTAA 
AATCACCGAACCGGTAGTTACACCGGTCAGATCCCACCCCTGAGGAGGTTACGATATTGG 
GAGAAAATGTAATGGTAATTTATGTAGGTAGGACACAACCACATATCAGTGCATTGTTCT 
TCTAGGTATGGGTTGTTGCTTAGTGTCAAGCTCCATTTCAGAAAGCCAGTCAATGAGTTT 
GCTACTTTGTTTTGGGGTTGTTGGTTTTTTTAGCAATACTACCTAAATGGACATAATTAT 
TTTGAGTAATTCATAGTTTATTTTATTTTAATTGATTGGTTGCCCCCCCCATGTTTTAAT 
TTTTGAAAGCCACTCAGAATCATATCAATCTATAGATAGCTAGGTACCTATATAAACTAT 
ATTAATTAATATATCTCAATTTTCTTGTAGGAAGCCTAGGATAGTATATGAAACACTGGC 
TCATCAAATTCCTCCCTCTGAACAACATCTTGTGAAGTTGGTCGAACTGGGTTTCAGTGG 
ATGATTTTTGCCTTGGCCAACATATTATGACAGCTATATATGTAGATCATATAATTTATT 
TTAATGGATCTTAGGGATTGCTTTATTTTAATGGATCTTAGTCTTGCCTTCTAGACTGTA 



TCAAGAAAAGACAGATTTAAAAAGAAAAAGAAAACTAGTAGGGAAATATAAAATGGCTAG 
TCAGTTATAAAATTAAAAAGTGATAAAACTATTTTTATCCACCTAGAAACTCTAATTCTG 
CTTAAATCTTACAGCATTTTCTTTACATAGCTTTCTTTGCAACAATAATAAAACATAGCA 
ATGCTATTTTGTTTTTGGAACAAGCAATTCACACTTACTCAATTTGCTATATTTTTCTTT 
TAAATAAAATAATATTTGAGAAATACTGCAGGAAATATTTTCTATATTTAACAAAATTTT 
TATAGATGTTATAGTTCACAATGATTAGACTGCAGATTTATTGTTATTAAATTTAACTTT 
CCTTTTTAAGGCTATAATGCTTTTAAGGTAGTTTGCACAACTACAGTATAGCATAGTAGT 
ATAGTCATATAAATAACAAAATCAGTAGATCAGCTAAGATCTAATTTGAACTCCAGATTA 
AGAAATGTGCCACATTCAATTGAAAAAAACAATTAGATTATTTATTTATTGGAAATGAAT 
ACAGAAAGTGAAAAGGACAACTGTAACAGATGAAAGCCTACAGAAAGACTGGACACAGAG 
AATAATAGGGTTTTTACTACAAGTTAGGCAAGATTAAGAGTTCAGGAAGACTATAAACAA 
AAGGTTATGTAATTAAAGAAAAGTAAAGGATGACTGCAAAAACTACAAATCAAACTTTAA 
AAGATTAGCAGAATATATCTAAATTTCTTTCTCGATTAAAACAATGATTTCACTGAACCC 
CCAGATCTGTTTTCTGAATTAGTCAACCATTCAGATTTCATCTTTTTATAAAAAAATAAT 
AATACAAAATTAACTTTCAAATTCAGTCAAAGCAGTTAACCAAATTGACAATTCAAATCA 
GATGAGAGGTATTTCTTCTATGTTTAATAAAGCTGCAAGCATGCACCATCTAAATTAGTA 
AAACAAGTAACGAGATGCAGGATTTGGAATCAACATGGGCAAGGATGTGTCCTGTCTCTG 
TACTTAAAGAAGCCACACCTTTTCTAAGGCTCACGTACTATCCATGCAGGTCAGGAAAAG 
ATGCATTTGAGTTAAGGAAGCATTAAAGAGGGACGGACCCTGTGTTGCTGTATCAACTTA 
ATTCAGACATGCATGTCCCTGAGCCCACATGCTTGTGGTGAAAACTCAGGAAAAGATACA 
AGCCACCAACAAATACATAGAGTGGCCAACACTAAATCTGAAATAACCTTACCTGTTTTG 
ATTTCAAATACTGCACATAAATGAAAAGCCTGAGGATTAGAAATGTAAAAGCTAGAGCTA 
TTTACTCTGCAAAATAACTAATTCCCACTGTCTTATGCCCTGGGATATCAAATCACCTAG 
TAGGTCTGTATTACTATTACTATTATCCTTCTCATCTTTCCTATTACCTGTTTCCTTAGC 
TTCTTATGACTATAACTTTGTTGTTTGTATCTCATGAGTTATGCTGATTGCTTTTATTTA 
CTATCCTATGATGGTTTATGTTGACTGATTATTTAGTATCCTATGGCTATCATTGAGTGT 
TATATCTTATGATTTATGGTGATTGTATTTTATTATCATGATCATGATTTATCATCTGTT 
GCTTGTATGTATACTGAGAGCTTATGCACTGGAGACAAANNNNNNNNNNNNNNNNTCACA 
CTTGGTCAATAAAGAATTCTATTCCTATGGCTGTTAAACTTCAAGGAAATATGTTATCTT 
TCCTCCAATTTTGAGCTGAGGCTTATATTTGTACTTATGAGTTCTTTATTTTGTACTTGT 
TATTTTGCTTATAATTTAATTTACTTATAATTTGATAATTTTGCTTGTGGATGTACTTAT 
TTTAGTCCTCCCAGGGAAAAATCAAATGGCCCAGCTGCTTCTGCTGCATAACCTCTTGCA 
ATCTAGTTTGACTGGAAAGTGGATTTTTATAACTGCTAGACTTACTCTTCCCGTAAAGAA 
AGTGAAAGATGTCTTTAACAGATGTATTTAATCAAGAGTACAAGCTCCTGCTGCTCTTTC 
CTAAAAGTGAAAGCAGGTTCGAGGTGCCCTCCTGGATGTCTATGGAAAATGGCATACTTC 
TTGCTCCATTAACTGCTGTGTATGTATGGCCACTAGGATGACTAGCTGCTAAGCACTTTA 
CTGCCCATCTACATCTAAGTCAGTGCTACTTAAAGCTAATCACATACTAACTACATATCC 
CAGTGACAAAGCTGCATTCCCACTCTGTCTGTATTGATCTCCCATCAGTCATTTGTAAGT 
GACCATGCCAGACATGGCCCTTGGGCATTTTTCCAATACAGAAGCCACTTAACATTAAAA 
TTGCAGGATTGCTCTTGGCTGTTTTACAAGCCTTTATCAAAACCATTTAAAAATCTACCC 
TTAATCATAATGGCTTTATGAATTCTTTTTACCTTTGAGCCTTGACCCCCTTTAACATGA 
CAGAAATATTTGGATCATCACTCCCATTGTAGTCCTCTTGGACCACACTGCAGAATACTG 
GTTATATGGACCATTTATGATATTTTGAGATTATTTATTTAAAAGAAAGAAAAATCCATT 
AAGTTTTACATTTAGCCAAGGATA- 
>Python_molurus 
---------TAATGAAAAAACCATTGTCTAGGCACAAACATCATGCATGATTTTTCCAGC 
CCATAGTGTAAATTGCACAGTAATAATGCTTCTGGAAAACATTCCTAGTTAAAATTGAGA 
GTTGTCAATTCTCCACTTTTTAATTATTTTTGTTAATAATTACCT-GTATTG-CAGCTAC 
TAAAAAAATTATATAAATACATTTAACCCAATGTGAATATGGAAAGTGACGTCTCAATAA 
GATTATGAAC-AAGCAGATCCAGAGCTTTTAAAACATAGCCTAAAGGTGAATAAATATTT 
CTTTTAGATTTGTTCTCCTGGCTGAGTTCTAGATAAAATAGAATCGAAAAACA-A-TAAA 
GAGGCTGCATGGGATATTCCCTGAGATAAGACAAAGCAACATTTGTTAATATAAACCACC 
AGAAGAAAC--------------------------------------------------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
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------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------- 
>Python_molurus 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
---------------------------------------------TTATACCATTCAATA 
AGAGGTTGCCCTATTTGATCAAATAAATACAGTTTGCTATAACGTATAAAGGGATCTTTT 
CCAATTTAGCTATTTCCATTAATGTCTGAGTCTACTGATCAATAATAAACATTGCTTAGT 
TTCCCTGTTCATAAGAATCATCTTCTTGGCAGTTGCAGCTTCATTTTTGCAAAGTAGCTT 
TCAATGAAATCAAAAACAAAACCAAAAAACAAAGAAACTAAACCAGCTCACCGCATACAA 
GTTCAATAAAGAAGTTATAAACATGCTCAGAGTTAGATTAATTTAATTATTTTGCTTTGT 
TGAGCCAAAATGGTAAAACCACAGGATCATTTATAA-----TGCTGGGATAGTGGAGAAA 
ATTCTAGAT---------CTGCAAATGTACATGGCAATTACTGGTGGCAGTGAAAAACAG 
CATACTTGCAAGCTCTGGAACA-------------------------------------- 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
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>Crotalus_mitchellii_eSHBV2_contig_192207 
ACTGGTAAGTGTTTTCTGGTTAACAAGAATTCTAAAGATTCTTCAAAATGCAGATTGGTG 
GTGGACTTTTCTCAGTTTTCGAGGGGAAGTGCCAAACTGCACTTTCCAAAATACTGGAGC 
CCAAACCATCTCTCACTTGCAAGGATGCTGCCCAATGACATGTGGAGGATTTCCTTGGAT 
ATGTCTGAGGCGTTTTATCATATTCCTATGCATCCTCATTCTTCTACTCACCTTCTTATT 
TCTGATGGGAGTCAAGTCTACGGATTTCGTAAAAGTGCTATGGGAGTCGGTCTTAGCCCT 
TTCCTCCTTACTATGCTCACTAACCTCCTTGCAACAAACATTCGTTGGACTTTCAATATT 
TTCTGTTTTGCTTATATGGATGACTTCATACTCTGTCACCCAAACTACAATTATATCCAT 
GCAGCTAGTTCTGCTATTTGCAACCATCTACAAAACCTTGGGATCGTCATAAATAAAGAT 
AAAATGACTTTAACTCCAGCGAAAGAAATTAAATATTTGGGACTCACAATTTCGGCAAGA 
TTATTAAGACCTCCTCAATCATATAGAAAAGAACTTATCAAATTATTAAATGACATAAAT 
ATAAATCACTGGTATGACTGGAAATGTATTCAACGGTTTATCGGAAAACTTGGCTTTGTT 
TTAGGATTTACGGTTTATGGATATGCGATTTTACAGCCTTTGTACACAGCAATGTCTGAA 
CATTGTGATGTGCGTTTTACTTTGTATTATAAAAATGTATTGATAAAAGTGGTAAAATCA 
ATCAAAAGCATTACGCTGAGAACAAAAGAAAAATATCCTATACCTAATTTTGCTGTTGAT 
GCTTGTTTAGAATCATGTGCTTGGGTAAATTTCGAAAATCAATTATATAATACTTTGTAT 
TTCAGAAATGATTATCCTATTCATGTAAAAGAATTGTTAATCACTCTGTATGTTATAGTT 
AATTTTCAA---------------------------CCTAAAGCTATTGAAACTGATTCT 
ATGTATGTTTTACACAAACATTTCAACACTTTGCCTTTTGGACTGATGATGTTTGCTTAT 
GATACCATGAGACACGTACGCATGTACTTTGTCCGAAGTCAAGATAACATCGCTGATCGG 
TGATGTTCACACCATGGAACCAGTTAACTTTGATTGTTTAATATGATCTACTTTGTTCCC 
TTCTTTAAACCACTCAGTTCCCCTCTGATAATAGAAGAGCTGTTTTGTATTTTACTTACT 
AGTGAACTTTGCTACTAAGA-GATCGGAAGTTATTC----ATTTTAGCTAATGATAAATA 
TATAGATATATAACAAAGAGAAATCAGGAGATCTAAGAAGAGAAACTGAGTAAATAATTT 
TCTGCTTGTAGTTGTCAGTTTTCTACTACATTAATTCCTAAATGTGTAAAA-TACAATAA 
AGAGCAGGAGATTTTCTGATCCTGCAAACAATAAGGTTCTTCCTTAGATCTTAGTCAGAA 
GCAAGCATTTTATCTCCAGTGTTAGTTCTCCTATATACAGTATAGTAGTCCTCAGCTTAT 
GACCACAACTGGGACTGGAACCATCTTTGTTAAGTAAAGTGGTTGTTAAGTAAATTGTGT 
CCAAATATATAACTCTTTTTGCTGCACTTTTTAAGCAAACCAGCGTATCCCATTGACTTT 
GTTATCAAAAGATGGCTGAGAAGATCAAAATGGTGATCACGTGATCCTGGGATGCNNNNN 
NNNNNNNNNNNNNATGCCAGTTGCCAAGCACCCAATTCATGATCACATGTCCATGGGAAC 
ACTGTGACTATCGTAAGTGCAAGGATTGGTTGTAAGCCACATTTTTCAGCAAAATTTTCA 
AATAGTCACTAAATGAATGGTAGTAACTTGAGGACTATCTGTATGTGTGCAGAGAATTGT 
GCAGTTGCAAGCATGGATGAAAAAGAAATCCTCCACAAATTTTCACAGAATTAATATTTA 
AAACCTGCCAGAATCGTCTCTCCCACAGCACGAACAGCAGCTCTGCATGGAATCTGCTAG 
TGATTTCCTCCACACAGACCCTCCTGCAGAACATTGCATATAAAACAGGGTGTTGACATA 
ATAAAGAGAGATAACACTGGGGAAATTTATGTTTTAAAAGGCTTCATAAAAAAGCCTATG 
TAGGAAATCTGCAATTTTTGAAAAAGGATCTTGGGGAATTTATATTAATAAGTGCTTACA 
GGAGGGTAAGCTGCATTCAATAAATCTCTGCATTGGGAAAGACTGTGGATGAAAAACGGA 
TATGGAAATAAGTTTTAATCTATTTAAAACATCACCATCCCGCACCCCCAAGGGACTAAC 
TCTGTTGTCTGTGTTACTGTTAGAAAAGAAAGGATATCTTTTAAAGCTAGTTGAATACAG 
AATGGGTGGGTGTGGGAATGGAAGAATCCAGTAATGTGATGGCCTTCTGAGATGCAGGCA 
TATGAACTGACGACTTTATTCAGAGTGGCACTGATGCTTGGACTGTTTACAACCTGGCCT 
TCCACCTGCTCAGCTGCAGGCATTTGGAGCAGAGGGCTCCTTTTCATTGCCAAACTGGGC 
TTCAGCCAAAGGCTGCTCTGAACAGAGCCATCTGGGCAAAGAAAAAAGGCAGCGAAGACC 
CACAGAGCTACATCTGGATTAGCAATCTGGAGTAAACTGAAGTGGGGCCAGAGAAGAAAG 
GAGCAGGGAAGATATAATCTGGAGGAAAATCAGAGTAGCTCTTTTCTTCGGTAGTGAGAT 
AAACAGAAATACATGATGATCTATGAACCAATAGTAGTTCTTTATATTTTACAAGCAATA 
ATGCTAATTTAGCTTTAGATACCTCTAATCTCCTTGGCAGGGTGGGTATTCAATTTGACT 
ACTTTCCTTTATATGGAGCCCAAATTAACTTCCACTGAGTGTAATAGAATTTATGTTCAG 
CTGGAATAATATTACATTAGACTACTTCCAGGTAAGAAAATGTATATCATGTCTGTGTTA 
CATTTTTCTGAAGCAGCATAAGTTTGATGTTCCAAATACTTTTCACGCCAAGCATGCACA 
ATATAATTTTCTTATATGAGTGGCTCTATTTGTGATACCTTTGCCTTGGTGGATTATACC 
TGTCTTTTAATGACTTTCACTGCCCTGGGTGGTGATTGCCAGGAAAAGTCTGGAGTTTGC 
CTTTATTTTTTCTAACTTTCCAGTAAATACATCATCAATAAACAGGAGACAAAGGGAACA 
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TGCCACAAATGTTACCAATATGTGCTAACTCTTGATGAACGAGAATTAAGAGGAAGTTAA 
GACTTCCTCTTCTTTTTATGTTCCTTTTTCTTTCATCCAGACTCCACCAGACATCATTAT 
GAAAAGGAGGACTGTTGTTTTAGAATAAGACAATTAAGAGTGAAGTTGGTGACATTAAGG 
TAACCCATGATTTATGGTCCTGATGCTAACCAAAGTCCTGTTCGAAGCCTAAAATCCCAT 
CTTAGAGATAGGATCAGTGCTTTTTTTGTAAAAAAAAAGTGCCGGAACTCACCCATGTCA 
TACAACCCGCCTTGCCTACCCTATAAGGTTCCATCCAAAAAATGTGCCAGAACTCAGTTC 
TGGGCGTTCTATCCCTGGATAGAATGATGTGACTGCTTTATGGAAGCACCTTTTTACTAT 
GGACCAATGGAATAAAAATGTATGCAACCAGAGTAACCTGGTTGCATTTCCATGGACTGT 
ACCAGTGGGGTTGTGAGGAACCCTATCTATGAGCAAGCTATGCCAACGTGTATCAATGAA 
AAGAGATTTAGAATCAATTAGAAATCTCAATATGGTCATTTTCAACATGACCATGAACTG 
GCATAGCCAAATAATTTTATATTTCTGTGGGCCTATCCCTCTCCCATGAACTAACAGAAA 
ATTTTTCTTAAGGCCACAAAATGTAACTATCTTGGATAATTAAAAAAGGAATGAACAGAT 
TTGTAAATAGATAAAATAGAGACTAGTGCGTTCCCCTGAGACCTTTCTTTTGCCTTGATC 
AGTTGTGCTGAAAATCAGAATGATATATCCAAGCTGAAAAACATCCAGTAGTGTATAATT 
TCTCTAATGAAAAATAATGGAAATGTATAATTGAAAAACAATCTGTTCTGCAATTTTCTG 
TAGCTGTTTTTTTTTTTTAACAGAACAAAAGGCTCTATAGCATTCTATAAACAGCAAAGG 
TTGGCCACTTTCAATAGCAGACACTACTGCTGGCAATTTGGAGCAATTTAATAAATATTA 
AAACAAAATGGAGCAAGAAATAACTTTCTAAAAGTTATTTCAGCTTGCACAGTAGTCAAA 
CATAGGATAACTACTGTCATCAGATCAGAAAAAGGAAGCAAAAAAAAAAAAAGGTACTAT 
CTCCAACCACCAGGCACAACTTTTTCTTCTGATCTCTTCAACTGGTCTATATTTCATTAC 
CAAATGTTATCATGGGCAATCTTGACAACAGAGAAAAATAATCCAGATTTTTTTTTCTTT 
GATCCACTTGATCCACAGTTATCTACTTTTATTCCCCTTTGTAGTCTCTTGCTAGCAGTT 
TGTCCATGGAAAAATGTCAAATTTCAGAGTGAAAAGATTACTCAGCTTGTTTCCATTGCT 
TGACCTGAAGACCTCTTCCCAAATTAAGTTTGACAAACCTGAACTTAAGATACAGTCTAA 
GGTGTCTGATTTGTTGTTGTGCCTCCTATCCTGTGGTATGCAAATATAAAATTTGCAAGC 
TTTTGATTCATTGACTGCAAAGTGTTATTTTAGCAAACCTTTCAGTTAATCAACTGGTAG 
GTGGTGATCAGTGATGAGATTAAACAGATTCTGGTTGAGAGGTTAACTTCCTGAAACAAC 
CTTAGGGCTTCCCATCTATTTGTGCATAATTTTTTTCCGCAGCTATGAGTGGTATGATGC 
AAATATTCTGGGTATTCATCTCTGCCTTTCATGGCATGTGCCACAACCCCATCAATTCCA 
ATTTGACTGATAAGTGGAATGTCTGATGTCATCATTTTCTTTGCTTCTGTGAAAGCTTGT 
TTGCATGGTTTTTCCCCTTCAAATCCTTCTCTACTTGTAACAAAGTGCTCAGGTAATGCT 
TCATAGTGGCTCAATTTTGCATGGACCTGTTAAAACATCCATATCTGTTAGATATGTTGC 
AGTGAAATATTTCTTTTCCTATGAAACATGACACATCTGCAATCACTAAGAGTTTGGTGG 
GAAATATTTTTGATTCTTTTAACTAGTTCTGCAAAACTGAATTATGAGAAGTTTTGTGGG 
ATACTTAAGCTGCACATAAGCAGTTTAATTTGCCTACTATAATGTCAGTAAAATGTGACT 
CTCTTTTTCCAGCAACCATTTCATCTGCATCCAAAAATGTTCAAGTCTGTCTTTATACAA 
TAATAAATTATCTGTTGAACTATCAAATGCATTAATCTTTCCAATAAAACTAGACATCCC 
ATTGTGCTCTTCCCCCTCCCTGTCTTTATTCACTGACAATATTCAGTGTTAATCTCCGTT 
TGCACAGTTTTTTTAAAATGCCCTTTCTCACCTCCAAAATTAAGGTGAAGTTAAAAGATG 
TACTAAAAGATTCCACAGTGCTGCCATTGTTTGGTATTTCTAATGGTCCAGCAAAACATA 
TTGCAGCCAGAAATAGATATTTGGGTTGCTTTCTTTACTCAAACATCTAGAAAAATGAAG 
TCTGTTATAGCTGTAAGAATTACAATATATCTTGTCAGTACCAAGTAGTCAAGCACAGTA 
GCAAATCATAGGGATGCTTACAATTATATCCCAGCATGCTAAAATCACCCTTTAAAATGT 
ATTAATATTTAAAATTCTTCAATTGTTCAGACCTCAGATGCCCCAAAAAGGAAGCAAGCA 
TTCATTCATTTAGTTTAAGCATCCATAACAATTCTGTAGGAGGCTTGGTGGCTCAATGTT 
CAAAGATGCTGAGCTTGTCGGCTAAAAAGCTGACAAGCTCGGGTTTGAGACTTGAGTGCT 
GCTTGACAGGATGAGCTCCTGTTACTTGCCTGATCTCCTGCCCATCTAGCAGTTCTGCTA 
TCAATCAAATGCCAGTAGATAAATAGGTACCACT 
>C. aquilus_eSHBV2 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 



------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
--------TGTGCGTTTTACTTTGTATTATAAAAATGTATTGATAAAAGTGGTAAAATCA 
ATCAAAAGCATTACGCTGAGAACAAAAGAAAAATATCCTATACCTAATTTTGCTGTTGAT 
GCTTGTTTAGAATCACGTGCTTGGGTAAATTTCGAAAATCAATTATATAATACTTTGTAT 
TTCAGAAATGATTATCCTATTCATGTAAAAGAATTGTTAATCACTCTGTATGTTATAGTT 
AATTTTCAA---------------------------CCTAAAGCTATTGAAACTGATTCT 
ATGTATGTTTTACACAAACATTTCAACACTTTGCCTTTTGGACTGATGATGTTTGCTTAT 
GATACCATGAGACACGTACGCATGTACTTTGTCCGAAGTCAAGATAACATCGCTGATCGG 
CGATGTTCACACCATGGAACCAGTTAACTTTGATTGTTTAATATGATCTACTTTGTTCCC 
TTCTTTAAACCACTCAGTTCCCCTCTGATAATAGAAGAGCTGTTTTGTATTTTACTTACT 
AGTGAACTTTGCTACTAAGA-GATCGGAAGTTATTC----ATTTTAGCTAATGATAAATA 
TATAGATATATAACAAAGAGAAATCAGGAGATCTAAGAAGAGAAA-TGAGTAAATAATTT 
TCT 
>C. triseriatus_eSHBV2 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-------GTGTGCGTTTTATTTTGTATTATAAAAATGTATTGATAAAAGTGGTAAAATCA 
ATCAAAAGCATTACGCTGAGAACAAAAGAAAAATATCCTATACCTAATTTTGCTGTTGAT 
GCTTGTTTAGAATCACGTGCTTGGGTAAATTTCGAAAATCAATTATATAATACTTTGTAT 
TTCAGAAATGATTATCCTATTCATGTAAAAGAATTGTTAATCACTCTGTATGTTATAGTT 
AATTTTCAA---------------------------CCTAAAGCTATTGAAACTGATTCT 
ATGTATGTTTTACACAAACATTTCAACACTTTGCCTTTTGGACTGATGATGTTTGCTTAT 
GATACCATGAGACACGTACGCATGTACTTTGTCCGAAGTCAAGATAACATCGCTGATCGG 
CGATGTTCACACCATGGAACCAGTTAACTTTGATTGTTTAATATGATCTACTTTGTTCCC 
TTCTTTAAACCACTCAGTTCCCCTCTGATAATAGAAGAGCTGTTTTGTATTTTACTTACT 
AGTGAACTTTGCTACTAAGA-GATCGGAAGTTATTC----ATTTTAGCTAATGATAAATA 
TATAGATATATAACAAAGAGAAATCAGGAGATCTAAGAAGAGAAACTGAGTAAATAATTT 
TCTGCT 
>C. tigris_eSHBV2 
------------------------------------------------------------ 
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------------------------------------------------------------ 
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------------------------------------------------------------ 
--------------TTTTACTTTGTATTATAAAAATGTATTGATAAAAGTGGTAAAATCA 
ATCAAAAGCATTACGCTGAGAACAAAAAAAAAATATCCTATACCTAATTTTGCTGTTGAT 
GCTTGTTTAGAATCATGTGCTTGGGTAAATTTCGAAAATCACTTATATAATACTTTGTAT 
TTCAGAAATGATTATCCTATTCATGTAAAAGAATTGTTAATCACTCTGTATGTTATAGTT 
AATTTTCAA---------------------------CCTAAAGCTATTGAAACTGATTCT 
ATGTATGTTTTACACAAACATTTCAATACTTTGCCTTTTGGACTGATGATGTTTGCTTAT 
GATACCATGAGACACGTATGCATGTACTTTGTCCGAAGTCAAGATAACATCGCTGATCGG 
CGATGTTCACACCGTGGAACCAGTTAACTTTGATTGTTTAATATGATCTACTTTGTTCCC 
TTCTTTAA 
>Ophiophagus_hannah_empty site_342  
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
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------------------------------------------------------------ 
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------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
-----------------TTCCCCTCTGCTAATAGAAGTGCTGTTTTATATTTTATTTACT 
AGTGAACTTTGCTACTAAGAAGATCAGAAGTTAGTTATCTCAGCCAGTTTTTAATAATAC 
TGATAGCGATAGAACAGGAAGGGAAGGGAGATCTAAGAGGAGAGACTGAGTAAATAATTT 
TCTTCTTGTAGTTGTCACTTTTCCCCTACATTTATTCCTATTTATTGTAAAATACAATAA 
CAAGCAGAAGATTTACTGATCCTGCAAACAGTAAGGTTCTTCCTCAGATCATACCCAGGA 
GCAAGCATTTTATCTTCAATGCTAGTTTTCCTATATACAGTATAGTAATCCTCAACTTAC 
GGCCACAATTGGAACTGGAACCAT-TTTAGTTAAATAATGTGGTTTTTAAGCAAGTTGTA 
TCCAAATCTATAA--CTTTTTGCTGCAGTTGTTAAGCAAATCCAGCGTGTCCCATTGACT 
TTGTTATCAGAAGGTTGCTGAGAAGATCAAAAATAGTGATCGCGTTATCCTGGGATGCTG 
CAGCTGTCGTAAGAACATGCCAGTTGCCAAGCAACCGATTCATGATCACATGACCATGGC 
AATACTGTGAC-AGTCATAAGTGCAAGGACTGGTTGTAAGTCACTTTTTTTTTTAGCAAA 
GTTGTAATTTCGAATAGTCGCTAAATGAATGGTAGTGACTTGAGGACTATCTGCACGTGT 
ACGGACAGTTGTGCAGTTGCAAGCATGGATGAAAAAGAAATCCTCCACAGACTTTCACAG 
AACTAAT-TCTCAAAACCTGCCAGAATCGTCTCTCCCACAGCATGAGCAGCAGCTCTGCA 
TGGAATCTGCTAGTGATTTCCTCCACACAGAACCTCCTGCAGAACATTGCATGTAAAACA 
GGGTATTGACATAATAAAGAGAGATAACACCGGGGAAATTTATGTTTTAAAAGGCT 
>Python bivittatus_empty site_KE956135 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 



------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
------------------------------------------------------------ 
TTCTTGGAACCACTCAGTTCCTCCCTGATAATAGAGGAGCGGTTTTATGTTCTTCTTACT 
AGTGAAGTTTGCTACTAAGTAGATCAGAAGTTACTCGCTCCGGCCAGTTTCAATAATACT 
GGTAGACATGCAGCTAAGGGAAGTGAGGGGATCTAAGAGGAGAGACTGAGTAAATAATTT 
TCTGCTTGTAGTTGTCACTTTCCCACTATGTGTATTCCTATATGTGTAAAA-TAGAATAA 
AGAGCAGGAGACTTT 


