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Table S1. Amino acid sequences of six voltage-gated sodium channels from Th. sirtalis. When
two copies of exon 5 are present (fig. 1), exon 5a, which varies in sequence across paralogs, is
shown.

Nayl1l.1 (partial amino acid sequence, GenBank accession BKO08860)
MEQPVLVPPGPDSFHYFTRESLAAIEQR IAAEKAKQSKQDHKDNDENGPKPSSDLEAGKSLPFIYGDIPA
GMVATPLEDLDPFY INTKTFIVLNRGKAIFRFSATPALY ILTPFNPLRKVAIKILVHSLFSMLIMCTILT
NCVFMTLSNPPDWTKNVEYTFTGIYTFESLIKI IARGFCIDGFTFLRDPWNWLDFTVITFAY I TEFVNLG
NVSALRTFRVLRALKTISVIPGLKTIVGAL1QSVKKLSDVMILTVFCLSVFAL 1GLQLFMGNLRHKCLYW
NPPNATDNDTD I FNATFGENSTLNATQFDWNAY IQDENNFYFLEGQNDALLCGNSSDAGQCPEGYFCIKA
GRNPNYDYTSFDTFSWAFLSLFRLMTQDFWENLYQLTLRAAGKTYMIFFVLVIFLGSFYLINLILAVVAM
AYDEQNQATMEEADHKEAEFQQMLEQLKKHQEGVQAAATAAATASAESNDPSVRGGTGGHSESSSETSKL
SSKSAKERRNRRKKRKQKEQCGGEEKDEDEFHRSESEESFRRKGCRFS IEGNRLTLERKHSSPHQSLLSM
RGSLFSPRRNSRTSLFSFRGRAKD I GSENDFADDEHSTFEDNDSRRDSLFVPRRHGERRNSN ISQASRSS
RMLAVFPVNGKMHSTVDCNGVVSLVGGPSVPTSPVGQLLPEV I IDKPATDDNATTTETELKKRRSSSFHI
SMDFLEDPNLRDRAMSVASILTNTMEELEESRQKCPPCWYKFAN I FL IWDCCPHWLK 1KHVVNI IVMDPF
VDLAITICIVLNTLFMAMEHYPMTERFAEVLNVGNLVFTGIFTGEMFLKLVAKDPYYYFQEGWN I FDGFI
VTLSLVELGLANVEGLSVLRSFRLLRVFKLAKSWPTLNML KT IGNSVGALGNLTLVLAIIVFIFAVVGM
QLFGKSYKECVCKIAKDCELPRWHMHDFFHSFL IVFRVLCGEW IETMWDCMEVAGQAMCLTVFMMVMV I G
NLVVLNLFLALLLSSFSADNLAATDDDNEMNNLQ IAMAR 1DKG I DFMKRKMHEF I QKSFVKKQKALDETK
PLEELHNKNTCISNHTIEICKEIDYFRDRNGTTTSGIGTGSSVGKYVVDESDYMSFINNPSLTVTVPIAV
GESDFENLNTEEFSSESDSEESKEKLNSSSSSEGSTVDIGLPAEEQAVVEPEEALEPEACFTEGCVQRFK
CCQVSVEDGRGKQWWSLRKTCFRIVEHNWFETFIVFEMILLSSGALAFEDIY 1EQRKT IKTMLEYADKVFT
YIFILEMLLKWVAYGYQTYFTNAWCWLDFLIVDVSLISLTANALGYSELGAIKSLRTLRALRPLRALSRF
EGMRVVVNALLGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYHCVNTTTGNMFEVDEVANKSECESLI
LANETARWKNVKVNFDNVGFGYLSLLQVATFKGWMD IMYAAVDSRKVLEQP IYEDNLYMYIYFVIFIIFG
SFFTLNLFI1GV 1 IDNFNQQKKKFGGQD I FMTEEQKKYYNAMKKLGSKKPQKP IPRPGNKYQGMVFDFVTQ
QVFDISIMILICLNMITMMVETDDQSKQTEDILYRINFIFIVLFTGECVLKLISLRYYYFTIGWNIFDFV
VVILSIVGMFLAEI IEKYFVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLLFLV
MFIYAIFGMSNFAYVKREVG IDDMFNFETFGNSMICLFMITTSAGWDGLLAP ILNSGPPDCDPKKDHPGS
SVKGDCGNPSVGIFFFVSY I 1 1SFLVVVNMY 1AVILENFGVATEESAEPLSEDDFEMFYEVWEKFDPDAT
QFMEFEKLSEFAAALEPPLHLPKPNKV

Nayl1.2 (partial amino acid sequence, GenBank accession BKO08861)

MAQSVLVPPGPDSFNFFTKESLAAIEQR IAEEKAKKSKQERKDVDDDENGPKPNSDLEAGKSLPFIYGDI
PPGMVSEPLEDLDPYYVNKKTFIVLNRGKAIFRFSATSAVYLLTPFNPLRKIAIKILVHSLFSMLIMCTI
LTNCVFMTMSNPPEWTKNVEYTFTGIYTFESL IKILARGFCLENFTFLRDPWNWLDFTVITFAYVTEFVN
LGNVSALRTFRVLRALKTISVIPGLKTIVGALIQSVKKLSDVMILTVFCLSVFAL IGLQLFMGNLRHKCL
LWPPDNSTYTINVVSYFNSSMGENGTFVYNTTVTTFNWEEYVRDDSHFYFLEGQNDALLCGNGSDAGQCPE
GYMCVKAGRNPNYGYTSFDTFSWAFLSLFRLMTQDFWENLYQLTLRAAGKTYMIFFVLVIFLGSFYLINL
I LAVVAMAYEEQNQATMEEAEQKEAEFQQMLEQLKKQQEEAQAAALAAAAGESREFSE I GGVGGFSESSS
ATSKLSSKSAKERKNRRKKRKQREQSEGDEKDDEFHKSESEDS IRRKGFRFSIEGNRLTYEKRFSSPHQS
LLSIRGSLFSPRRSSKTSLFSFRGRAKDFGSENDFADDEHSTFEDNESRRDSLFVPHRHSERRNST ISQA
SRSSRVMP I LPANGKMHSTVDCNGVVSLVGGPPPLMSPTGQLLPEGTTTETELRKRRSSSYHMSMDFLSD
PTARQRAMSIASILTNTMEELEESRQKCPPCWYKFANMCL IWDCWAPWLK IKHIVNL 1VMDPFVDLAITI
CIVLNTLFMAMEHYPMTQQFNNVLSVGNLVFTGIFTAEMFLKI IAKDPYYYFQEGWNIFDGI IVSLSLME
LGLANVEGLSVLRSFRLLRVFKLAKSWPTLNML IKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKNY
KECVCKISNDCELPRWHMNDFFHSFL IVFRVLCGEWIETMWDCMEVAGQPMCLTVFMMVMV I GNLVVLNL
FLALLLSSFSSDNLAATDDDNEMNNLQIAVARIQKGIDFIKRKAHECVEKAFVRKQKALDE IKPLEDLNN
KKDSCISNHVIVDIAKDFNYLKDGNGTTSGIGSSVEKY I IDESDYMSFINNPSVTVTVPIAVGESDFENL
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NTEEFSSESDLEESKEKLNASSSSEGSTVDVGLPP IGEQPEAEPEESLEPEACFTEGCIRKFKCCQVSLE
DGKGKLWWNLRKTCYKIVEHNWFETFIVFMILLSSGALAFED 1Y 1EQRKTIKTVLEYADKVFTYIFILEM
LLKWVAYGFQVYFTNAWCWLDFLIVDVSIVSLTANALGYSELGAIKSLRTLRALRPLRALSRFEGMRVVV
NALLGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYHCVNTTTGEMFSIDEVDNQTECENLIERNETAR
WKNVKVNFDNVGLGYLSLLQVATFKGWMD IMYAAVDSRNVEQQPHYEDNLYMYLYFVIFIIFGSFFTLNL
F1GV1 IDNFNQQKKKFGGQD IFMTEEQKKYYNAMKKLGSKKPQKP IPRPANKFQGMVFDFVTKQAFDISI
MILICLNMVTMMVETDDQTDAMET ILYRINFIFIVLFTGECVLKLISLRYYYFTIGWNIFDFVVVILSIV
GMFLAEI IEKYFVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLLFLVMFIYAIF
GMSNFAYVKREVG IDDMFNFETFGNSMICLFQITTSAGWDGLLAP ILNSGPPDCDPE IDHPGSSVKGDCG
NPSVGIFFFVSY 11 ISFLVVVNMY IAVILENFSVATEESAEPLSEDDFEMFYEVWEKFDPDATQF IEFAK
LSDFAASLDPPLL 1PKPNKVQL IAMDLPMVSGDRIHCLD I LFAFTKRVLGESDEMDALRVQMEDRFMAAN
PSKASYEPITTTLKRKQEEVSAVI I

Nay1.3 (complete amino acid sequence, GenBank accession BK008862)
MAQTLLVPPGPDSFCFFTRESLAAIEKRCTEEKAKRPKQEHTDNDDESGPKPNSDLEAGKTLPFIYGDIP
PGMGSEPLEDLDPYYSNKKTFIVLNRGKT IFRFSATSALY ILTPFNPLRKIAIKILVHSLFSMLIMCTIL
TNCVFMTMSNPPEWTKNVEYTFTGIYTFESLIKILARGFCLEGFTFLRDPWNWLDFSV ILMAYVTEFVNL
GNVSALRTFRVLRALKT ISVIPGLKT IVGAL 1QSVKKLSDVMILTVFCLSVFAL IGLQLFMGNLRHKCLL
WPLDNSTLEGNITSHFNSTEGDNDTFVNMTVTTFNWEEY I EDESHFYVLEGQRDALLCGNSSDAGQCPEG
YMCVKAGRNPNYGYTSFDTFSWAFLSLFRLMTQDFWENLYQLTLRAAGKTYMIFFVLVIFLGSFYLINLI
LAVVAMAYEEQNQATMEEAEQKEAEFQQMLEQLKKQQEEAQTTAAVAAASVASRDFSGVGGLGELLESSS
EASKLSSKSAKDRRNKRKKKKQKELSEAEDKEEAERYPKSESEDS IRRGGRLSYEKRTSTHQSLLSFRGS
LFSPRRNSRTSIFSFRGRVKD I GSENDFADDEHSTLEDNESRRDSLFVPNRQTSERRNSTTSQISLSSKM
VPVLPANGKMHSTVDCNGVVSLMGGPPALPSPTGQFLPEGTTTETEIRKRRLSSYQISMELMEESAARQR
AMSITASILTNTMEELEESRQKCPPCWYRFANVFL IWDCWLPWLKVKHIVNLIVMDPFVDLAITICIVLNT
LFMAMEHYPMTSDFYQVLSVGNLVFTGIFTAEMILKI TAMDPYYYFQEGWNIFDGI IVSLSLMELGLANV
EGLSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKSYKECVCK
1AEDCELPRWHMNDFFHSFLIVFRVLCGEWIETMWDCMEVAGQTMCL IVFMLVMV IGNLVVLNLFLALLL
SSFSSDNLAATDDDNETNNLQIAVARIQKGIDY IKKKLGE 1VQKGTVRKQKAIDD IKVLEELNHKKDVCI
SNHTMAE I TKDVNYLRDGNGTTSGLGTGSSVEKY I IDENDYLSFINNPGLTVTVPIAVGESDFENINTEE
FSSESELEGSKEKINATSSSEGSTVDVALPGEGEQAE IEPEEALEPEACFTEGC I1QKFPCCQVSIEDGKG
KIWWNFRKTCYCIVEHNWFETFIVFMILLSSGALAFEDIY 1EQRKT IKTMLEYSDKVFTY IF1LEMLLKW
VAYGFQIYFTNAWCWLDFL 1VDVSLVSLVANALGYSELGAIKSLRTLRALRPLRALSRFEGMRVVVNALV
GAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYHCVYNTTTGEMFN I SDVNNKTECDEL IHNNQQARWKNV
KVNFDNVGAGYLALLQVATFKGWMD IMYAAVDSRDVEEQPYYEDNLYMYLYFVIFIIFGSFFTLNLFIGV
I IDNFNQQKKKFGGQD I FMTEEQKKYYNAMKKLGSKKPQKP IPRPGNKFQGLVFDFVTKQAFDITIMILI
CLNMVTMMVETDDQSKEME I ILSRINLVFIILFTGECVLKLISLRHYYFTIGWNIFDFVVVILSIVGMFL
AEINIEKYFVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLLFLVMFIYAIFGMSN
FAYVKREVG IDDLFNFETFGNSMLCLFQITTSAGWDGLLAP ILNSGPPDCDPE I DHPGSSVKGDCGNPSV
GIFFFVSY 1 1ISFLVVVNMY 1AVILENFSVATEESAEPLSEDDFEMFYEVWEKFDPDASQF IEYSKLSDF
AASLDPPLL ITAKPNNVQL I SMDLPMVSGDRIHCLD I LFAFTKRVLGESEEMDLLRVQMEDRFMAANPSKV
SYEPITTTLKRKQEEVSAT I 1 QRAFRHFLLKQKVKKVTSMYNKEKCRDGEVLP IKDVTSDRFNGNSSPEK
TNESSSTTSPPSYDSVTKPNKEKYEKGKTERDFKGKD IK 1 SKK

Nay1.4 (complete amino acid sequence, GenBank accession BKO08863)

MAAVPY I PGPDCLRPFTRESLKAIEKRIAEREAEKLKNQHEEVLDEEKQPKPRCDLEQGKGLPL I'YGEPP
PELIGVPLEDLDTFYSDQKTY I LNKGNT IFRFTAAPALYMLDPFNP IRNGAIKVLTHSLFSMFIMITIL
ANCVFMTMSNPP IWAKDVEYTFTG1YTFEAMIKVLARGFC IDSFTFLRDPWNWLDFSVIVMAYVTEFVDL
GNVSALRTFRVLRALKTITVIPGLKT IVGALIQSVKKLADVMILTVFCLAVFALIGLQLFMGNLRQKCVR
WPPFSNDTLQDALGPSFTSDSLQDVLWRDPLDNSTLNDNFTLTGTFDWHEY INNEDNFYFLDGALDALLC
GNSSDAGQCPEGFLCMKAGRNPNYGYTSYDTFSWAFLSLFRLMTQDYWENLFQLTLRAAGKTYMIFFVVI
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IFLGSFYLINLILAVVAMAYAEQNDATLQEEKEKEEEFQOMVEQLKKHQEEQQRLLQAQTATNSSAESI I
VEKKQKGELDEKAQSDQEGPKDCNGRAIPRLVLERSATVRESNPREEHEKSHQNHLYVDGVEGKGLEKRY
GSAVSVVSSTLEELEEAHQKCPPWWYKFAHAVL IWNCCPVWVKLKH I IKLIVLDPFVDLGITICIVLNTV
FMAMEHYPMTEEFNNVLNVGNLVFTGIFTAEMVLKLIALDPYEYFQIGWNIFDSIIVTLSLVELGLANVQ
GLSVLRSFRLMRVFKLAKSWPTLNMLIKTIGNSVGALGNLTLVLATIVFIFAVVGMQLFGKNY 1ECVCKI
SSDCELPRWHMHDFFHSFL 1VFRILCGEWIETMWDCMEVAGQPMCLIVFLMVMV IGNLVVLNLFLALLLS
SFSADSLAGSDDDSEMNNLQUIAIGRINRG IDFVKKHVLLLLHRELKEKTELSSEEPDDSKKENFVLNHMD
NLNHVDTGQDFKSEYMDG I VKNEQL I DELGQMNF INNPNLT INVPIASEESDLYDETDTGEETADD I KKP
LSDGTDSSICSTVDYKPPDPSEEKAEVEENMENDDPEECFTEACVQRCPFLYVD IKTEKGAKWWNLRKAC
FKIVEHNWFETFI IFMILLSSGALAFEDIY IERRHTIRTILEYADKIFTYVFILEMLLKWVAYGFKVYFT
NAWCWLDFLIVDVSLISLTANWLGYSELGAIKSLRTLRALRPLRALSRFEGMRVVVNALLGAIPSIMNVL
LVCLIFWLIFSIMGVNLFAGKYYRCVNTTTGDLFEIEHVNNKSDCINL INITENATDVRWVNVKVNFDNVG
LGYLSLLQVATFKGWMD IMYAAVDSREQEEQPQYEVNLYMY 1YFVIFI IFGSFFTLNLFIGVI IDNFNQQ
KKKFGGKD I FMTEEQKKYYNAMKKLGSKKPVKP IPRPQNKYQGMIFDFVTQQAFD 1 I IMILICLNMVTMM
VETDDQSQTKITILAQINLVFI T IFTSECFLKMIALRHYFFTNGWNIFDFVVVILSIVGLVLSDI IEKYF
VSPTLFRVIRLARIGRVLRLIRGAKGIRTLLFALMMSLPALFNIGLLLFLVMFIYSIFGMSNFAYVKKES
GIDDIFNFETFGNSI1 ICLFEVTTSAAWDGLLNP ILNSVPPDCDPHLDNPGSHVKGDCGNPSMG I CFFCSY
11VSFLIVVNMY TATILENFNVATEESSEPLCEDDFEMFYETWEKFDPDATQFIAYSTLSDFVDTLQEPL
RIAKPNKIKLITLDLPMVPGDKIHCLD ILFALTKEVLGDSGEMDALKQSMEEKFMAANPSKVSYEPITTT
LKRKQEEVCAIKIQRAFRRYLLKRSVKQASYLYRQSQDMD IPKENAPEKEGM I ANKMNAMY SSQVEVEKS
PETAPSPVLEPLSSPE IKKDAGEMKEQDNNGKEGDDSGKTKKSENAKRGVKESSV

Nay1.6 (complete amino acid sequence, GenBank accession BK0O08864)

MAGRLLAPPGPDSFRPFTPESLAN I EKR IAEDKKKRPKQDSSHRDDDEDNKPKPNSDLEAGKSLPFI1YGD
I PKGLVAVPLEDFDPYYMTQKTFVVLNRGKTLFRFSATPALY ILSPFNLLRRIAIKILIHSVFSMIIMCT
ILTNCVFMTFSNPPEWSKQVEYTFTGIYTFESLVKI IARGFCIDGFTFLRDAWNWLDFSV IMMAY ITEFV
NLGNVSALRTFRVLRALKTISVIPGLKTIVGALVQSVKKLSDVMILTVFCLSVFAL IGLQLFMGNLRNKC
VVWPIDLNETYLENGTKGFDWEEYSNNMSNFYT IPGFLDPLLCGNSSDAGQCPEGYTCMKAGRNPNYGYT
SFDTFSWAFLALFRLMTOQDFWENLYQLTLRAAGKTYMIFFVLVIFVGSFYLVNLILAVVAMAYEEQNQAT
LEEAEQKEAEFKAMLEQLKKQQEEAQAAAMATSAGTVSDDAAEEGGGGRMSHTSSEFSKLSSKSAKERRN
RRKKRKEKELSEGEEKGDLEKVFKSESEDGMRRKVFRLPDNRLGRKLS IMNQSLLSIPGSPYLSRHNSKS
SIFSFKRGFRDPGSENEFADDEHSTVEESEGRRDSLFIPIRGYDRKSSYSGYSGYSQGSRSSRIFPSIRR
NMKRNSTVDCNGVVSLIGGPTSNIPSGRLLPEVKIDKAATDDSATTEVE IKKKSTGSLLVSMDQLNASYG
RKDRTNSIMTVITNTLVEELEESQRKCPPCWYKFANTFL IWECHPHWVKLKE IVNL IVMDPFVDLAITIC
IVLNTLFMAMEHHPMTPTFEHVLAVGNLVFTGIFTAEMFLKL IAMDPYYYFQEGWN I FDGFIVSLSLLEL
MLADVEGLSVLRSFRLLRVFKLAKSWPTLNML IKI IGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKNYK
ECVCKINPDCDLPRWHMHDFFHSFL IVFRVLCGEW I ETMWDCMEVAGQAMCL I VFMMVMV IGNLVVLNLF
LALLLSSFSADNLAASDDDGEMNNLQISVIRIKKGIAWIKIKVHEFVQTHFKQREADEVKPLDELYDKKM
NCIANHTGAD INREIDYQKNGNGTTSGIGSSVEKY 1 IDEDHMSFINNPHLTVRVP IAVGESDFENLNTED
FSSDTDAGGSKEKLDDTSSSEGST IDIKPEVEEVPVEAPEEYLDPDACFTEGCVQRFKICQVSIEDGLGK
SWWNLRKTCFLIVEHNWFETFI IFMILLSSGALAFEDIY 1EQRKTIRTVLEYADKVFTY IFILEMLLKWC
AYGFVKFFTNAWCWLDFL IVAVSLVSLIANALGYSELGAIKSLRTLRALRPLRALSRFEGMRVVVNALVG
AIPSIMNVLLVCLIFWLIFSIMGVNLFAGKYHYCFNETAEYRFE IEEVNNKTECEKLMDPNGTE IRWKNV
KINFDNVGAGYLALLQIATFKGWMD IMYAAVDSRKQEEQPKYEDNIYMY IYFVIFIIFGSFFTLNLFIGV
I IDNFNQQKKKFGGQD I FMTEEQKKYYNAMKKLGSKKPQKP IPRPLNR IQGAVFDFVTQQAFDIVIMLLI
CLNMVTMMVETDTQSKQMEE ILYWINFVFVIFFTCECVLKMFALRHYYFTIGWN IFDFVVVILSVVGMFL
AEN1EKYFVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLLFLVMFIFSIFGMSN
FAYVKHEAG IDDMFNFETFGNSMICLFQVTTSAGWDGLLLP ILNRPPDCDLEKEHPGSGFKGDCGNPSVG
IFFFVSY 1 HISFLIVVNMY TAI ILENFSVATEESADPLSEDDFETFYE IWEKFDPDATQF IEYCKLADFA
DALEHPLRVPKPNTIEL IAMDLPMVSGDR IHCLD I LFAFTKRVLGDSGELD I LRQQMEERFVASNPSKVS
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YEPITTTLRRKQEEVSAVVIQRAYRVRLARRGF I CRKNVSNAIENGGTNREKKEGTPSTASLPSYDSVTK
PEKEKQRAEEGRRERAKRQKDARESKC

Nay1.7 (complete amino acid sequence, GenBank accession BKO08865)
MAHALHAQPGPDCFFQFTQESLAAIEQR I TEEKAKQKVEQEQKEEDHDESKPKPNTDLEAGKSLPFI1YGD
IPSRFVSQPLEDLDPYYANKKTFIVLNKGKT IFRFSATPALYMLSPFSTLRRISIKILVHSLFSIFIMFT
ILTNCVFMTLKDPPKWSWMVEYTFTGIYTFESL IKIFARGFCIDKFTFLRDPWNWLDFLVISFAYITEFV
KLGNVSALRTFRVLRALKTISVIPGLKTIVGALI1QSVKKLSDVMILTLFCLSVFAL IGLQLFMGHLRHKC
LYWPNNTSPEDPRFKEYYNGTELLWSKYMENKDHFYYLEGAKDALLCGNSSDAGQCPEGY ICVPYGRNPD
YGYTSFDSFSWAFLSLFRLMTQDYWENLYQQTLRAAGKGYMFFFVVVIFLGSFYLINL ILAVVAMAYDEQ
NQAT IEEALRKETEYQQMLEHLKRQQEEAQALMAAAAYKDFRDDGTLGRLSETSSELSSSKSAKERRNRR
KKRRQRELSVGEPGGNNKMFPKSESDSS IRRKGFRFSLEGNRLAYESRVISPYQSILFPTRSNSRASFSS
FKSPTVEGGSDADSEHSTFEENGSRNGSYFVVRSHSERRSSN I SQTMFPMNGKMQSSVDCNGVVSLVGGP
PVLLSPTGQLLPEV1 IDKATTDDSPTTSEMENKKRQSSSFQISMDLLEDPTIRERAMSIASIITNTMEEL
EESRQKCPPCWYKFAHKYL IWNCSDRWLQIKKI ITHLIVMDPFVDLGITICIILNTLFMSMEHYPIDDSFS
SILKNGNLVFTGIFTAEMVLKIVAMDPYYYFQEGWNIFDSI IVTLSLMELGLQNVEGLSVLRSFRLLRVF
KLAKSWPTLNMLIKT IGNSVGALGNLTLVLATIVFIFAVVGMQLFGKNYDMCKCKISEDCTLPRWHMNDF
FHSFLIVFRVLCGEWIETMWDCMEVSGQPLCLTVFMMVMV IGNLVLLNLFLALLLSSFSSDSLAAPEQET
EANNLQIAISRIQRGINY IKRKICEFVQIVFLQRCKATSGLSAADQQNDKEDQC IPNHTIVE INQTFGYQ
RPRMTTSCVDNTDHMSFINNPNLTVTVPIAVGESDFEHFNTEELTSISEVEETKEKTSLCSSTEGSTIIF
ASVGDKESDAAAKGPPQPKPCFTDGCVQKFKCCQIDIESGKGKCWWNLRKTCFKIVEHNWFETFIVFMIL
LSSGALAFEDI1Y IEQRKTIKTVLEYADKVFTY I FILEMLLKWVAYGFQAYFTNAWCWLDFVIVDVSLVSL
IANALDYSELGP IKSLRTLRALRPLRALSRFEGMRVVVNALVGAIPSIMNVLLVCLIFWLIFSIMGVNLF
AGTFFECVNKTDGVRISHL 1VPFKNVCETLDYARWRNVKVNFDNVAAGYLSLLQVATFKGWME IMYAAVD
STGIEEQPQYEHNLYMYLYFVGF I IFGSFFTLNLFIGV I 1DNFNQQKKKLGGQD IFMTEEQKKYYNAMKK
LGSKKPQKP IPRPSNKIQGFVFDFVTKQAFDIGIMILICLNMITMMVETADQDTSVEDILYWINLIFIVL
FTAECLLKLIALRYYYFTIGWNIFDFVVVIFSIVGMCLSKI IEKFFVSPTLFRVVRLARIGRILRLIKGA
KGIRTLLFALMMSLPALFNIGLLLFLVMF1YAIFGMSQFAYVKREAGIDDMFNFETFANSMICLFQITTS
GGWNYLLYPSLNKEPDCDPKKVHPGSSVLGDCGNPSVGIFFFVSY 11 ISFLVVVNMY 1AVILENFSVATE
ESAEPLGEDDFEMFYEVWEKFDPGATQF IELSKLFDFAASLEPPLL IPKPNKVQL IAMDLP1VSGDRIHC
LDILFAFTKRVLGESDEMDSLRVQMEDRFMAANPSKVSYEP I TTTLKRKLEEQSARV IQRAFRHYRLRKP
VCNTDVQYLNRN I FPCKAEMEFDKFSLSLTLEKTERSSSTTSPPSYDSVTKPDKYEQEKSEKEEKGKDDK
DYRK
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Table S2. Overgos used in BAC library scan. Overgos were combined into one pool for the first scan and pooled as indicated below

for the second scan.

Pool Name Expected paralog Forward overgo Reverse overgo Source
1 78842 SCN1/2/3/9A TGCCTTAATATGGTCACCATGATG GGTCATCTGTTTCAACCATCATGG 1
1 34924B SCN1/2/3/9A CCAACACCAGGCATTTGTGAAATA  CTATGGCTTCCAGATTTATTTCAC 1
2 UProbel799 SCN1/2/3/9A GGCCAAACCATGTGCCTTATTG GACCAGCATGAAAACAATAAGG 2
3 SCNAul SCN1/2/3/9A AATGGTGTCTGAGCCATTGGAGGA GTAATATGGGTCCAGGTCCTCCAA 3
3 SCNAu2 SCN1/2/3/9A ACTTTCCTCCGGGATCCCTGGAAT CTGTGAAGTCCAACCAATTCCAGG 3
3 SCNAu3 SCN1/2/3/9A TGATACCTTCAGCTGGGCCTTCTT CAGCCGAAATAGTGACAAGAAGGC 3
4 SCNAuU5 SCN1/2/3/9A AAACGAGCCTCTTCAGCTTCAGAG  AAATCCTTTGCTCGGCCTCTGAAG 3
4 SCNAu8 SCN1/2/3/9A TGGGATTGTATGGAGGTTGCTGGA TAAGGCACATGGGTTGTCCAGCAA 3
4 SCNAu9 SCN1/2/3/9A ACCCAAGTGTAACTGTGACAGTAC  TCTCCAACAGCAATGGGTACTGTC 3
5 70621B SCN1/2/3/9A CAGACTGAATGAGAGCTCCCACAA CCAGGTCTGAAGACAATTGTGGGA 1
5 UProbel763 SCN1/2/3/9A TCCTGGTTGGTCAAGCTGTGAA AAGATGCAGGAGCATTCACAGC 2
6 75835 SCN1/2/3/9A GATAAGTTTACTTTCCTTCGAGAT CAAGCCAATTCCAAGGATCTCGAA 1
7 UProbel757 SCN1/2/3/9A CTAGGTGGTTGTGAATGCTCTT GGGATTGCTCCAGTAAGAGCAT 2
8 UProbel760 SCN1/2/3/9A GTCTAGGTCAAGTGTAGGAGAG CAGGCCAGCAGTGTCTCTCCTA 2
9 SCN4Al SCN4A ATTCCTGCGAGATCCTTGGAATTG GACACTGAAATCCAGCCAATTCCA 4
9 SCN4A2 SCN4A CAGTGTCCAGAAGGATTTCTCTGC  TTCGGCCAGCTTTCATGCAGAGAA 4
9 SCN4A3 SCN4A CTCTGTGGAGAATGGATTGAGACC CCATGCAATCCCACATGGTCTCAA 4

10 SCN4A4 SCN4A GGTAACAATGATGGTGGAAACAGA GGTTTGGCTTTGGTCATCTGTTTC 4
10 SCN4A5 SCN4A CTTTGTATCGCCCACTCTCTTCAG AGCCAATCGGATGACTCTGAAGAG 4
11 15010 SCN5/10/11A GATGACACCAATGAAAAGATTCAA CGGTTCTTTCTTCACTTTGAATCT 1
11 49514 SCN5/10/11A GGATCGACGACATGTTCAACTTCG CTGTTGGCAAACGTCTCGAAGTTG 1
11 64787 SCN5/10/11A GGCATCCATTTCTCCAGATTCTCC CACCAAAAGGGTTCTGGGAGAATC 1
12 42679 SCN5/10/11A CACCAAGCATTGGTGAAGTACTTC  TCGCCTACGGCTTTAAGAAGTACT 1
13 20183 SCN5/10/11A GACACACTTGTTCCTGAGGTTACC  ACTCCAGCTGTTCATGGGTAACCT 1
14 72073 SCN5/10/11A CAGAAAAATCCAGCCAATTCCAGG  ACTTTCCTTCGAGACCCCTGGAAT 1
15 72073B SCN5/10/11A GGAGTGGCACTAAATCGAAAGATC TGAACAAAGGGAAGACGATCTTTC 1
16 31048 SCN5/10/11A CAGCACTCTCCAACTTTGCAGATG  AAAGGTTCTTCCAGGGCATCTGCA 1
17 24584 SCNB8A CATCTTCACTCAGTGGATCAGCAC  GTGGCTACAGAGGAAAGTGCTGAT 1
17 FT7MHCY03GU400 SCNB8A CAGTAGAGGATCTCCTCCATCTGT  CCGACACACAAAGCAAACAGATGG 1
18 UProbel797 SCNB8A TGGAACTGGCTTGACTTCAGTG CGCCATTAGAATGACACTGAAG 2
18 UProbe659 SCN8A GCAGGTGTGGCACTAAATCGGA AGGGAAAACACTCTTCCGATTT 2

Sources: 1. Th. elegans transcriptome (Schwartz et al. 2010) 2. UProbe (Kellner et al. 2005; http://uprobe.genetics.emory.edu, last accessed April
2, 2014) 3. Unknown SCNA paralog identified in Th. sirtalis (Chuckalovcak 2010) 4. Th. sirtalis SCN4A (Geffeney et al. 2005)
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Table S3. Putative positive clones identified from BAC library scanning and pooled for 454
sequencing. Clones marked with an asterisk were identified by Chuckalovcak (unpublished
data) using SCN4A-specific probes.

Plate Column Row

2 M 7
2 N 7
4 C 17
7 B 13*
7 B 14
7 H 23*
13 N 15
15 C 14
15 C 15
16 G 15
16 H 16
16 O 15
19 N 15
22 H 1*
26 C 16*
27 D 22*
28 K 3*
29 K 24
39 D 7
39 E 7
a7 H 18*
54 E 16*
75 G 4
77 E 8
80 F 20
80 G 19
97 J 4
107 E 10
109 E 5
112 E 5
114 E 14
115 E 5
130 K 3
130 N 18
130 N 19
133 M 17
133 O 18
133 P 17
137 C 6
145 I 2*
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Table S4. Results of BLAT searches of full coding sequences of SCNA paralogs against the Anolis carolinensis genome. Searches
using individual 454 contigs (including noncoding regions) provided consistent results.

Thamnophis Anolis
paralog Score Start End Identity Chromosome Strand Start End Span paralog
SCN1A 3600 265 5426 91.10% Un_GL343214 + 989871 1053318 63448 SCNI1A
(Nav1.1) 2414 145 5357 87.50% Un_GL343214 - 1335760 1409172 73413 SCN2A

2310 14 5357 87.20% Un_GL343214 + 1520485 1608646 88162 SCN3A
1193 603 5357 84.90% Un GL343214 + 798646 866464 67819 SCNO9A
SCN2A 4073 1 5648 89.80% Un_GL343214 - 1335448 1409322 73875 SCN2A
(Nav1.2) 2743 14 5633 87.30% Un_GL343214 + 1520485 1608943 88459 SCN3A
2467 274 5356 87.10% Un_GL343214 + 989874 1053269 63396 SCN1A
1750 609 5627 84.50% Un GL343214 + 798646 866755 68110 SCNO9A
SCN3A 4083 14 5925 88.10% Un_GL343214 + 1520485 1609235 88751 SCN3A
(Nav1.3) 2794 280 5905 87.40% Un_GL343214 - 1335188 1401072 65885 SCN2A

1920 280 5581 87.20% Un_GL343214
1293 606 5607 85.50% Un_GL343214

+

089883 1053494 63612 SCNI1A
798646 866732 68087 SCN9A

+

SCN4A 2085 391 5622 86.50% 6 - 63466916 63528585 61670 SCN4A
(Na,1.4) 926 709 5234 81.00% 2 + 90897993 90950691 52699 SCNSA
733 1177 4883 82.30% Un_GL343214 - 1335853 1382727 46875 SCN2A
587 2203 4976 81.00% Un GL343214 + 1022972 1053249 30278 SCNI1A
SCN8A 4553 1 5959 90.50% 2 + 90865054 90950972 85919 SCNSA
(Na,1.6) 1116 612 5666 81.60% Un_GL343214 + 798646 1608892 810247 SCN1/9A
694 1136 5587 81.30% 6 - 63466936 63519746 52811 SCN4A
653 612 5345 82.70% Un GL343214 - 1335835 1392932 57098 SCN2A
SCNO9A 29096 157 5781 84.90% Un_GL343214 + 790114 867023 76910 SCNOA
(Na,1.7) 1621 274 5775 85.30% Un_GL343214 - 1335189 1401084 65896 SCN2A

1475 612 5405 84.30% Un_GL343214
1264 612 5451 85.80% Un_GL343214

+

1000209 1053429 53221 SCN1A
1531270 1608872 77603 SCN3A

+
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Table S5. Primer pairs used on Th. sirtalis cDNA for filling gaps in SCN1A-3A CDS.

Name Paralog Forward primer Reverse primer

SCN1AO1 SCN1A CTCCGTTGGAAACTTGGTGT TGACCTGCAACCTCCATACA
SCN1A02 SCN1A CTGGCACATGCATGATTTTT CTGGTGGTGGTTCCATTTCT
SCN1A03 SCN1A CCTGCATCTCTAACCACACC ACCATTGCTTTCCTCTTCCA
SCN1A04 SCN1A TGCTTCTGAAATGGGTAGCAT CATCTGGCAGTTTCATTTGC
SCN1A06 SCN1A TCAAGAAAAGTGCTTGAACAGC TTAGACGCAGGATTCGACCT
SCN1AEXx9 SCN1A GACGCAGGTCAATGTCCAGA CCACCTCTTACGCTGGGATC
SCN1AEx1620 SCN1A TTCAGTAGTGAGTCTGATTCG TGCTCTCAGTGTCCTAAGGGA
SCNI1AEXx26 SCN1A TTGTATCCCCCACCTTGTTC AATCCCAACCGAAGGATTG
SCN1ASt1 SCN1A GGAGCAATTCCATCCATCAT TGACACCAATAAATAGATTCAGGGTA
SCN2A01 SCN2A  ACAAAAGGCTTTGGATGAAATC TAGATGCATTTAGTTTCTCTTTGCTT
SCN2A02 SCN2A GCAGTGAGTCAGATCTGGAAGA TGTCTTGACCTCCAAACTTCTTT
SCN2A03 SCN2A  TCATCATAGATAACTTCAATCAGCAA TTAGACGCAGGATTCGACCT
SCN2A05 SCN2A  GCCTCTTTGGATCCTCCTCT CACCTAAAGGCTCGCTGAAT
SCN2A26 SCN2A TGTGTCCCCTACCTTGTTCC AATCCCAACTGAAGGATTGC
SCN2ASt1 SCN2A  ATAGGAAGCAGCGTGGAAAA ACTTGAATTTCCGGATGCAG
SCN2ASt2 SCN2A  TGTGGGACTTGGCTACCTCT TTTGCTGGCCTTGGTATAGG
SCN2ASt3 SCN2A  GCCTCCAGATTGTGATCCTG AGGTCCATCGCAATAAGCTG
SCN3A01 SCN3A TGGTCAGTTTAGTAGCCAATGC GCAACTTGAAGCAGAGCAAG
SCN3A02 SCN3A CCGATGGAAAAACGTGAAAG TGTCAAAGGCTTGTTTGGTT
SCN3AO03 SCN3A TTTTATGACAGAGGAACAGAAAAA TTAGACGCAGGATTCGACCT
SCN3A04 SCN3A CTAGCGCCCATCCTAAACAG TTCTTCGCTTTCTCCCAAGA
SCN3A05 SCN3A  TTCAGCTAATTTCAATGGACCT TCTCTGTTTTGCCCTTTTTCA
SCN3AO07 SCN3A AGTTCCTCGACCACCTCTCC CAAATGTGGCTGCTGAAGAA
SCN3AEx1620 SCN3A TTTAGCAGTGAATCTGAGCTG TGCTCTTAGTGTTCGAAGTGA
SCN3AEx26 SCN3A GGAATGTTCCTCGCAGAGAT GAAGGATTGCCACAGTCTCC
SCN3ASt1 SCN3A ACCACAAAAGCCGATACCAA TTAGACGCAGGATTCGACCT
SCN3ASt2 SCN3A CTTTCCGATTTTGCTGCTTC GTAGGACCTCGCCATCTCTG
SCN3ASt3 SCN3A CAGCCTTTGAAGGGGATGTA AGCAGCAATGTCGTTCCTTT
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Table S6. Primer pairs used on Th. sirtalis genomic DNA to assess interpopulation variation.

Name Paralog Forward primer Reverse primer
SCN8A22 SCN8BA CCTCTGCCTTTGAGGTGAGTGGC ACCCACTTGCCTTGTTTGGGCT
SCN8A26 SCN8A CCGCCTGGCCCGTATTGGTC ACTGGGTAGCGTCGGGGTCA

SCN9A22 SCN9A TCTGTTAATGGAACAGCGTCTGCC TGGGGCTCTCCCCAACATGGA
SCN9A26 SCN9A AGGGGGATAGAGCCAATTTCGGA TCCCAACCGAAGGATTGCCACA
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Fig. S1. Maximum likelihood phylogeny of Anolis carolinensis (Zakon et al. 2011, accession nos. BKO07953-BK007961) and
Thamnophis sirtalis Nay1 paralogs constructed using amino acid sequences in PhyML (Guindon and Gascuel 2003). Bootstrap
values from 100 replicates are given at each node. Tree was rooted based on the topology of the larger tree in Zakon et al. (2011).
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