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Supplementary Data. Human Nav channels alignments. 

 

Red – polar, acidic amino acids 

Light blue – polar, basic amino acids 

Grey – non-polar, hydrophobic amino acids 

Green – polar, uncharged amino acids 

Purple - cysteine 

 
Abbreviations:  

  

DI - Domain I  

DII - Domain II 

DIII - Domain III 

DIV - Domain IV 

Inact.gate – inactivation gate 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Nav1.1 1    ---MEQTVLVPPGPDSFNFFTRESLAAIERRIAEEKAKNPKP----DKKD-DDENGPKPNSDLEAGKNLP 
Nav1.2 1    ---MAQSVLVPPGPDSFRFFTRESLAAIEQRIAEEKAKRPKQ----ERKDEDDENGPKPNSDLEAGKSLP 
Nav1.3 1    ---MAQALLVPPGPESFRLFTRESLAAIEKRAAEEKAKKPKK----EQDN-DDENKPKPNSDLEAGKNLP 
Nav1.4 1    MARPSLCTLVPLGPECLRPFTRESLAAIEQRAVEEEARLQRN----KQME-IEEPERKPRSDLEAGKNLP 
Nav1.5 1    ----MANFLLPRGTSSFRRFTRESLAAIEKRMAEKQARGSTTLQE-SREGLPEEEAPRPQLDLQASKKLP 
Nav1.6 1    ---MAARLLAPPGPDSFKPFTPESLANIERRIAESKLKKPPKADGSHRED-DEDSKPKPNSDLEAGKSLP 
Nav1.7 1    -----MAMLPPPGPQSFVHFTKQSLALIEQRIAERKSKEPKE----EKKD-DDEEAPKPSSDLEAGKQLP 
Nav1.8 1    ----MEFPIGSLETNNFRRFTPESLVEIEKQIAAKQGTKKAREK--HREQKDQEEKPRPQLDLKACNQLP 
Nav1.9 1    MDDRCYPVIFPDERN-FRPFTSDSLAAIEKRIAIQKEKKKSK----DQTG--EVPQPRPQLDLKASRKLP 
 
Nav1.1 63   FIYGDIPPEMVSEPLEDLDPYYINKKTFIVLNKGKAIFRFSATSALYILTPFNPLRKIAIKILVHSLFSM 
Nav1.2 64   FIYGDIPPEMVSVPLEDLDPYYINKKTFIVLNKGKAISRFSATPALYILTPFNPIRKLAIKILVHSLFNM 
Nav1.3 63   FIYGDIPPEMVSEPLEDLDPYYINKKTFIVMNKGKAIFRFSATSALYILTPLNPVRKIAIKILVHSLFSM 
Nav1.4 66   MIYGDPPPEVIGIPLEDLDPYYSNKKTFIVLNKGKAIFRFSATPALYLLSPFSVVRRGAIKVLIHALFSM 
Nav1.5 66   DLYGNPPQELIGEPLEDLDPFYSTQKTFIVLNKGKTIFRFSATNALYVLSPFHPIRRAAVKILVHSLFNM 
Nav1.6 67   FIYGDIPQGLVAVPLEDFDPYYLTQKTFVVLNRGKTLFRFSATPALYILSPFNLIRRIAIKILIHSVFSM 
Nav1.7 61   FIYGDIPPGMVSEPLEDLDPYYADKKTFIVLNKGKTIFRFNATPALYMLSPFSPLRRISIKILVHSLFSM 
Nav1.8 65   KFYGELPAELIGEPLEDLDPFYSTHRTFMVLNKGRTISRFSATRALWLFSPFNLIRRTAIKVSVHSWFSL 
Nav1.9 64   KLYGDIPRELIGKPLEDLDPFYRNHKTFMVLNRKRTIYRFSAKHALFIFGPFNSIRSLAIRVSVHSLFSM 
 
Nav1.1 133  LIMCTILTNCVFMTMSNPPDWTKN----VEYTFTGIYTFESLIKIIARGFCLEDFTFLRDPWNWLDFTVI 
Nav1.2 134  LIMCTILTNCVFMTMSNPPDWTKN----VEYTFTGIYTFESLIKILARGFCLEDFTFLRDPWNWLDFTVI 
Nav1.3 133  LIMCTILTNCVFMTLSNPPDWTKN----VEYTFTGIYTFESLIKILARGFCLEDFTFLRDPWNWLDFSVI 
Nav1.4 136  FIMITILTNCVFMTMSDPPPWSKN----VEYTFTGIYTFESLIKILARGFCVDDFTFLRDPWNWLDFSVI 
Nav1.5 136  LIMCTILTNCVFMAQHDPPPWTKY----VEYTFTAIYTFESLVKILARGFCLHAFTFLRDPWNWLDFSVI 
Nav1.6 137  IIMCTILTNCVFMTFSNPPDWSKN----VEYTFTGIYTFESLVKIIARGFCIDGFTFLRDPWNWLDFSVI 
Nav1.7 131  LIMCTILTNCIFMTMNNPPDWTKN----VEYTFTGIYTFESLVKILARGFCVGEFTFLRDPWNWLDFVVI 
Nav1.8 135  FITVTILVNCVCMTRTDLPE---K----IEYVFTVIYTFEALIKILARGFCLNEFTYLRDPWNWLDFSVI 
Nav1.9 134  FIIGTVIINCVFMATGPAKNSNSNNTDIAECVFTGIYIFEALIKILARGFILDEFSFLRDPWNWLDSIVI 
 
Nav1.1 199  TFAYVTEFVDLG-NVSALRTFRVLRALKTISVIPGLKTIVGALIQSVKKLSDVMILTVFCLSVFALIGLQ 
Nav1.2 200  TFAYVTEFVDLG-NVSALRTFRVLRALKTISVIPGLKTIVGALIQSVKKLSDVMILTVFCLSVFALIGLQ 
Nav1.3 199  VMAYVTEFVSLG-NVSALRTFRVLRALKTISVIPGLKTIVGALIQSVKKLSDVMILTVFCLSVFALIGLQ 
Nav1.4 202  MMAYLTEFVDLG-NISALRTFRVLRALKTITVIPGLKTIVGALIQSVKKLSDVMILTVFCLSVFALVGLQ 
Nav1.5 202  IMAYTTEFVDLG-NVSALRTFRVLRALKTISVISGLKTIVGALIQSVKKLADVMVLTVFCLSVFALIGLQ 
Nav1.6 203  MMAYITEFVNLG-NVSALRTFRVLRALKTISVIPGLKTIVGALIQSVKKLSDVMILTVFCLSVFALIGLQ 
Nav1.7 197  VFAYLTEFVNLG-NVSALRTFRVLRALKTISVIPGLKTIVGALIQSVKKLSDVMILTVFCLSVFALIGLQ 
Nav1.8 198  TLAYVGTAIDLR-GISGLRTFRVLRALKTVSVIPGLKVIVGALIHSVKKLADVTILTIFCLSVFALVGLQ 
Nav1.9 204  GIAIVSYIPGITIKLLPLRTFRVFRALKAISVVSRLKVIVGALLRSVKKLVNVIILTFFCLSIFALVGQQ 
 
Nav1.1 268  LFMGNLRNKCIQWPP----TNASLEEHSIE-KNITVNYNGTLINE----------------TVFEFDWKS 
Nav1.2 269  LFMGNLRNKCLQWPP----DNSSFEINITSFFNNSLDGNGTTFNR----------------TVSIFNWDE 
Nav1.3 268  LFMGNLRNKCLQWPP----SDSAFETNTTSYFNGTMDSNGTFVNV----------------TMSTFNWKD 
Nav1.4 271  LFMGNLRQKCVRWPPPFNDTNTTWYSNDTWYGNDTWYGNEMWYGNDSWYANDTWNSHASWATNDTFDWDA 
Nav1.5 271  LFMGNLRHKCVR---------------------NFTALNGTNGSV----------------EADGLVWES 
Nav1.6 272  LFMGNLRNKCVVWP---------------------INFNESYLEN----------------GTKGFDWEE 
Nav1.7 266  LFMGNLKHKC---------------------FRNSLENNETLESI----------------MNTLESEED 
Nav1.8 267  LFKGNLKNKCVK--------------------------NDMAVNE----------------TTNYSSHRK 
Nav1.9 274  LFMGSLNLKCISRD-----------------------------------------------CKNISNPEA 
 
Nav1.1 316  ---YIQDSRYHYFLEGFLDALLCGNSSDAGQCPEGYMCVKAGRNPNYGYTSFDTFSWAFLSLFRLMTQDF 
Nav1.2 318  ---YIEDKSHFYFLEGQNDALLCGNSSDAGQCPEGYICVKAGRNPNYGYTSFDTFSWAFLSLFRLMTQDF 
Nav1.3 317  ---YIGDDSHFYVLDGQKDPLLCGNGSDAGQCPEGYICVKAGRNPNYGYTSFDTFSWAFLSLFRLMTQDY 
Nav1.4 340  ---YISDEGNFYFLEGSNDALLCGNSSDAGHCPEGYECIKTGRNPNYGYTSYDTFSWAFLALFRLMTQDY 
Nav1.5 304  LDLYLSDPENYLLKNGTSDVLLCGNSSDAGTCPEGYRCLKAGENPDHGYTSFDSFAWAFLALFRLMTQDC 
Nav1.6 304  ---YINNKTNFYTVPGMLEPLLCGNSSDAGQCPEGYQCMKAGRNPNYGYTSFDTFSWAFLALFRLMTQDY 
Nav1.7 298  ---F---RKYFYYLEGSKDALLCGFSTDSGQCPEGYTCVKIGRNPDYGYTSFDTFSWAFLALFRLMTQDY 
Nav1.8 295  PDIYINKR-------GTSDPLLCGNGSDSGHCPDGYICLKTSDNPDFNYTSFDSFAWAFLSLFRLMTQDS 
Nav1.9 296  ---Y---DHCFEKKENSPEFKMCGIWMGNSACSIQYECKHTKINPDYNYTNFDNFGWSFLAMFRLMTQDS 
 
 

DI 



Nav1.1 384  WENLYQLTLRAAGKTYMIFFVLVIFLGSFYLINLILAVVAMAYEEQNQATLEEAEQKEAEFQQMIEQLKK 
Nav1.2 386  WENLYQLTLRAAGKTYMIFFVLVIFLGSFYLINLILAVVAMAYEEQNQATLEEAEQKEAEFQQMLEQLKK 
Nav1.3 385  WENLYQLTLRAAGKTYMIFFVLVIFLGSFYLVNLILAVVAMAYEEQNQATLEEAEQKEAEFQQMLEQLKK 
Nav1.4 408  WENLFQLTLRAAGKTYMIFFVVIIFLGSFYLINLILAVVAMAYAEQNEATLAEDKEKEEEFQQMLEKFKK 
Nav1.5 374  WERLYQQTLRSAGKIYMIFFMLVIFLGSFYLVNLILAVVAMAYEEQNQATIAETEEKEKRFQEAMEMLKK 
Nav1.6 372  WENLYQLTLRAAGKTYMIFFVLVIFVGSFYLVNLILAVVAMAYEEQNQATLEEAEQKEAEFKAMLEQLKK 
Nav1.7 363  WENLYQQTLRAAGKTYMIFFVVVIFLGSFYLINLILAVVAMAYEEQNQANIEEAKQKELEFQQMLDRLKK 
Nav1.8 358  WERLYQQTLRTSGKIYMIFFVLVIFLGSFYLVNLILAVVTMAYEEQNQATTDEIEAKEKKFQEALEMLRK 
Nav1.9 361  WEKLYQQTLRTTGLYSVFFFIVVIFLGSFYLINLTLAVVTMAYEEQNKNVAAEIEAKEKMFQEAQQLLKE 
 
Nav1.1 454  QQEAAQQAATATAS----EHSREPSAAGRL---SDSSSEASKLSSKSAKERRNRRKKRKQKEQSGGEEKD 
Nav1.2 456  QQEEAQAAAAAASA----E-SRDFSGAGGIGVFSESSSVASKLSSKSEKELKNRRKKKKQKEQSGEEEKN 
Nav1.3 455  QQEEAQAVAAASAA------SRDFSGIGGLGELLESSSEASKLSSKSAKEWRNRRKKRRQREHLEGNNKG 
Nav1.4 478  HQEELEKAKAAQAL-------------------------------------------------EGGEADG 
Nav1.5 444  EHEALTIRGVDTVS--------------------RSSLEMSPLAPVNSHERRSKRRKR----MSSGTEEC 
Nav1.6 442  QQEEAQAAAMATSAGTVSEDAIEEEGEEGGGS-PRSSSEISKLSSKSAKERRNRRKKRKQKELSEGEEKG 
Nav1.7 433  EQEEAEAIAAAAAE----YTSIRRSRIMGL---SESSSETSKLSSKSAKERRNRRKKKNQKKLSSGEEKG 
Nav1.8 428  EQEVLAALGIDTTS--------------------LHSHNGSPLTSKNASERRHRIKPR----VSEGSTED 
Nav1.9 431  EKEALVAMGIDRSS--------------------LTSLETSYFTPKKRKLFGNKKRKS------------ 
 
Nav1.1 517  E-DEFQKSESEDSIRRKGFRFSIEGNRLTYEKRYSSPHQSLLSIRGSLFSPRRNSRTSLFSFR--GRAKD 
Nav1.2 520  --DRVRKSESEDSIRRKGFRFSLEGSRLTYEKRFSSPHQSLLSIRGSLFSPRRNSRASLFSFR--GRAKD 
Nav1.3 519  ERDSFPKSESEDSVKRSSFLFSMDGNRLTSDKKFCSPHQSLLSIRGSLFSPRRNSKTSIFSFR--GRAKD 
Nav1.4 499  D--------------------------------------------------------------------- 
Nav1.5 490  GEDRLPKSDSEDGPR-------------------AMNHLSLTRGLSRTSMKPRSSRGSIFTFR----RRD 
Nav1.6 511  DPEKVFKSESEDGMRRKAFRLP--DNRIG--RKFSIMNQSLLSIPGSPFLSRHNSKSSIFSFRGPGRFRD 
Nav1.7 496  DAEKLSKSESEDSIRRKSFHLGVEGHRRAHEKRLSTPNQSPLSIRGSLFSARRSSRTSLFSFK--GRGRD 
Nav1.8 473  --NKSPRSDPYNQRR--------------------------MSFLGLASGKRRASHGSVFHFR--SPGRD 
Nav1.9 468  -----------------------------------------------------------FFLRESGKDQP 
 
Nav1.1 584  VGSENDFADDEHSTFEDNESRRDSLFVPRRHGERRN-----SNLSQTSRSSRMLAVFPANGKMHSTVDCN 
Nav1.2 587  IGSENDFADDEHSTFEDNDSRRDSLFVPHRHGERRH-----SNVSQASRASRVLPILPMNGKMHSAVDCN 
Nav1.3 587  VGSENDFADDEHSTFEDSESRRDSLFVPHRHGERRN-----SNVSQASMSSRMVPGLPANGKMHSTVDCN 
Nav1.4 499  ---------------------------------------------------------PAHGK-----DCN 
Nav1.5 537  LGSEADFADDENSTAGESESHHTSLLVPWPLRR--------TSAQGQPSPGTSAPGHALHGKKNSTVDCN 
Nav1.6 577  PGSENEFADDEHSTVEESEGRRDSLFIPIRARERRSSYSGYSGYSQGSRSSRIFPSLRRSVKRNSTVDCN 
Nav1.7 564  IGSETEFADDEHSIFGDNESRRGSLFVPHRPQERRS-----SNISQASRSP---PMLPVNGKMHSAVDCN 
Nav1.8 514  ISLPEGVTDDGVFP-GDHESHRGSLLLGGGAGQ------------QGPLPRSPLPQPSNPDSRHG----- 
Nav1.9 480  PGSDSD------------------------------------------------------------EDCQ 
 
Nav1.1 649  GVVSLVG-GPSVPTSPVGQLLPEVIIDKPATDDNGTTTETEMRKRRSSSFHVSMDFLEDPSQRQRAMSIA 
Nav1.2 652  GVVSLVG-GPSTLTS-AGQLLPE-----------GTTTETEIRKRRSSSYHVSMDLLEDPTSRQRAMSIA 
Nav1.3 652  GVVSLVG-GPSALTSPTGQLPPE-----------GTTTETEVRKRRLSSYQISMEMLEDSSGRQRAVSIA 
Nav1.4 508  GSLDTSQ-G-------------------------------------------------EKGAPRQSSSGD 
Nav1.5 599  GVVSLLGAGDPEATSPGSHLLRPVMLEHPP--DTTTPSEEPGGPQMLTSQAPCVDGFEEPGARQRALSAV 
Nav1.6 647  GVVSLIG-GPGSHI--GGRLLPE------------ATTEVEIKKKGPGSLLVSMDQLASYGRKDRINSIM 
Nav1.7 626  GVVSLVD-GRSALMLPNGQLLPEVIIDKATSDDSGTTNQIH-KKRRCSSYLLSEDMLNDPNLRQRAMSRA 
Nav1.8 565  --------EDEHQPPPTSELAPG-------------AVDVSAFDAGQKKTFLSAEYLDEPFRAQRAMSVV 
Nav1.9 490  KKPQLLE---------------------------------QTKRLSQNLSLDHFDEHGDPLQRQRALSAV 
 
Nav1.1 718  SILTNT-VEELEESRQKCPPCWYKFSNIFLIWDCSPYWLKVKHVVNLVVMDPFVDLAITICIVLNTLFMA 
Nav1.2 709  SILTNT-MEELEESRQKCPPCWYKFANMCLIWDCCKPWLKVKHLVNLVVMDPFVDLAITICIVLNTLFMA 
Nav1.3 710  SILTNT-MEELEESRQKCPPCWYRFANVFLIWDCCDAWLKVKHLVNLIVMDPFVDLAITICIVLNTLFMA 
Nav1.4 528  SGISDA-MEELEEAHQKCPPWWYKCAHKVLIWNCCAPWLKFKNIIHLIVMDPFVDLGITICIVLNTLFMA 
Nav1.5 667  SVLTSA-LEELEESRHKCPPCWNRLAQRYLIWECCPLWMSIKQGVKLVVMDPFTDLTITMCIVLNTLFMA 
Nav1.6 702  SVVTNTLVEELEESQRKCPPCWYKFANTFLIWECHPYWIKLKEIVNLIVMDPFVDLAITICIVLNTLFMA 
Nav1.7 694  SILTNT-VEELEESRQKCPPWWYRFAHKFLIWNCSPYWIKFKKCIYFIVMDPFVDLAITICIVLNTLFMA 
Nav1.8 615  SIITSV-LEELEESEQKCPPCLTSLSQKYLIWDCCPMWVKLKTILFGLVTDPFAELTITLCIVVNTIFMA 
Nav1.9 527  SILTIT-MKEQEKSQEPCLPCGENLASKYLVWNCCPQWLCVKKVLRTVMTDPFTELAITICIIINTVFLA 
 
 



Nav1.1 787  MEHYPMTDHFNNVLTVGNLVFTGIFTAEMFLKIIAMDPYYYFQEGWNIFDGFIVTLSLVEL--GLANVEG 
Nav1.2 778  MEHYPMTEQFSSVLSVGNLVFTGIFTAEMFLKIIAMDPYYYFQEGWNIFDGFIVSLSLMEL--GLANVEG 
Nav1.3 779  MEHYPMTEQFSSVLTVGNLVFTGIFTAEMVLKIIAMDPYYYFQEGWNIFDGIIVSLSLMEL--GLSNVEG 
Nav1.4 597  MEHYPMTEHFDNVLTVGNLVFTGIFTAEMVLKLIAMDPYEYFQQGWNIFDSIIVTLSLVEL--GLANVQG 
Nav1.5 736  LEHYNMTSEFEEMLQVGNLVFTGIFTAEMTFKIIALDPYYYFQQGWNIFDSIIVILSLMEL--GLSRMSN 
Nav1.6 772  MEHHPMTPQFEHVLAVGNLVFTGIFTAEMFLKLIAMDPYYYFQEGWNIFDGFIVSLSLMEL--SLADVEG 
Nav1.7 763  MEHHPMTEEFKNVLAIGNLVFTGIFAAEMVLKLIAMDPYEYFQVGWNIFDSLIVTLSLVEL--FLADVEG 
Nav1.8 684  MEHHGMSPTFEAMLQIGNIVFTIFFTAEMVFKIIAFDPYYYFQKKWNIFDCIIVTVSLLEL--GVAKKGS 
Nav1.9 596  MEHHKMEASFEKMLNIGNLVFTSIFIAEMCLKIIALDPYHYFRRGWNIFDSIVALLSFADVMNCVLQKRS 
 
Nav1.1 855  LSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKSYKDC----V 
Nav1.2 846  LSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKSYKEC----V 
Nav1.3 847  LSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKSYKEC----V 
Nav1.4 665  LSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKSYKEC----V 
Nav1.5 804  LSVLRSFRLLRVFKLAKSWPTLNTLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKNYSE------ 
Nav1.6 840  LSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKSYKEC----V 
Nav1.7 831  LSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQLFGKSYKEC----V 
Nav1.8 752  LSVLRSFRLLRVFKLAKSWPTLNTLIKIIGNSVGALGNLTIILAIIVFVFALVGKQLLGENYRNN----R 
Nav1.9 666  WPFLRSFRVLRVFKLAKSWPTLNTLIKIIGNSVGALGSLTVVLVIVIFIFSVVGMQLFGRSFNSQKSPKL 
 
Nav1.1 921  CKIASD---CQ-LPRWHMNDFFHSFLIVFRVLCGEWIETMWDCMEV--AGQAMCLTVFMMVMVIGNLVVL 
Nav1.2 912  CKISND---CE-LPRWHMHDFFHSFLIVFRVLCGEWIETMWDCMEV--AGQTMCLTVFMMVMVIGNLVVL 
Nav1.3 913  CKINDD---CT-LPRWHMNDFFHSFLIVFRVLCGEWIETMWDCMEV--AGQTMCLIVFMLVMVIGNLVVL 
Nav1.4 731  CKIALD---CN-LPRWHMHDFFHSFLIVFRILCGEWIETMWDCMEV--AGQAMCLTVFLMVMVIGNLVVL 
Nav1.5 868  LRDSDS---GL-LPRWHMMDFFHAFLIIFRILCGEWIETMWDCMEV--SGQSLCLLVFLLVMVIGNLVVL 
Nav1.6 906  CKINQD---CE-LPRWHMHDFFHSFLIVFRVLCGEWIETMWDCMEV--AGQAMCLIVFMMVMVIGNLVVL 
Nav1.7 897  CKINDD---CT-LPRWHMNDFFHSFLIVFRVLCGEWIETMWDCMEV--AGQAMCLIVYMMVMVIGNLVVL 
Nav1.8 818  KNISAP---HEDWPRWHMHDFFHSFLIVFRILCGEWIENMWACMEV--GQKSICLILFLTVMVLGNLVVL 
Nav1.9 736  CNPTGPTVSC--LRHWHMGDFWHSFLVVFRILCGEWIENMWECMQEANASSSLCVIVFILITVIGKLVVL 
 
Nav1.1 985  NLFLALLLSSFSADNLAAT-DDDNEMNNLQIAVDRMHKGVAYVKRKIYEFIQQS--FIRKQKILDEIKPL 
Nav1.2 976  NLFLALLLSSFSSDNLAAT-DDDNEMNNLQIAVGRMQKGIDFVKRKIREFIQKA--FVRKQKALDEIKPL 
Nav1.3 977  NLFLALLLSSFSSDNLAAT-DDDNEMNNLQIAVGRMQKGIDYVKNKMRECFQKA--FFRKPKVIEIHE-- 
Nav1.4 795  NLFLALLLSSFSADSLAAS-DEDGEMNNLQIAIGRIKLGIGFAKAFLLGLLHGK--ILSPKDIMLSLGEA 
Nav1.5 932  NLFLALLLSSFSADNLTAP-DEDREMNNLQLALARIQRGLRFVKRTTWDFCCGL--LRQRPQKPAALAAQ 
Nav1.6 970  NLFLALLLSSFSADNLAAT-DDDGEMNNLQISVIRIKKGVAWTKLKVHAFMQAH--F--KQREADEVKPL 
Nav1.7 961  NLFLALLLSSFSSDNLTAI-EEDPDANNLQIAVTRIKKGINYVKQTLREFILKA--FSKKPKISREIRQA 
Nav1.8 883  NLFIALLLNSFSADNLTAP-EDDGEVNNLQVALARIQVFGHRTKQALCSFFSRSCPFPQPKAEPELVVKL 
Nav1.9 804  NLFIALLLNSFSNEERNGNLEGEARKTKVQLALDRFRRAFCFVRHTLEHFCHK---WCRKQNLPQQKEVA 
 
Nav1.1 1052 DDLNNKKDSCMSN------HTA-EIGKDLDYLKDVNGTTSGIGTGSSVEKYIIDESDYMSFINNPSLTVT 
Nav1.2 1043 EDLNNKKDSCISN------HTTIEIGKDLNYLKDGNGTTSGI--GSSVEKYVVDESDYMSFINNPSLTVT 
Nav1.3 1041 ---GNKIDSCMSN------NTGIEISKELNYLRDGNGTTSGVGTGSSVEKYVIDENDYMSFINNPSLTVT 
Nav1.4 862  DGAGEAGEAGETA------PEDEKKEPPEEDLKKDNHILNHMGLADGPPSSL--ELDHLNFINNPYLTIQ 
Nav1.5 999  GQLPS----CIATPYSPPPPETEKVPPTRKETRFEEGEQPGQGTPGDPEP------------------VC 
Nav1.6 1035 DELYEKKANCIAN------HTGADIHRNGDFQKNGNGTTSGI--GSSVEKYIIDE-DHMSFINNPNLTVR 
Nav1.7 1028 EDLNTKKENYISN------HTLAEMSKGHNFLKEKD-KISGF--GSSVDKHLMEDSDGQSFIHNPSLTVT 
Nav1.8 952  PLSSSKAENHIAA-------------------NTARGSSGGLQAPRGPRD------EHSDFIANPTVWVS 
Nav1.9 871  GGCAAQSKDIIPL---------------VMEMKRGSETQEELGILTSVPKTLGVRHDWTWLA-------- 
 
Nav1.1 1115 VPIAVGESDFENLNTE------DFSSESDLEESKEKLNESS----------------------------- 
Nav1.2 1105 VPIAVGESDFENLNTE------EFSSESDMEESKEKLN-AT----------------------------- 
Nav1.3 1103 VPIAVGESDFENLNTE------EFSSESELEESKEKLN-AT----------------------------- 
Nav1.4 924  VPIASEESDLEMPTEE------ETDTFSEPEDSKKPPQPLY-DG-------------------------- 
Nav1.5 1047 VPIAVAESDTDDQEED------EENSLGTEEESSKQQESQPVSGGPEAPPDSRTWSQVSATASSEAEASA 
Nav1.6 1096 VPIAVGESDFENLNTE------DVSSESDPEGSKDKLD-DT----------------------------- 
Nav1.7 1089 VPIAPGESDLENMNAE------ELSSDSDSEYSKVRLN-RS----------------------------- 
Nav1.8 997  VPIAEGESDLDDLEDDGGEDAQSFQQEVIPKGQQEQLQQVERCG------DHLTPRSPGTGTSSEDLAPS 
Nav1.9 917  -PLAEEEDDVEFSGED------NAQRITQPEPEQQAYELHQENK---------------KPTSQRVQSVE 
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Nav1.1 1149 ------------------------SSSEGSTVDIGAPVE---EQPVVEPEETLEPEACFTEGCVQRFKCC 
Nav1.2 1138 ------------------------SSSEGSTVDIGAPAE--GEQPEVEPEESLEPEACFTEDCVRKFKCC 
Nav1.3 1136 ------------------------SSSEGSTVDVVLPRE--GEQAETEPEEDLKPEACFTEGCIKKFPFC 
Nav1.4 960  ------------------------NSSVCSTADYKPPEEDPEEQAEENPEGE-QPEECFTEACVQRWPCL 
Nav1.5 1111 SQADWRQQWKAEPQAPGCGETPEDSCSEGSTADMTNTAELLEQIPDLGQDVK-DPEDCFTEGCVRRCPCC 
Nav1.6 1129 ------------------------SSSEGSTIDIKPEVE---EVPVEQPEEYLDPDACFTEGCVQRFKCC 
Nav1.7 1122 ------------------------SSSECSTVDNPLPGE--GEEAEAEPMNSDEPEACFTDGCVWRFSCC 
Nav1.8 1061 LGETWKDESVPQVPAEGVDDT---SSSEGSTVDCLDPEEILRKIPELADDLE-EPDDCFTEGCIRHCPCC 
Nav1.9 966  IDMFSEDEPHLTIQDPRKKSDVTSILSECSTIDL---QDGFGWLPEMVPKK--QPERCLPKGFGCCFPCC 
 
Nav1.1 1193 QINVEEGRGKQWWNLRRTCFRIVEHNWFETFIVFMILLSSGALAFEDIYIDQRKTIKTMLEYADKVFTYI 
Nav1.2 1183 QISIEEGKGKLWWNLRKTCYKIVEHNWFETFIVFMILLSSGALAFEDIYIEQRKTIKTMLEYADKVFTYI 
Nav1.3 1181 QVSTEEGKGKIWWNLRKTCYSIVEHNWFETFIVFMILLSSGALAFEDIYIEQRKTIKTMLEYADKVFTYI 
Nav1.4 1006 YVDISQGRGKKWWTLRRACFKIVEHNWFETFIVFMILLSSGALAFEDIYIEQRRVIRTILEYADKVFTYI 
Nav1.5 1180 AVDTTQAPGKVWWRLRKTCYHIVEHSWFETFIIFMILLSSGALAFEDIYLEERKTIKVLLEYADKMFTYV 
Nav1.6 1173 QVNIEEGLGKSWWILRKTCFLIVEHNWFETFIIFMILLSSGALAFEDIYIEQRKTIRTILEYADKVFTYI 
Nav1.7 1167 QVNIESGKGKIWWNIRKTCYKIVEHSWFESFIVLMILLSSGALAFEDIYIERKKTIKIILEYADKIFTYI 
Nav1.8 1127 KLDTTKSPWDVGWQVRKTCYRIVEHSWFESFIIFMILLSSGSLAFEDYYLDQKPTVKALLEYTDRVFTFI 
Nav1.9 1031 SVDKRKPPWVIWWNLRKTCYQIVKHSWFESFIIFVILLSSGALIFEDVHLENQPKIQELLNCTDIIFTHI 
 
Nav1.1 1263 FILEMLLKWVAYGYQTYFTNAWCWLDFLIVDVSLVSLTANALGYSELGAIKSLRTLRALRPLRALSRFEG 
Nav1.2 1253 FILEMLLKWVAYGFQVYFTNAWCWLDFLIVDVSLVSLTANALGYSELGAIKSLRTLRALRPLRALSRFEG 
Nav1.3 1251 FILEMLLKWVAYGFQTYFTNAWCWLDFLIVDVSLVSLVANALGYSELGAIKSLRTLRALRPLRALSRFEG 
Nav1.4 1076 FIMEMLLKWVAYGFKVYFTNAWCWLDFLIVDVSIISLVANWLGYSELGPIKSLRTLRALRPLRALSRFEG 
Nav1.5 1250 FVLEMLLKWVAYGFKKYFTNAWCWLDFLIVDVSLVSLVANTLGFAEMGPIKSLRTLRALRPLRALSRFEG 
Nav1.6 1243 FILEMLLKWTAYGFVKFFTNAWCWLDFLIVAVSLVSLIANALGYSELGAIKSLRTLRALRPLRALSRFEG 
Nav1.7 1237 FILEMLLKWIAYGYKTYFTNAWCWLDFLIVDVSLVTLVANTLGYSDLGPIKSLRTLRALRPLRALSRFEG 
Nav1.8 1197 FVFEMLLKWVAYGFKKYFTNAWCWLDFLIVNISLISLTAKILEYSEVAPIKALRTLRALRPLRALSRFEG 
Nav1.9 1101 FILEMVLKWVAFGFGKYFTSAWCCLDFIIVIVSVTTLI-------NLMELKSFRTLRALRPLRALSQFEG 
 
Nav1.1 1333 MRVVVNALLGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYHCINTTTGDRF--DIEDVNNHTDCLKLI 
Nav1.2 1323 MRVVVNALLGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYHCINYTTGEMF--DVSVVNNYSECKALI 
Nav1.3 1321 MRVVVNALVGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYHCVNMTTGNMF--DISDVNNLSDCQAL- 
Nav1.4 1146 MRVVVNALLGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYYCINTTTSERF--DISEVNNKSECESLM 
Nav1.5 1320 MRVVVNALVGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFGRCINQTEGDLPL-NYTIVNNKSQCESLN 
Nav1.6 1313 MRVVVNALVGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKYHYCFNETSEIRF--EIEDVNNKTECEKLM 
Nav1.7 1307 MRVVVNALIGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFYECINTTDGSRF--PASQVPNRSECFALM 
Nav1.8 1267 MRVVVDALVGAIPSIMNVLLVCLIFWLIFSIMGVNLFAGKFWRCINYTDGEFSLVPLSIVNNKSDCKIQN 
Nav1.9 1164 MKVVVNALIGAIPAILNVLLVCLIFWLVFCILGVYFFSGKFGKCINGTDSVI---NYTIITNKSQCES-- 
 
Nav1.1 1401 ERNET-ARWKNVKVNFDNVGFGYLSLLQVATFKGWMDIMYAAVDSRNVELQPKYEESLYMYLYFVIFIIF 
Nav1.2 1391 ESNQT-ARWKNVKVNFDNVGLGYLSLLQVATFKGWMDIMYAAVDSRNVELQPKYEDNLYMYLYFVIFIIF 
Nav1.3 1387 --GKQ-ARWKNVKVNFDNVGAGYLALLQVATFKGWMDIMYAAVDSRDVKLQPVYEENLYMYLYFVIFIIF 
Nav1.4 1214 HTGQ--VRWLNVKVNYDNVGLGYLSLLQVATFKGWMDIMYAAVDSREKEEQPQYEVNLYMYLYFVIFIIF 
Nav1.5 1389 LTGE--LYWTKVKVNFDNVGAGYLALLQVATFKGWMDIMYAAVDSRGYEEQPQWEYNLYMYIYFVIFIIF 
Nav1.6 1381 EGNNTEIRWKNVKINFDNVGAGYLALLQVATFKGWMDIMYAAVDSRKPDEQPKYEDNIYMYIYFVIFIIF 
Nav1.7 1375 NVSQN-VRWKNLKVNFDNVGLGYLSLLQVATFKGWTIIMYAAVDSVNVDKQPKYEYSLYMYIYFVVFIIF 
Nav1.8 1337 STGS--FFWVNVKVNFDNVAMGYLALLQVATFKGWMDIMYAAVDSREVNMQPKWEDNVYMYLYFVIFIIF 
Nav1.9 1228 --GN--FSWINQKVNFDNVGNAYLALLQVATFKGWMDIIYAAVDSTEKEQQPEFESNSLGYIYFVVFIIF 
 
Nav1.1 1470 GSFFTLNLFIGVIIDNFNQQKKKFGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPGNKFQGMVFDFVT 
Nav1.2 1460 GSFFTLNLFIGVIIDNFNQQKKKFGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPANKFQGMVFDFVT 
Nav1.3 1455 GSFFTLNLFIGVIIDNFNQQKKKFGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPANKFQGMVFDFVT 
Nav1.4 1282 GSFFTLNLFIGVIIDNFNQQKKKLGGKDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPQNKIQGMVYDLVT 
Nav1.5 1457 GSFFTLNLFIGVIIDNFNQQKKKLGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPLNKYQGFIFDIVT 
Nav1.6 1451 GSFFTLNLFIGVIIDNFNQQKKKFGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPLNKIQGIVFDFVT 
Nav1.7 1444 GSFFTLNLFIGVIIDNFNQQKKKLGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPGNKIQGCIFDLVT 
Nav1.8 1405 GGFFTLNLFVGVIIDNFNQQKKKLGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPLNKFQGFVFDIVT 
Nav1.9 1295 GSFFTLNLFIGVIIDNFNQQQKKLGGQDIFMTEEQKKYYNAMKKLGSKKPQKPIPRPLNKCQGLVFDIVT 
 
 

DIII 

Inact. gate 



Nav1.1 1540 RQVFDISIMILICLNMVTMMVETDDQSEYVTTILSRINLVFIVLFTGECVLKLISLRHYYFTIGWNIFDF 
Nav1.2 1530 KQVFDISIMILICLNMVTMMVETDDQSQEMTNILYWINLVFIVLFTGECVLKLISLRYYYFTIGWNIFDF 
Nav1.3 1525 RQVFDISIMILICLNMVTMMVETDDQGKYMTLVLSRINLVFIVLFTGEFVLKLVSLRHYYFTIGWNIFDF 
Nav1.4 1352 KQAFDITIMILICLNMVTMMVETDNQSQLKVDILYNINMIFIIIFTGECVLKMLALRQYYFTVGWNIFDF 
Nav1.5 1527 KQAFDVTIMFLICLNMVTMMVETDDQSPEKINILAKINLLFVAIFTGECIVKLAALRHYYFTNSWNIFDF 
Nav1.6 1521 QQAFDIVIMMLICLNMVTMMVETDTQSKQMENILYWINLVFVIFFTCECVLKMFALRHYYFTIGWNIFDF 
Nav1.7 1514 NQAFDISIMVLICLNMVTMMVEKEGQSQHMTEVLYWINVVFIILFTGECVLKLISLRHYYFTVGWNIFDF 
Nav1.8 1475 RQAFDITIMVLICLNMITMMVETDDQSEEKTKILGKINQFFVAVFTGECVMKMFALRQYYFTNGWNVFDF 
Nav1.9 1365 SQIFDIIIISLIILNMISMMAESYNQPKAMKSILDHLNWVFVVIFTLECLIKIFALRQYYFTNGWNLFDC 
 
Nav1.1 1610 VVVILSIVGMFLAELIEKY--FVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.2 1600 VVVILSIVGMFLAELIEKY--FVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.3 1595 VVVILSIVGMFLAEMIEKY--FVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.4 1422 VVVILSIVGLALSDLIQKY--FVSPTLFRVIRLARIGRVLRLIRGAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.5 1597 VVVILSIVGTVLSDIIQKY--FFSPTLFRVIRLARIGRILRLIRGAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.6 1591 VVVILSIVGMFLADIIEKY--FVSPTLFRVIRLARIGRILRLIKGAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.7 1584 VVVIISIVGMFLADLIETY--FVSPTLFRVIRLARIGRILRLVKGAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.8 1545 IVVVLSIASLIFSAILKSLQSYFSPTLFRVIRLARIGRILRLIRAAKGIRTLLFALMMSLPALFNIGLLL 
Nav1.9 1435 VVVLLSIVSTMISTLENQEHIPFPPTLFRIVRLARIGRILRLVRAARGIRTLLFALMMSLPSLFNIGLLL 
 
Nav1.1 1678 FLVMFIYAIFGMSNFAYVKREVGIDDMFNFETFGNSMICLFQITTSAGWDGLLAPILNSKPPDCDPNKVN 
Nav1.2 1668 FLVMFIYAIFGMSNFAYVKREVGIDDMFNFETFGNSMICLFQITTSAGWDGLLAPILNSGPPDCDPDKDH 
Nav1.3 1663 FLVMFIYAIFGMSNFAYVKKEAGIDDMFNFETFGNSMICLFQITTSAGWDGLLAPILNSAPPDCDPDTIH 
Nav1.4 1490 FLVMFIYSIFGMSNFAYVKKESGIDDMFNFETFGNSIICLFEITTSAGWDGLLNPILNSGPPDCDPNLEN 
Nav1.5 1665 FLVMFIYSIFGMANFAYVKWEAGIDDMFNFQTFANSMLCLFQITTSAGWDGLLSPILNTGPPYCDPTLPN 
Nav1.6 1659 FLVMFIFSIFGMSNFAYVKHEAGIDDMFNFETFGNSMICLFQITTSAGWDGLLLPILN-RPPDCSLDKEH 
Nav1.7 1652 FLVMFIYAIFGMSNFAYVKKEDGINDMFNFETFGNSMICLFQITTSAGWDGLLAPILNSKPPDCDPKKVH 
Nav1.8 1615 FLVMFIYSIFGMSSFPHVRWEAGIDDMFNFQTFANSMLCLFQITTSAGWDGLLSPILNTGPPYCDPNLPN 
Nav1.9 1505 FLIMFIYAILGMNWFSKVNPESGIDDIFNFKTFASSMLCLFQISTSAGWDSLLSPMLRSKES-CNSSSEN 
 
Nav1.1 1748 PGSSVKGDCGNPSVGIFFFVSYIIISFLVVVNMYIAVILENFSVATEESAEPLSEDDFEMFYEVWEKFDP 
Nav1.2 1738 PGSSVKGDCGNPSVGIFFFVSYIIISFLVVVNMYIAVILENFSVATEESAEPLSEDDFEMFYEVWEKFDP 
Nav1.3 1733 PGSSVKGDCGNPSVGIFFFVSYIIISFLVVVNMYIAVILENFSVATEESAEPLSEDDFEMFYEVWEKFDP 
Nav1.4 1560 PGTSVKGDCGNPSIGICFFCSYIIISFLIVVNMYIAIILENFNVATEESSEPLGEDDFEMFYETWEKFDP 
Nav1.5 1735 SNGS-RGDCGSPAVGILFFTTYIIISFLIVVNMYIAIILENFSVATEESTEPLSEDDFDMFYEIWEKFDP 
Nav1.6 1728 PGSGFKGDCGNPSVGIFFFVSYIIISFLIVVNMYIAIILENFSVATEESADPLSEDDFETFYEIWEKFDP 
Nav1.7 1722 PGSSVEGDCGNPSVGIFYFVSYIIISFLVVVNMYIAVILENFSVATEESTEPLSEDDFEMFYEVWEKFDP 
Nav1.8 1685 SNGT-RGDCGSPAVGIIFFTTYIIISFLIMVNMYIAVILENFNVATEESTEPLSEDDFDMFYETWEKFDP 
Nav1.9 1573 --------CHLPGIATSYFVSYIIISFLIVVNMYIAVILENFNTATEESEDPLGEDDFDIFYEVWEKFDP 
 
Nav1.1 1818 DATQFMEFEKLSQFAAALEPPLNLPQPNKLQLIAMDLPMVSGDRIHCLDILFAFTKRVLGESGEMDALRI 
Nav1.2 1808 DATQFIEFAKLSDFADALDPPLLIAKPNKVQLIAMDLPMVSGDRIHCLDILFAFTKRVLGESGEMDALRI 
Nav1.3 1803 DATQFIEFSKLSDFAAALDPPLLIAKPNKVQLIAMDLPMVSGDRIHCLDILFAFTKRVLGESGEMDALRI 
Nav1.4 1630 DATQFIAYSRLSDFVDTLQEPLRIAKPNKIKLITLDLPMVPGDKIHCLDILFALTKEVLGDSGEMDALKQ 
Nav1.5 1804 EATQFIEYSVLSDFADALSEPLRIAKPNQISLINMDLPMVSGDRIHCMDILFAFTKRVLGESGEMDALKI 
Nav1.6 1798 DATQFIEYCKLADFADALEHPLRVPKPNTIELIAMDLPMVSGDRIHCLDILFAFTKRVLGDSGELDILRQ 
Nav1.7 1792 DATQFIEFSKLSDFAAALDPPLLIAKPNKVQLIAMDLPMVSGDRIHCLDILFAFTKRVLGESGEMDSLRS 
Nav 1.8 1754 EATQFITFSALSDFADTLSGPLRIPKPNRNILIQMDLPLVPGDKIHCLDILFAFTKNVLGESGELDSLKA 
Nav1.9 1636 EATQFIKYSALSDFADALPEPLRVAKPNKYQFLVMDLPMVSEDRLHCMDILFAFTARVLGGSDGLDSMKA 
 
Nav1.1 1888 QMEERFMASNPSKVSYQPITTTLKRKQEEVSAVIIQRAYRRHLLKRTVKQASFTYNKNKIKG--GANLLI 
Nav1.2 1878 QMEERFMASNPSKVSYEPITTTLKRKQEEVSAIIIQRAYRRYLLKQKVKKVSSIYKKDKGKE--CDGTPI 
Nav1.3 1873 QMEDRFMASNPSKVSYEPITTTLKRKQEEVSAAIIQRNFRCYLLKQRLKNISSNYNKEAIKG--RIDLPI 
Nav1.4 1700 TMEEKFMAANPSKVSYEPITTTLKRKHEEVCAIKIQRAYRRHLLQRSMKQASYMYRHSHDGS--GDDAPE 
Nav1.5 1874 QMEEKFMAANPSKISYEPITTTLRRKHEEVSAMVIQRAFRRHLLQRSLKHASFLFRQQAGSGLSEEDAPE 
Nav1.6 1868 QMEERFVASNPSKVSYEPITTTLRRKQEEVSAVVLQRAYRGHLARR--------------------GFIC 
Nav1.7 1862 QMEERFMSANPSKVSYEPITTTLKRKQEDVSATVIQRAYRRYRLRQNVKNISSIYIKDGDRD---DDLLN 
Nav1.8 1824 NMEEKFMATNLSKSSYEPIATTLRWKQEDISATVIQKAYRSYVLHRSMALSNTPCVPRAEEE--AASLPD 
Nav1.9 1706 MMEEKFMEANPLKKLYEPIVTTTKRKEEERGAAIIQKAFRKYMMKVT-----------------KGDQGD 
 
 

DIV 



Nav1.1 1956 KEDMIIDRI-------NENSIT---EKTDLTMSTAACPPSYDRV-TKPIVEKH----------EQEG--- 
Nav1.2 1946 KEDTLIDKL-------NENSTP---EKTDMTPSTTS-PPSYDSV-TKPEKEKF---EKDKSEKEDKG--- 
Nav1.3 1941 KQDMIIDKL-------NGNSTP---EKTDGSSSTTS-PPSYDSV-TKPDKEKF---EKDKPEKESKG--- 
Nav1.4 1768 KEGLLANTMSKMYGHENGNSSS---PSPEEKGEAGDAGPTMGLMPISPSDTAW---PPAPPPGQTVR--- 
Nav1.5 1944 REGLIAYVM-------SENFSRPLGPPSSSSISSTSFPPSYDSV-TRATSDNLQVRGSDYSHSEDLADFP 
Nav1.6 1918 KKTTSNKLE-------NGGTHR---EKKESTPSTAS-LPSYDSV-TKPEKEKQQRAEEGRRERAKRQ--- 
Nav1.7 1929 KKDMAFDNV-------NENSSP---EKTDATSSTTS-PPSYDSV-TKPDKEKY---EQDRTEKEDKG--- 
Nav1.8 1891 -EGFVAFTA-------NENCVL---PDKSETASATSFPPSYESV-TRGLSDRVNMRTSSSIQNEDEA--- 
Nav1.9 1759 QNDLE-----------NGPHSP---LQTLCNGDLSSFGVAKGKV------------HCD----------- 
 
Nav1.1 2001 ---KDEKAKGK 
Nav1.2 1997 ---KDIRESKK 
Nav1.3 1992 ---KEVRENQK 
Nav1.4 1828 ---PGVKESLV 
Nav1.5 2006 PSPDRDRESIV 
Nav1.6 1972 ---KEVRESKC 
Nav1.7 1980 ---KDSKESKK 
Nav1.8 1946 -TSMELIAPGP 
Nav1.9 1791 ----------- 
 

 

 


