Dengue virus type 2 Jamaica/N.1409, complete genome
[bookmark: OLE_LINK1]GenBank: M20558.1
[bookmark: EntrezSystem2.PEntrez.Nuccore.Sequence_R]FASTA Graphics 
[bookmark: locus_M20558.1]Go to:
LOCUS       DEN2JAMCG                523 bp ss-RNA     linear   VRL 18-MAR-2002
DEFINITION  Dengue virus type 2 Jamaica/N.1409, complete genome.
ACCESSION   M20558 REGION: 10201..10723
VERSION     M20558.1
KEYWORDS    .
SOURCE      dengue virus type 2
  ORGANISM  dengue virus type 2
            Viruses; Riboviria; Orthornavirae; Kitrinoviricota; Flasuviricetes;
            Amarillovirales; Flaviviridae; Orthoflavivirus; Orthoflavivirus
            denguei.
REFERENCE   1  (bases 1 to 523)
  AUTHORS   Deubel,V., Kinney,R.M. and Trent,D.W.
  TITLE     Nucleotide sequence and deduced amino acid sequence of the
            nonstructural proteins of dengue type 2 virus, Jamaica genotype:
            comparative analysis of the full-length genome
  JOURNAL   Virology 165 (1), 234-244 (1988)
   PUBMED   3388770
REFERENCE   2  (bases 1 to 523)
  AUTHORS   Deubel,V.
  TITLE     Direct Submission
  JOURNAL   Submitted (07-SEP-1988) Division of Vector-Borne Viral Diseases,
            Centers for Disease Control, Fort Collins, CO 80522, USA
[bookmark: feature_M20558.1][bookmark: comment_M20558.1]FEATURES             Location/Qualifiers
     source          1..523
                     /organism="dengue virus type 2"
                     /mol_type="genomic RNA"
                     /strain="Jamaica/N.1409"
                     /db_xref="taxon:11060"
                     /clone="P30-VD2; P46-VD3; P93-VD1; P44-VD3; P85-VD3;
                     P1-VD9"
                     /note="DEN2JAM;
                     genotype: Jamaica"
     CDS             <1..72
                     /codon_start=1
                     /product="polyprotein"
                     /protein_id="AAA42942.1"
                     /translation="MNNQRKKARSTPFNMLKRERNRVSTVQQLTKRFSLGMLQGRGPL
                     KLFMALVAFLRFLTIPPTAGILKRWGTIKKSKAINVLRGFRKEIGRMLNILNRRRRTA
                     GVIIMLIPTAMAFHLTTRNGEPHMIVGRQEKGKSLLFKTEDGVNMCTLMAIDLGELCE
                     DTITYKCPLLRQNEPEDIDCWCNSTSTWVTYGTCATTGEHRREKRSVALVPHVGMGLE
                     TRTETWMSSEGAWKHVQRIETWILRHPGFTIMAAILAYTIGTTHFQRALIFILLTAVA
                     PSMTMRCIGISNRDFVEGVSGGSWVDIVLEHGSCVTTMAKNKPTLDFELIKTEAKQPA
                     TLRKYCIEAKLTNTTTESRCPTQGEPSLNEEQDKRFLCKHSMVDRGWGNGCGLFGKGG
                     IVTCAMFTCKKNMEGKVVLPENLEYTIVITPHSGEEHAVGNDTGKHGKEIKITPQSSI
                     TEAELTGYGTVTMECSPRTGLDFNEMVLLQMEDKAWLVHRQWFLDLPLPWLPGADTQG
                     SNWIQKETLVTFKNPHAKKQDVVVLGSQEGAMHTALTGATEIQMSSGNLLFTGHLKCR
                     LRMDKLQLKGMSYSMCTGKFKIVKEIAETQHGTIVIRVQYEGDGSPCKIPFEIMDLEK
                     RHVLGRLITVNPIVTEKDSPVNIEAEPPFGDSYIIIGVEPGQLKLNWFKKGSSIGQMF
                     ETTMRGAKRMAILGDTAWDFGSLGGVFTSIGKALHQVFGAIYGAAFSGVSWTMKILIG
                     VIITWIGMNSRSTSLSVSLVLVGVVTLYLGAMVQADSGCVVSWKNKELKCGSGIFITD
                     NVHTWTEQYKFQPESPSKLASAIQKAHEEGICGIRSVTRLENLMWKQITPELNHILSE
                     NEVKLTIMTGDIKGIMQAGKRSLRPQPTELKYSWKTWGKAKMLSTESHNQTFLIDGPE
                     TAECPNTNRAWNSLEVEDYGFGVFTTNIWLKLREKQDVFCDSKLMSAAIKDNRAVHAD
                     MGYWIESALNDTWKMEKASFIEVKSCHWPKSHTLWSNGVLESEMIIPKNFAGPVSQHN
                     YRPGYHTQTAGPWHLGKLEMDFDFCEGTTVVVTEDCGNRGPSLRTTTASGKLITEWCC
                     RSCTLPPLRYRGEDGCWYGMEIRPLKEKEENLVNSLVTAGHGQIDNFSLGVLGMALFL
                     EEMLRTRVGTKHAILLVAVSFVTLITGNMSFRDLGRVMVMVGATMTDDIGMGVTYLAL
                     LAAFKVRPTFAAGLLLRKLTSKELMMATIGIALLSQSTIPETILELTDALALGMMVLK
                     IVRNMEKYQLAVTIMAILCVPNAVILQNAWKVSCTILAAVSVSPLLLTSSQQKADWIP
                     LALTIKGLNPTAIFLTTLSRTSKKRSWPLNEAIMAVGMVSILASSLLKNDIPMTGPLV
                     AGGLLTVCYVLTGRSADLELERAADVKWEDQAEISGSSPILSITISEDGSMSIKNEEE
                     EQTLTILIRTGLLVISGVFPVSIPITAAAWYLWEVKKQRAGVLWDVPSPPPVGKAELE
                     DGAYRIKQRGILGYSQIGAGVYKEGTFHTMWHVTRGAVLMHKGKRIEPSWADVKKDLI
                     SYGGGWKLEGEWKEGEEVQVLALEPGKNPRAVQTKPGLFKTNTGTIGAVSLDFSPGTS
                     GSPIVDRKGKVVGLYGNGVVTRSGAYVSAIAQTEKSIEDNPEIEDDIFRKKRLTIMDL
                     HPGAGKTKRYLPAIVREAIKRGLRTLILAPTRVVAAEMEEALRGLPIRYQTPAIRAEH
                     TGREIVDLMCHATFTMRLLSPVRVPNYNLIIMDEAHFTDPASIAARGYISTRVEMGEA
                     AGIFMTATPPGSRDPFPQSNAPIMDEEREIPERSWNSGHEWVTDFKGKTVWFVPSIKA
                     GNDIAACLRKNGKKVIQLSRKTFDSEYVKTRANDWDFVVTTDISEMGANFKAERVIDP
                     RRCMKPVILTDGEERVILAGPMPVTHSSAAQRRGRIGRNPKNENDQYIYMGEPLENDE
                     DCAHWKEAKMLLDNINTPEGIIPSMFEPEREKVDAIDGEYRLRGEARKTFVDLMRRGD
                     LPVWLAYRVAAEGINYADRRWCFDGIKNNQILEENVEVEIWTKEGERKKLKPRWLDAR
                     IYSDPLALKEFKEFAAGRKSLTLNLITEMGRLPTFMTQKARDALDNLAVLHTAEAGGR
                     AYNHALSELPETLETLLLLTLLATVTGGIFLFLMSGKGIGKMTLGMCCIITASILLWY
                     AQIQPHWIAASIILEFFLIVLLIPEPEKQRTPQDNQLTYVVIAILTVVAATMANEMGF
                     LEKTKKDLGLGSITTQESESNILDIDLRPASAWTLYAVATTFVTPMLRHSIENSSVNV
                     SLTAIANQATVLMGLGKGWPLSKIHIGVPLLAIGCYSQVNPITLTAALLLLVAHYAII
                     GPGLQAKATREAQKRAAAGIMKNPTVDGITVIDLDPIPYDPKFEKQLGQVMLLILCVT
                     QVLMMRTTWALCEALTLATGPISTLWEGNPGRFWNTTIAVSMANIFRGSYLAGAGLLF
                     SIMKNTTNTRRGTGNIGETLGEKWKSRLNALGKSEFQIYKKSGIQEVDRTLAKEGIKR
                     GETDHHAVSRGSAKLRWFVERNMVTPEGKVVDLGCGRGGWSYYCGGLKNVREVKGLTK
                     GGPGHEEPIPMSTYGWNLVRLQSGVDVFFTPPEKCDTLLCDIGESSPNPTIEAGRTLR
                     VLNLVENWLNNNTQFCIKVLNPYMPSVIEKMETLQRKYGGALVRNPLSRNSTHEMYWV
                     SNASGNIVSSVNMISRMLINRFTMKHKKATYETDVDLGSGTRNIGIESEIPNLDIIGK
                     RIEKIKQEHETSWHYDQDHPYKTWAYHGSYETKQTGSASSMVNGVVRLLTKPWDVVPM
                     VTQMAMTDTTPFGQQRVFKEKVDTRTQEPKEGTKKLMKITAEWLWKELGKKKTPRMCT
                     REEFTRKVRSNAALGAIFTDENKWKSAREAVEDSRFWELVDRERNLHLEGKCETCVYN
                     MMGKREKKLGEFGKAKGSRAIWYMWLGARFLEFEALGFLNEDHWFSRGNSLSGVEGEG
                     LHKLGYILRDVSKKEGGAMYADDTAGWDTRITLEDLKNEEMVTNHMEGEHKKLAEAIF
                     KLTYQNKVVRVQRPTPRGTVMDIISRRDQRGSGQVGTYGLNTFTNMEAQLIRQMEGEG
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                     KVRKDIQQWEPSRGWNDWTQVPFCSHHFHELVMKDGRVLVVPCRNQDELIGRARISQG
                     AGWSLKETACLGKSYAQMWTLMYFHRRDLRLAANAICSAVPSHWVPTSRTTWSIHAKH
                     EWMTTEDMLAVWNRVWIQENPWMEDKTPVESWEEVPYLGKREDQWCGSLIGLTSRATW
                     AKNIQTAINQVRSLIGNEEYTDYMPSMKRFRREEEEAGVLW"
ORIGIN      
[bookmark: sequence_M20558.1]        1 gaatacacag actacatgcc atccatgaag agattcagaa gggaagagga agaggcaggt
       61 gtcctgtggt agaaggcaaa actaacatga aacaaggcta aaagtcaggt cggatcaagc
      121 catagtacgg aaaaaactat gctacctgtg agccccgtcc aaggacgtta aaagaagtca
      181 ggccatcaca aatgccacag cttgagtaaa ctgtgcagcc tgtagctcca cctgagaagg
      241 tgtaaaaaat ctgggaggcc acaaaccatg gaagctgtac gcatggcgta gtggactagc
      301 ggttagagga gacccctccc ttacaaatcg cagcaacaac gggggcccaa ggtgagatga
      361 agctgtagtc tcactggaag gactagaggt tagaggagac ccccccaaaa caaaaaacag
      421 catattgacg ctgggaaaga ccagagatcc tgctgtctcc tcagcatcat tccaggcaca
      481 gaacgccaga aaatggaatg gtgctgttga atcaacaggt tct

