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LOCUS       DQ437587                 731 bp    DNA     linear   VRL 19-AUG-2006
DEFINITION  Variola virus strain Iran 1972 2602 Tabriz, complete genome.
ACCESSION   DQ437587 REGION: 135107..135837
VERSION     DQ437587.1
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     source          1..731
                     /organism="Variola virus"
                     /mol_type="genomic DNA"
                     /strain="Iran 1972 2602 Tabriz"
                     /db_xref="taxon:10255"
     gene            1..507
                     /locus_tag="VARV_IRN72_tbrz_146"
     CDS             1..507
                     /locus_tag="VARV_IRN72_tbrz_146"
                     /note="involved in CEV cell adherence and actin tail
                     formation; similar to VACV-WR-157 and VACV-COP-A34R; IEV
                     and EEV outer membrane lectin-like protein"
                     /codon_start=1
                     /product="glycoprotein"
                     /protein_id="ABG44730.1"
                     /translation="MKSLNRQTVSRFKKLSVPAAIMMILSTIISGIGTFLHYKEELMP
                     SACANGWIQYDKHCYLDTNIKMSTDNAVYQCRKLRARLPRPDTRHLRVLFSIFYKDYW
                     VSLKKTNNKWLDINNDKDIDISKLTNFKQLNSTTDAEACYIYKSGKLVKTVCKSTQSV
                     LCVKRFYK"
     gene            549..731
                     /locus_tag="VARV_IRN72_tbrz_147"
     CDS             549..731
                     /locus_tag="VARV_IRN72_tbrz_147"
                     /note="similar to VACV-WR-158 and VACV-COP-A35R"
                     /codon_start=1
                     /product="hypothetical protein"
                     /protein_id="ABG44731.1"
                     /translation="MDTTFVITPMGMLTITDTLYDDLDISIMDFIGPYIIGNIKTVQI
                     DVRDIKYSDMQKCYFS"
ORIGIN      
[bookmark: sequence_DQ437587.1]        1 atgaaatcgc ttaatagaca aactgtaagt aggtttaaga agttgtcggt gccggccgct
       61 ataatgatga tactctcaac cattattagc ggcataggaa catttctgca ttacaaagaa
      121 gaactgatgc ctagtgcttg cgccaatgga tggatacaat acgataaaca ttgttattta
      181 gatactaaca ttaaaatgtc tacagataat gcggtttatc agtgtcgtaa attacgagcc
      241 agattgccta gaccggatac tagacatcta agagtattgt ttagtatttt ttataaagat
      301 tattgggtaa gtttaaaaaa gaccaataat aaatggttag atattaataa tgataaagat
      361 atagatatta gtaaattaac aaattttaaa caactaaaca gtacaacgga tgctgaagcg
      421 tgttatatat acaagtctgg aaaactggtt aaaacagtat gtaaaagtac tcaatctgta
      481 ctatgtgtta aaagattcta caagtaacaa caaaaaataa aataataata agtccttaac
      541 gaacgttgat ggacaccacg tttgttatta ctccaatggg tatgctgact ataacagata
      601 cattatatga tgatctcgat atctcaataa tggactttat aggaccatac attataggta
      661 acataaaaac tgtccaaata gatgtacggg atataaaata ttccgacatg caaaaatgct
      721 actttagcta a
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