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     source          1..1237
                     /organism="Sweet potato virus G"
                     /mol_type="genomic RNA"
                     /isolate="LSU-1"
                     /db_xref="taxon:46619"
     CDS             <1..>1237
                     /note="contains coat protein and nuclear inclusion
                     protein"
                     /codon_start=2
                     /product="polyprotein"
                     /protein_id="AAO21216.1"
                     /translation="STVVDNTLMVVLAMTYSLEKVGIKGEEQDEVCVYFANGDDLLIA
                     IEPTHEWVLDTLQVSFKELGLNYDFSTRCKERSDLWFMSHQGIERDGTFIPKLEPERI
                     VSILEWDRSHEPVHRLEAICAAMVEAWGYDELLARIRRFYAWILDQAPYSELAHQGKA
                     PYIAESALKTLYTNIAPTNMELSEYARVLSQMYEDSLTNFEDNNVHHQSAEEIYDAGK
                     TGNTGRGRGRGTVPPPPPTPGAPRTGDLPPAVQTGPLPPGAASKPPIIEEIPQPESPR
                     TKALREARGKAPATIPDSRGVDTSQIPSFTPGRDQTMTPTPQRTSTGARDRDVNAGTV
                     GTFIVPRLQITHSKKRAPMANGRIVVNLDHFTIYDPEQTNLSNTRATQEQFNAWYEGV
                     REDYGVNDEQMGILLNGLMV"
ORIGIN      
[bookmark: sequence_AY178991.1]        1 ttcaacagtt gttgacaaca cactcatggt tgtactagct atgacgtatt cacttgagaa
       61 agtgggaatc aaaggtgagg agcaagacga ggtttgcgtc tacttcgcta atggtgacga
      121 tttgctcata gcaattgaac caacccatga gtgggtactt gacacattgc aagtaagctt
      181 caaagaactg ggacttaatt atgacttttc gacaagatgc aaagagagaa gtgatctttg
[bookmark: _GoBack]      241 gtttatgtct catcaaggaa tagaaagaga tggcacattc atacctaaac ttgaaccaga
      301 gaggatcgtc tcaattttag aatgggatag gtcacatgaa ccagttcaca ggctagaggc
      361 tatatgtgcc gcaatggttg aggcttgggg ttatgatgaa ctactcgcaa ggattagaag
      421 attttacgct tggatccttg atcaagcacc atatagtgaa ttggcgcatc aaggaaaagc
      481 accctacata gctgagtcag ctctgaagac actatataca aatatagctc caacaaacat
      541 ggaactatca gagtatgcac gagttctatc acaaatgtat gaagactctc tgacaaattt
      601 tgaggataac aacgtgcatc atcagtctgc tgaagagata tacgatgcag gaaaaacagg
      661 aaacacagga aggggaagag gacgaggtac tgtgcctccg ccgccgccaa cccctggggc
      721 accaagaaca ggtgacctgc ctccagcagt gcagacagga ccattaccac caggtgcagc
      781 ctcaaaacca cctatcattg aggaaattcc gcagccagag tcaccgagaa cgaaggcatt
      841 gcgggaagcg agagggaaag ctccagcaac aattccagat agtagagggg ttgatacatc
      901 acaaataccg agtttcacac caggtagaga ccaaacaatg acaccaaccc ctcaaagaac
      961 aagcactgga gcgagagata gagatgtgaa tgctggtacg gttggaactt tcatagtgcc
     1021 acggctccag ataacacata gtaagaaaag agcaccaatg gcaaatggaa gaatagtagt
     1081 caatcttgac cactttacaa tctatgaccc tgaacaaaca aatctttcaa atactcgagc
     1141 aacacaggaa caatttaatg cttggtacga gggtgtcagg gaagattatg gagtgaatga
     1201 tgagcaaatg gggatattgc tcaacgggtt aatggtt
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