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DEFINITION  Rice tungro bacilliform virus complete genome, isolate West Bengal.
ACCESSION   AJ314596 REGION: 667..1002
VERSION     AJ314596.2
KEYWORDS    ORF P12; ORF P194; ORF P24; ORF P46.
SOURCE      Rice tungro bacilliform virus
  ORGANISM  Rice tungro bacilliform virus
            Viruses; Riboviria; Pararnavirae; Artverviricota; Revtraviricetes;
            Ortervirales; Caulimoviridae; Tungrovirus; Tungrovirus oryzae.
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[bookmark: feature_AJ314596.2]FEATURES             Location/Qualifiers
     source          1..336
                     /organism="Rice tungro bacilliform virus"
                     /mol_type="genomic DNA"
                     /isolate="West Bengal"
                     /db_xref="taxon:10654"
                     /geo_loc_name="India:West Bengal"
     CDS             <1..4
                     /note="unnamed protein product; ORF P24"
                     /codon_start=2
                     /protein_id="CAC41319.1"
                     /db_xref="InterPro:IPR005037"
                     /db_xref="UniProtKB/TrEMBL:Q91DT5"
                     /translation="IESRLEKLGFLDLAIWGSPKTQKYSLSTENIAFYCYFHKPENTS
                     TTGHNHTFHSDNKQLNTIVDLIVKHAEKTKNIKEELDNYSKLLEKILELKPTKKQIEK
                     LLENQNTINQNFDYIKEQNSQIEKSLRKTNKLEDSINTLLIEIQQARPKEVELRTLKI
                     AEQNSKAIEKFEKEIQDLREILEYLKHQST"
     CDS             1..336
                     /note="unnamed protein product; ORF P12"
                     /codon_start=1
                     /protein_id="CAC41320.1"
                     /db_xref="InterPro:IPR009417"
                     /db_xref="UniProtKB/TrEMBL:Q91DT4"
                     /translation="MSADYPTFKEALEKFKDLESETANKDKFGWVFTLQGIKTTADVN
                     LASKGLVQLYALQEIDKKINNLSAQVGKIPTTSGSSSSAGAIVPAGSNTQGQYKAPPK
                     KGIKRKYPG"
     CDS             333..>336
                     /note="unnamed protein product; ORF P194"
                     /codon_start=1
                     /protein_id="CAC41321.2"
                     /db_xref="GOA:Q91DT3"
                     /db_xref="InterPro:IPR000477"
                     /db_xref="InterPro:IPR001022"
                     /db_xref="InterPro:IPR001878"
                     /db_xref="InterPro:IPR001969"
                     /db_xref="InterPro:IPR013084"
                     /db_xref="UniProtKB/TrEMBL:Q91DT3"
                     /translation="MSLRPFSGTSRTLTQDSASESNIKKGKSSTKRELIEEIDVAKEI
                     ENFDWNKLSGIKSNKLYEKNWQEKAKLKQQSIISAYKEEAISVTTNAFITSLFPNEVI
                     KNVKNQGKLYYHIGMMAIGIKGLHRKKIGTKVMVMFYDDSFGKAKEASIGSIEMDMNA
                     GCGVFYSCPDFAKYIKDLSHLKIGIQTLGYENYEGKNLSIAIKTIGRLTTNIQARYKM
                     NVKDIVEQISSQGITMVAPMEIDSSHLDGNEWNLSKFMTQEGTSRVPSKALIYQNLHG
                     GESLRFSNYSQTKMHDPAEINSDEDEDLKILGEQLNVKMATFQEETLEQKLERIKEEK
                     KQLLAKLEAKKKEIESKSLKMAVIEDDFNPNNEYLDDSYSELEDLEFEQLGLTGWEDL
                     DQESLETEEITEWENPNQVLTREIKAFKSVSEQIEDIFGELLKEHGNYDMALKNLEER
                     YDLKNLEGAKNLEEIAKASTSKMMDVKPVKRPKEEQTAYEDDMRDDWRRKELTTNPEV
                     SSKDRNFERIGGSYKKNFYPSKSEILNLDHVPPQFYYDQIITWEGIVKNEWEARKKDG
                     MDMWSWMDGRITGMVLYLIQDWISKNQAAYNDIKSRGDRPENFVKMVKDRFLIEXPTD
                     ERRTALQRLALRELEALNCEDPVKIQPFMAEYLKKAAEAKKGFDVIYVERLFDRLPEA
                     VGKLIKKEFLDAGNSYEAGIGVAVSYISTWMRLKCIKETEAKTQKKASLAFCRSIYTI
                     GDYKKRKTLKRVTNYNRNKRKNYVRKPNIKRKCRCYICQDENHLANRCPRRYVNQARA
                     SMIEGLEEDIVSIASDDEDYENFFEIIELEEFLSKSGQQDHEHTWETGGKKEKTCDIC
                     DYYTDFNKTIVCKTCEIQYCTTCANQLGIEVEKTYKKSREEELYDELRKTVVNLDLRL
                     TIVEHKLEMNKLQEQFDSLQLSKEPSSSETIKALAMQAKESNFIKTNINRTAGCYVEV
                     KLTFLNNSKITTALIDSGSTHNIICPLLVPEIWVKSLNLDIVMTTIDNSKYSLNRGLH
                     DEVKIQFKEVDESFGIKYSLGQTYVAPKPTGTFIIGHRFMTSEHGSITIHKDYVTIQK
                     TTGIYPTARHELKSEFARKHGGQRPLFSNIPETYNKIPKLYGYKSEIEDKNLLTLIKE
                     LEYLGYIGDDITKNKTNWVCDFKIINPDINITCNTIPYTPADKEVFEKQIKELLDNKL
                     IRKASPTCRHRTAAFVVRNHSEEVAQKPRIVYNYKRLNDNMVTDPFNIPHKISMINLL
                     QRARIFSKFDLKAGFHHMKLKEDFKDWTTFTCSEGLYTWNVCPFGIANAPCAFQRFMQ
                     ESFGDLKFALLYIDDILIASSNEQEHIKHLKLFFTRVKEVGCVLSKKKSKMFLKEVEY
                     LGVEIKEGKISLQPHIVEKIKKFDKSKLSTLKGLQAYLGLLNYARGYIKDLSKLVGPL
                     YKKTGKSGQRTFNKEDWNIIFKIEREVDKIKPLSRPEESDYIIIETDASEEGWGAVLI
                     CKPDKYASKDTEKIAGYASGNFGEKKTWTSLDYEIEAINEALNKFQIYLDRDFTIRTD
                     CEAIVKGIKTEDYKKRSKTRWIKLRDNLLKDGYKPTFEHIKGNKNFLPNFLSREGDFI
                     LKCLQNTTSTIESSDSRSSTIESSDSQSSIKESLDSWTPTKESSDSSCRIKLHPLSSR
                     QKVKGE"
ORIGIN      
[bookmark: sequence_AJ314596.2][bookmark: _GoBack]        1 atgagtgctg attatcctac ctttaaggaa gccttagaaa aatttaagga tttagagtct
       61 gaaacagcaa acaaagataa gtttggctgg gtttttactc ttcaagggat aaaaacaaca
      121 gcagacgtaa atctagcatc taaaggacta gtacaacttt acgctttaca agaaatcgat
      181 aagaaaataa ataatttatc tgcacaagtt ggtaaaatac ctacaactag tggtagcagt
      241 agttcagcag gagccatagt acctgcagga agtaataccc aaggtcagta taaagcacca
      301 cctaagaagg gaattaaaag aaagtatcca ggatga
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