LOCUS       BTVNS1TUBA
              1769 bp ss-RNA     linear   VRL
 09-AUG-1993   

DEFINITION  Bluetongue virus type 13 nonstructural NS1 tubule protein mRNA,   complete cds.

ACCESSION   M97762

VERSION     M97762
.1
  GI:210866

KEYWORDS    nonstructural protein NS1; tubule protein.

SOURCE      Bluetongue virus 13

  ORGANISM  Bluetongue virus 13

            Viruses; dsRNA viruses; Reoviridae; Sedoreovirinae; Orbivirus.

REFERENCE   1  (bases 1 to 1769)

  AUTHORS   Hwang,G.Y., Chiou,J.F., Yang,Y.Y. and Li,J.K.

  TITLE     High-sequence conservation among the United States bluetongue

            viruses cognate M2 genes which encode the nonstructural NS1 tubule

            protein

  JOURNAL   Virology 192 (1), 321-327 (1993)

   PUBMED   8390758

COMMENT     Original source text: Bluetongue virus type 13 cDNA to genomic RNA.

FEATURES             Location/Qualifiers

     source
          1..1769

                     /organism="Bluetongue virus 13"

                     /mol_type="unassigned RNA"

                     /db_xref="taxon:35330"

                     /note="13"

     gene
            35..1693

                     /gene="NS1"

     CDS 
            35..1693

                     /gene="NS1"

                     /codon_start=1

                     /product="tubule protein"

                     /protein_id="AAA02484.1"


                     /db_xref="GI:210867"

                     /translation="MERFLRKYNISGDYANATRTFLAISPQWTCSHLKRNCLFNGMCV

                     KQHFERAMIAATDAEEPAKAYKLVELAKEAMYDRETVWLQCFKSFSQPYEEDVEGKMK

                     RCGAQLLEDYRKSGMMDEAVKQSALVNSERIRLDDSLSAMPYIYVPINNGQIVNPTFI

                     SRYRQIAYYFYNPDAADDWIDPNLFGIRGQHNQIKREVERQINTCPYTGYRGRVFQVM

                     FLPIQLINFLRMDDFAKHFNRYASMAIQQYLRVGYAEEIRYVQQLFGKVPTGEFPLHQ

                     MMLMRRDLPTRDRSIVEARVRRSGDENWQSWLLPMIIIREGLDHQDRWEWFIDYMDRK

                     HTCQLCYLKHSKQIPACSVIDVRASELTGCSPFKMVKIEEHVGNDSVFKTKLVRDEQI

                     GRIGDHYYTTNCYTGAEALITTAIHIHRWIRGSGIWNDEGWQEGIFMLGRVLLRWELT

                     KAQRSALLRLFCFVCYGYAPRADGTIPDWNNLGNFLDIILKGPELSEDEDERAYATMF

                     EMVRCIITLCYAEKVHFAGFAAPACEGGEVINLAARMSQMWMEY"


ORIGIN      

        1 gttaaaaaag ttctctagtt ggcaaccacc aaacatggag cgctttttga gaaaatacaa

       61 tatcagtggg gattacgcaa atgccacgag aacttttttg gctatttcac ctcaatggac

      121 ttgcagccac ttaaaaagga attgtctatt taatggaatg tgcgtcaagc agcattttga

      181 gagagcgatg atcgcggcaa ctgatgcgga ggagccggcg aaagcataca aattggttga

      241 attggcaaag gaagcaatgt atgatcggga aacagtctgg cttcaatgtt tcaaaagctt

      301 ttcccaacca tacgaggaag atgtcgaagg gaagatgaag cgatgcggag cgcaattgct

      361 tgaggattac cgcaaaagtg ggatgatgga tgaagccgtg aaacaatctg cgctggttaa

      421 ttcagaaaga attagattgg atgattcact ttccgcaatg ccttacatct acgtgccaat

      481 caataatggt caaattgtta atccgacatt tatatcaaga tatcgccaaa ttgcatatta

      541 tttttacaac ccagatgcag ctgatgattg gattgatcca aatctctttg gtattcgcgg

      601 acagcacaat cagattaaac gtgaggttga gagacaaatt aacacatgcc cttacactgg

      661 atacagaggt agagtgtttc aagtaatgtt tttgccgatt cagctgatca atttcttgag

      721 aatggatgat tttgcgaagc attttaacag gtacgcctcg atggcgatac aacaatatct

      781 gagagttggt tatgctgaag agatcagata tgtacaacag ctcttcggaa aggtcccaac

      841 aggtgaattt ccattacacc agatgatgct gatgagacgc gatctcccaa cgcgcgatcg

      901 cagtattgtg gaggcgcggg tgaggagatc aggtgatgag aactggcaaa gctggctact

      961 acctatgatc atcattcgtg aggggttgga tcatcaggat cggtgggaat ggtttattga

     1021 ttacatggat aggaaacata catgtcaact ttgctacttg aaacattcaa aacagatccc

     1081 agcctgtagt gtgattgatg tacgtgcatc tgaattaact gggtgctcgc cgttcaaaat

     1141 ggtgaagatc gaagagcatg taggaaatga ttcagtgttt aaaacgaaat tagttcgcga

     1201 tgagcaaatt ggcaggattg gagatcatta ttatacaaca aattgttaca ctggagcgga

     1261 ggcgttgatt acaaccgcga ttcatattca tcgctggatt agggggtctg gcatctggaa

     1321 cgatgaagga tggcaggagg gtattttcat gcttggacgc gtgctgctga gatgggaatt

     1381 gacaaaggcg caacgcagcg ctttgctcag gctattctgt tttgtatgtt acggatatgc

     1441 accacgcgca gacggaacga taccggactg gaataatctt ggaaactttt tggatatcat

     1501 tttgaagggg ccagaactta gtgaagatga ggatgaaaga gcttatgcta caatgtttga

     1561 aatggttcga tgcattatca ctctatgcta tgcagaaaag gttcacttcg ctgggttcgc

     1621 tgcgcctgcg tgtgaaggcg gggaagtaat taatcttgct gcgcgcatgt ctcagatgtg

     1681 gatggagtat tagttactga ttttcggttt tttattcttc ttttcttttt tattttctct

     1741 tagcactcta ctagaacttt tcaacttac


//

�bioentry.name


�bioentry.division


�bioentry_qualifier_value.value with "term:udate" in biojava and "term:date_changed" in bioperl


�bioentry.description


�If same as part before '.' in version then it will go to bioentry.version else its a secondary accession 


�if this is different then accession then it will be main accession and accession on line Accession will go in secondary features both in biojava and bioperl


�bioentry.version both biojava and bioperl maps to same location in schema


�bioentry.identifier both biojava and bioperl


�bioentry_qualifier_value.value with "term:kw" in biojava and "term:kw" in bioperl


�source is organism so it will saved in same manner


�both biojava and bioperl use taxon_name to store it and rely on taxon.taxon_id constraint for name resolution


�skipped in biojava not sure about bioperl


�bioentry_reference.start_pos and bioentry_reference.end_pos, 1 to bioentry_reference.rank both biojava and bioperl do same


�reference.authors both biojava and bioperl do same


�reference.title both biojava and bioperl do same


�reference.location both biojava and bioperl do same


�Both biojava and bioperl maps it to foregin key in refere.dbxref to a dbxref entry with "Pubmed" as the database and pubmed_id as accession


�comment.comment_text both biojava and bioperl save it to same location in schema


�saved as one feature in seqfeature


�location.start_pos and location.end_pos resolved using seqfeatur_id both biojava and bioperl follow this pattern


�only bioperl store it in seqfeature_qualifier_value biojava don't store it.


�both biojava and bioperl save them sequfeature_qualifier_value.value using term_id


�biojava don't store it in seqfeature_qualifier_value howerever bioperl do save it to seqfeature_qualifier_value table


�both biojava and bioperl store it in seqfeature_qualifier_value table


�saved as one feature in seqfeature


�location.start_pos and location.end_pos resolved using seqfeatur_id both biojava and bioperl follow this pattern


�both biojava and bioperl save it to seqfeature_qualifier_value table


�saved as one feature in seqfeature


�location.start_pos and location.end_pos resolved using seqfeatur_id both biojava and bioperl follow this pattern


�both biojava and bioperl save it to seqfeature_qualifier_value table





�both biojava and bioperl store in seqfeature_qualifier_value table


�biojava store it in seqfeature_dbxref table while bioperl store it as seqfeature_qualifier_value


�both biojava and bioperl save it under seqfeature_qualifier_value table


�get stored in biosequence.seq with biosequence.alphabet as "DNA" in biojava and "dna" in bioperl and also sequence is in smaller case in biojava and capital case in bioperl





