Examples of BSML documents: 

1. Comparison of GenBank flat files with direct BSML conversions (2 examples)

GenBank flat-file format for Accession M10051
LOCUS       HUMINSR      4723 bp    mRNA            PRI       06-JAN-1995

DEFINITION  Human insulin receptor mRNA, complete cds.

ACCESSION   M10051

VERSION     M10051.1  GI:186439

KEYWORDS    insulin receptor; tyrosine kinase.

SOURCE      Human placenta, cDNA to mRNA, clones lambda-IR[1-15].

  ORGANISM  Homo sapiens
            Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

            Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

REFERENCE   1  (bases 1 to 4723)

  AUTHORS   Ebina,Y., Ellis,L., Jarnagin,K., Edery,M., Graf,L., Clauser,E.,

            Ou,J.-H., Masiarz,F., Kan,Y.W., Goldfine,I.D., Roth,R.A. and

            Rutter,W.J.

  TITLE     The human insulin receptor cDNA: the structural basis for

            hormone-activated transmembrane signalling

  JOURNAL   Cell 40 (4), 747-758 (1985)

  MEDLINE   85176928
COMMENT     [1] suggests that the insulin receptor may be the cellular homolog

            of the v-ros transforming (oncogene) protein.  [1] notes

            similarities between the insulin receptor and several growth factor

            receptors and oncogenes.  Insulin receptor is a heterodimer

            consisting of 2 alpha and 2 beta subunits.  Beta-prime may be a

            cleavage product produced upon binding of insulin.  [1] suggests

            that translation may begin at the 'atg' start codon at positions

            79-81 with protein cleavage occurring after position 120 to yield

            the signal peptide.  [1] gives illustrations of the various domains

            present in the protein.  A draft entry and sequence for [1] in

            computer-readable form were kindly provided by K. Jarnagin

            (30-JUL-1985).

FEATURES             Location/Qualifiers

     source          1..4723

                     /organism="Homo sapiens"

                     /db_xref="taxon:9606"

                     /map="19p13.3-p13.2"

     sig_peptide     137..219

                     /note="insulin receptor signal peptide"

     gene            139..4287

                     /gene="INSR"

     CDS             139..4287

                     /gene="INSR"

                     /note="insulin receptor precursor"

                     /codon_start=1

                     /protein_id="AAA59174.1"

                     /db_xref="GI:307070"

                     /db_xref="GDB:G00-119-352"

                     /translation="MGTGGRRGAAAAPLLVAVAALLLGAAGHLYPGEVCPGMDIRNNL

                     TRLHELENCSVIEGHLQILLMFKTRPEDFRDLSFPKLIMITDYLLLFRVYGLESLKDL

                     FPNLTVIRGSRLFFNYALVIFEMVHLKELGLYNLMNITRGSVRIEKNNELCYLATIDW

                     SRILDSVEDNHIVLNKDDNEECGDICPGTAKGKTNCPATVINGQFVERCWTHSHCQKV

                     CPTICKSHGCTAEGLCCHSECLGNCSQPDDPTKCVACRNFYLDGRCVETCPPPYYHFQ

                     DWRCVNFSFCQDLHHKCKNSRRQGCHQYVIHNNKCIPECPSGYTMNSSNLLCTPCLGP

                     CPKVCHLLEGEKTIDSVTSAQELRGCTVINGSLIINIRGGNNLAAELEANLGLIEEIS

                     GYLKIRRSYALVSLSFFRKLRLIRGETLEIGNYSFYALDNQNLRQLWDWSKHNLTTTQ

                     GKLFFHYNPKLCLSEIHKMEEVSGTKGRQERNDIALKTNGDKASCENELLKFSYIRTS

                     FDKILLRWEPYWPPDFRDLLGFMLFYKEAPYQNVTEFDGQDACGSNSWTVVDIDPPLR

                     SNDPKSQNHPGWLMRGLKPWTQYAIFVKTLVTFSDERRTYGAKSDIIYVQTDATNPSV

                     PLDPISVSNSSSQIILKWKPPSDPNGNITHYLVFWERQAEDSELFELDYCLKGLKLPS

                     RTWSPPFESEDSQKHNQSEYEDSAGECCSCPKTDSQILKELEESSFRKTFEDYLHNVV

                     FVPRKTSSGTGAEDPRPSRKRRSLGDVGNVTVAVPTVAAFPNTSSTSVPTSPEEHRPF

                     EKVVNKESLVISGLRHFTGYRIELQACNQDTPEERCSVAAYVSARTMPEAKADDIVGP

                     VTHEIFENNVVHLMWQEPKEPNGLIVLYEVSYRRYGDEELHLCVSRKHFALERGCRLR

                     GLSPGNYSVRIRATSLAGNGSWTEPTYFYVTDYLDVPSNIAKIIIGPLIFVFLFSVVI

                     GSIYLFLRKRQPDGPLGPLYASSNPEYLSASDVFPCSVYVPDEWEVSREKITLLRELG

                     QGSFGMVYEGNARDIIKGEAETRVAVKTVNESASLRERIEFLNEASVMKGFTCHHVVR

                     LLGVVSKGQPTLVVMELMAHGDLKSYLRSLRPEAENNPGRPPPTLQEMIQMAAEIADG

                     MAYLNAKKFVHRDLAARNCMVAHDFTVKIGDFGMTRDIYETDYYRKGGKGLLPVRWMA

                     PESLKDGVFTTSSDMWSFGVVLWEITSLAEQPYQGLSNEQVLKFVMDGGYLDQPDNCP

                     ERVTDLMRMCWQFNPKMRPTFLEIVNLLKDDLHPSFPEVSFFHSEENKAPESEELEME

                     FEDMENVPLDRSSHCQREEAGGRDGGSSLGFKRSYEEHIPYTHMNGGKKNGRILTLPR

                     SNPS"

     mat_peptide     220..2424

                     /gene="INSR"

                     /note="insulin receptor alpha subunit"

     mat_peptide     2425..4284

                     /gene="INSR"

                     /note="insulin receptor beta subunit"

     mat_peptide     2425..2469

                     /partial

                     /gene="INSR"

                     /note="insulin receptor beta-prime subunit"

BASE COUNT     1068 a   1298 c   1311 g   1046 t

ORIGIN      Chromosome 19p13.3-p13.2; 89 bp upstream of SacII site.

        1 ggggggctgc gcggccgggt cggtgcgcac acgagaagga cgcgcggccc ccagcgctct

       61 tgggggccgc ctcggagcat gacccccgcg ggccagcgcc gcgcgcctga tccgaggaga

      121 ccccgcgctc ccgcagccat gggcaccggg ggccggcggg gggcggcggc cgcgccgctg

      181 ctggtggcgg tggccgcgct gctactgggc gccgcgggcc acctgtaccc cggagaggtg

      241 tgtcccggca tggatatccg gaacaacctc actaggttgc atgagctgga gaattgctct

      301 gtcatcgaag gacacttgca gatactcttg atgttcaaaa cgaggcccga agatttccga

      361 gacctcagtt tccccaaact catcatgatc actgattact tgctgctctt ccgggtctat

      421 gggctcgaga gcctgaagga cctgttcccc aacctcacgg tcatccgggg atcacgactg

      481 ttctttaact acgcgctggt catcttcgag atggttcacc tcaaggaact cggcctctac

      541 aacctgatga acatcacccg gggttctgtc cgcatcgaga agaacaatga gctctgttac

      601 ttggccacta tcgactggtc ccgtatcctg gattccgtgg aggataatca catcgtgttg

      661 aacaaagatg acaacgagga gtgtggagac atctgtccgg gtaccgcgaa gggcaagacc

      721 aactgccccg ccaccgtcat caacgggcag tttgtcgaac gatgttggac tcatagtcac

      781 tgccagaaag tttgcccgac catctgtaag tcacacggct gcaccgccga aggcctctgt

      841 tgccacagcg agtgcctggg caactgttct cagcccgacg accccaccaa gtgcgtggcc

      901 tgccgcaact tctacctgga cggcaggtgt gtggagacct gcccgccccc gtactaccac

      961 ttccaggact ggcgctgtgt gaacttcagc ttctgccagg acctgcacca caaatgcaag

     1021 aactcgcgga ggcagggctg ccaccaatac gtcattcaca acaacaagtg catccctgag

     1081 tgtccctccg ggtacacgat gaattccagc aacttgctgt gcaccccatg cctgggtccc

     1141 tgtcccaagg tgtgccacct cctagaaggc gagaagacca tcgactcggt gacgtctgcc

     1201 caggagctcc gaggatgcac cgtcatcaac gggagtctga tcatcaacat tcgaggaggc

     1261 aacaatctgg cagctgagct agaagccaac ctcggcctca ttgaagaaat ttcagggtat

     1321 ctaaaaatcc gccgatccta cgctctggtg tcactttcct tcttccggaa gttacgtctg

     1381 attcgaggag agaccttgga aattgggaac tactccttct atgccttgga caaccagaac

     1441 ctaaggcagc tctgggactg gagcaaacac aacctcacca ccactcaggg gaaactcttc

     1501 ttccactata accccaaact ctgcttgtca gaaatccaca agatggaaga agtttcagga

     1561 accaaggggc gccaggagag aaacgacatt gccctgaaga ccaatgggga caaggcatcc

     1621 tgtgaaaatg agttacttaa attttcttac attcggacat cttttgacaa gatcttgctg

     1681 agatgggagc cgtactggcc ccccgacttc cgagacctct tggggttcat gctgttctac

     1741 aaagaggccc cttatcagaa tgtgacggag ttcgatgggc aggatgcgtg tggttccaac

     1801 agttggacgg tggtagacat tgacccaccc ctgaggtcca acgaccccaa atcacagaac

     1861 cacccagggt ggctgatgcg gggtctcaag ccctggaccc agtatgccat ctttgtgaag

     1921 accctggtca ccttttcgga tgaacgccgg acctatgggg ccaagagtga catcatttat

     1981 gtccagacag atgccaccaa cccctctgtg cccctggatc caatctcagt gtctaactca

     2041 tcatcccaga ttattctgaa gtggaaacca ccctccgacc ccaatggcaa catcacccac

     2101 tacctggttt tctgggagag gcaggcggaa gacagtgagc tgttcgagct ggattattgc

     2161 ctcaaagggc tgaagctgcc ctcgaggacc tggtctccac cattcgagtc tgaagattct

     2221 cagaagcaca accagagtga gtatgaggat tcggccggcg aatgctgctc ctgtccaaag

     2281 acagactctc agatcctgaa ggagctggag gagtcctcgt ttaggaagac gtttgaggat

     2341 tacctgcaca acgtggtttt cgtccccaga aaaacctctt caggcactgg tgccgaggac

     2401 cctaggccat ctcggaaacg caggtccctt ggcgatgttg ggaatgtgac ggtggccgtg

     2461 cccacggtgg cagctttccc caacacttcc tcgaccagcg tgcccacgag tccggaggag

     2521 cacaggcctt ttgagaaggt ggtgaacaag gagtcgctgg tcatctccgg cttgcgacac

     2581 ttcacgggct atcgcatcga gctgcaggct tgcaaccagg acacccctga ggaacggtgc

     2641 agtgtggcag cctacgtcag tgcgaggacc atgcctgaag ccaaggctga tgacattgtt

     2701 ggccctgtga cgcatgaaat ctttgagaac aacgtcgtcc acttgatgtg gcaggagccg

     2761 aaggagccca atggtctgat cgtgctgtat gaagtgagtt atcggcgata tggtgatgag

     2821 gagctgcatc tctgcgtctc ccgcaagcac ttcgctctgg aacggggctg caggctgcgt

     2881 gggctgtcac cggggaacta cagcgtgcga atccgggcca cctcccttgc gggcaacggc

     2941 tcttggacgg aacccaccta tttctacgtg acagactatt tagacgtccc gtcaaatatt

     3001 gcaaaaatta tcatcggccc cctcatcttt gtctttctct tcagtgttgt gattggaagt

     3061 atttatctat tcctgagaaa gaggcagcca gatgggccgc tgggaccgct ttacgcttct

     3121 tcaaaccctg agtatctcag tgccagtgat gtgtttccat gctctgtgta cgtgccggac

     3181 gagtgggagg tgtctcgaga gaagatcacc ctccttcgag agctggggca gggctccttc

     3241 ggcatggtgt atgagggcaa tgccagggac atcatcaagg gtgaggcaga gacccgcgtg

     3301 gcggtgaaga cggtcaacga gtcagccagt ctccgagagc ggattgagtt cctcaatgag

     3361 gcctcggtca tgaagggctt cacctgccat cacgtggtgc gcctcctggg agtggtgtcc

     3421 aagggccagc ccacgctggt ggtgatggag ctgatggctc acggagacct gaagagctac

     3481 ctccgttctc tgcggccaga ggctgagaat aatcctggcc gccctccccc tacccttcaa

     3541 gagatgattc agatggcggc agagattgct gacgggatgg cctacctgaa cgccaagaag

     3601 tttgtgcatc gggacctggc agcgagaaac tgcatggtcg cccatgattt tactgtcaaa

     3661 attggagact ttggaatgac cagagacatc tatgaaacgg attactaccg gaaagggggc

     3721 aagggtctgc tccctgtacg gtggatggca ccggagtccc tgaaggatgg ggtcttcacc

     3781 acttcttctg acatgtggtc ctttggcgtg gtcctttggg aaatcaccag cttggcagaa

     3841 cagccttacc aaggcctgtc taatgaacag gtgttgaaat ttgtcatgga tggagggtat

     3901 ctggatcaac ccgacaactg tccagagaga gtcactgacc tcatgcgcat gtgctggcaa

     3961 ttcaacccca agatgaggcc aaccttcctg gagattgtca acctgctcaa ggacgacctg

     4021 caccccagct ttccagaggt gtcgttcttc cacagcgagg agaacaaggc tcccgagagt

     4081 gaggagctgg agatggagtt tgaggacatg gagaatgtgc ccctggaccg ttcctcgcac

     4141 tgtcagaggg aggaggcggg gggccgggat ggagggtcct cgctgggttt caagcggagc

     4201 tacgaggaac acatccctta cacacacatg aacggaggca agaaaaacgg gcggattctg

     4261 accttgcctc ggtccaatcc ttcctaacag tgcctaccgt ggcgggggcg ggcaggggtt

     4321 cccattttcg ctttcctctg gtttgaaagc ctctggaaaa ctcaggattc tcacgactct

     4381 accatgtcca gtggagttca gagatcgttc ctatacattt ctgttcatct taaggtggac

     4441 tcgtttggtt accaatttaa ctagtcctgc agaggattta actgtgaacc tggagggcaa

     4501 ggggtttcca cagttgctgc tcctttgggg caacgacggt ttcaaaccag gattttgtgt

     4561 tttttcgttc cccccacccg cccccagcag atggaaagaa agcacctgtt tttacaaatt

     4621 cttttttttt tttttttttt tttttttttg ctggtgtctg agcttcagta taaaagacaa

     4681 aacttcctgt ttgtggaaca aaatttcgaa agaaaaaacc aaa

//

BSML format after XML conversion of GenBank Accession M10051
<?xml version="1.0"?>

<!DOCTYPE Bsml SYSTEM "BSML2_2.DTD">

<Bsml>

<Definitions>

<Sequences>

<Sequence id="G:186439" title="HUMINSR" molecule="rna" ic-acckey="M10051" length="4723"

        representation="raw" topology="linear" strand="ds"

 comment="Human insulin receptor mRNA, complete cds.">

 <Attribute name="version" content="M10051.1  GI:186439"/>

 <Attribute name="source" content="Human placenta, cDNA to mRNA, clones lambda-IR[1-15]."/>

 <Attribute name="organism" content="Homo sapiens"/>

 <Feature-tables>

  <Feature-table>

    <Reference

      dbxref="85176928"

      title="1  (bases 1 to 4723)">

     <RefAuthors>

     Ebina,Y., Ellis,L., Jarnagin,K., Edery,M., Graf,L., Clauser,E.,

     Ou,J.-H., Masiarz,F., Kan,Y.W., Goldfine,I.D., Roth,R.A. and

     Rutter,W.J.

     </RefAuthors>

     <RefTitle>

     The human insulin receptor cDNA: the structural basis for

     hormone-activated transmembrane signalling

     </RefTitle>

     <RefJournal>

     Cell 40 (4), 747-758 (1985)

     </RefJournal>

    </Reference>

   <Feature id="FTR1" class="SOURCE" value-type="source" display-auto="0" title="source">

    <Qualifier value-type="organism" value="Homo sapiens"/>

    <Qualifier value-type="db_xref" value="taxon:9606"/>

    <Qualifier value-type="map" value="19p13.3-p13.2"/>

    <Interval-loc startpos="1" endpos="4723"/>

   </Feature>

   <Feature id="FTR2" class="SIG_PEPTIDE" value-type="sig_peptide" display-auto="1" title="insulin receptor signal peptide">

    <Qualifier value-type="note" value="insulin receptor signal peptide"/>

    <Interval-loc startpos="137" endpos="219"/>

   </Feature>

   <Feature id="FTR3" class="GENE" value-type="gene" display-auto="1" title="INSR">

    <Qualifier value-type="gene" value="INSR"/>

    <Interval-loc startpos="139" endpos="4287"/>

   </Feature>

   <Feature id="FTR4" class="CDS" value-type="cds" display-auto="1" title="INSR">

    <Qualifier value-type="gene" value="INSR"/>

    <Qualifier value-type="note" value="insulin receptor precursor"/>

    <Qualifier value-type="codon_start" value="1"/>

    <Qualifier value-type="protein_id" value="AAA59174.1"/>

    <Qualifier value-type="db_xref" value="GI:307070"/>

    <Qualifier value-type="db_xref" value="GDB:G00-119-352"/>

    <Qualifier value-type="translation" value="MGTGGRRGAAAAPLLVAVAALLLGAAGHLYPGEVCPGMDIRNNLTRLHELENCSVIEGHLQILLMFKTRPEDFRDLSFPKLIMITDYLLLFRVYGLESLKDLFPNLTVIRGSRLFFNYALVIFEMVHLKELGLYNLMNITRGSVRIEKNNELCYLATIDWSRILDSVEDNHIVLNKDDNEECGDICPGTAKGKTNCPATVINGQFVERCWTHSHCQKVCPTICKSHGCTAEGLCCHSECLGNCSQPDDPTKCVACRNFYLDGRCVETCPPPYYHFQDWRCVNFSFCQDLHHKCKNSRRQGCHQYVIHNNKCIPECPSGYTMNSSNLLCTPCLGPCPKVCHLLEGEKTIDSVTSAQELRGCTVINGSLIINIRGGNNLAAELEANLGLIEEISGYLKIRRSYALVSLSFFRKLRLIRGETLEIGNYSFYALDNQNLRQLWDWSKHNLTTTQGKLFFHYNPKLCLSEIHKMEEVSGTKGRQERNDIALKTNGDKASCENELLKFSYIRTSFDKILLRWEPYWPPDFRDLLGFMLFYKEAPYQNVTEFDGQDACGSNSWTVVDIDPPLRSNDPKSQNHPGWLMRGLKPWTQYAIFVKTLVTFSDERRTYGAKSDIIYVQTDATNPSVPLDPISVSNSSSQIILKWKPPSDPNGNITHYLVFWERQAEDSELFELDYCLKGLKLPSRTWSPPFESEDSQKHNQSEYEDSAGECCSCPKTDSQILKELEESSFRKTFEDYLHNVVFVPRKTSSGTGAEDPRPSRKRRSLGDVGNVTVAVPTVAAFPNTSSTSVPTSPEEHRPFEKVVNKESLVISGLRHFTGYRIELQACNQDTPEERCSVAAYVSARTMPEAKADDIVGPVTHEIFENNVVHLMWQEPKEPNGLIVLYEVSYRRYGDEELHLCVSRKHFALERGCRLRGLSPGNYSVRIRATSLAGNGSWTEPTYFYVTDYLDVPSNIAKIIIGPLIFVFLFSVVIGSIYLFLRKRQPDGPLGPLYASSNPEYLSASDVFPCSVYVPDEWEVSREKITLLRELGQGSFGMVYEGNARDIIKGEAETRVAVKTVNESASLRERIEFLNEASVMKGFTCHHVVRLLGVVSKGQPTLVVMELMAHGDLKSYLRSLRPEAENNPGRPPPTLQEMIQMAAEIADGMAYLNAKKFVHRDLAARNCMVAHDFTVKIGDFGMTRDIYETDYYRKGGKGLLPVRWMAPESLKDGVFTTSSDMWSFGVVLWEITSLAEQPYQGLSNEQVLKFVMDGGYLDQPDNCPERVTDLMRMCWQFNPKMRPTFLEIVNLLKDDLHPSFPEVSFFHSEENKAPESEELEMEFEDMENVPLDRSSHCQREEAGGRDGGSSLGFKRSYEEHIPYTHMNGGKKNGRILTLPRSNPS"/>

    <Interval-loc startpos="139" endpos="4287"/>

   </Feature>

   <Feature id="FTR5" class="MAT_PEPTIDE" value-type="mat_peptide" display-auto="1" title="INSR">

    <Qualifier value-type="gene" value="INSR"/>

    <Qualifier value-type="note" value="insulin receptor alpha subunit"/>

    <Interval-loc startpos="220" endpos="2424"/>

   </Feature>

   <Feature id="FTR6" class="MAT_PEPTIDE" value-type="mat_peptide" display-auto="1" title="INSR">

    <Qualifier value-type="gene" value="INSR"/>

    <Qualifier value-type="note" value="insulin receptor beta subunit"/>

    <Interval-loc startpos="2425" endpos="4284"/>

   </Feature>

   <Feature id="FTR7" class="MAT_PEPTIDE" value-type="mat_peptide" display-auto="1" title="INSR">

    <Qualifier value-type="partial"/>

    <Qualifier value-type="gene" value="INSR"/>

    <Qualifier value-type="note" value="insulin receptor beta-prime subunit"/>

    <Interval-loc startpos="2425" endpos="2469"/>

   </Feature>

  </Feature-table>

 </Feature-tables>

 <Seq-data>

   ggggggctgcgcggccgggtcggtgcgcacacgagaaggacgcgcggccc

   ccagcgctcttgggggccgcctcggagcatgacccccgcgggccagcgcc

   gcgcgcctgatccgaggagaccccgcgctcccgcagccatgggcaccggg

   ggccggcggggggcggcggccgcgccgctgctggtggcggtggccgcgct

   gctactgggcgccgcgggccacctgtaccccggagaggtgtgtcccggca

   tggatatccggaacaacctcactaggttgcatgagctggagaattgctct

   gtcatcgaaggacacttgcagatactcttgatgttcaaaacgaggcccga

   agatttccgagacctcagtttccccaaactcatcatgatcactgattact

   tgctgctcttccgggtctatgggctcgagagcctgaaggacctgttcccc

   aacctcacggtcatccggggatcacgactgttctttaactacgcgctggt

   catcttcgagatggttcacctcaaggaactcggcctctacaacctgatga

   acatcacccggggttctgtccgcatcgagaagaacaatgagctctgttac

   ttggccactatcgactggtcccgtatcctggattccgtggaggataatca

   catcgtgttgaacaaagatgacaacgaggagtgtggagacatctgtccgg

   gtaccgcgaagggcaagaccaactgccccgccaccgtcatcaacgggcag

   tttgtcgaacgatgttggactcatagtcactgccagaaagtttgcccgac

   catctgtaagtcacacggctgcaccgccgaaggcctctgttgccacagcg

   agtgcctgggcaactgttctcagcccgacgaccccaccaagtgcgtggcc

   tgccgcaacttctacctggacggcaggtgtgtggagacctgcccgccccc

   gtactaccacttccaggactggcgctgtgtgaacttcagcttctgccagg

   acctgcaccacaaatgcaagaactcgcggaggcagggctgccaccaatac

   gtcattcacaacaacaagtgcatccctgagtgtccctccgggtacacgat

   gaattccagcaacttgctgtgcaccccatgcctgggtccctgtcccaagg

   tgtgccacctcctagaaggcgagaagaccatcgactcggtgacgtctgcc

   caggagctccgaggatgcaccgtcatcaacgggagtctgatcatcaacat

   tcgaggaggcaacaatctggcagctgagctagaagccaacctcggcctca

   ttgaagaaatttcagggtatctaaaaatccgccgatcctacgctctggtg

   tcactttccttcttccggaagttacgtctgattcgaggagagaccttgga

   aattgggaactactccttctatgccttggacaaccagaacctaaggcagc

   tctgggactggagcaaacacaacctcaccaccactcaggggaaactcttc

   ttccactataaccccaaactctgcttgtcagaaatccacaagatggaaga

   agtttcaggaaccaaggggcgccaggagagaaacgacattgccctgaaga

   ccaatggggacaaggcatcctgtgaaaatgagttacttaaattttcttac

   attcggacatcttttgacaagatcttgctgagatgggagccgtactggcc

   ccccgacttccgagacctcttggggttcatgctgttctacaaagaggccc

   cttatcagaatgtgacggagttcgatgggcaggatgcgtgtggttccaac

   agttggacggtggtagacattgacccacccctgaggtccaacgaccccaa

   atcacagaaccacccagggtggctgatgcggggtctcaagccctggaccc

   agtatgccatctttgtgaagaccctggtcaccttttcggatgaacgccgg

   acctatggggccaagagtgacatcatttatgtccagacagatgccaccaa

   cccctctgtgcccctggatccaatctcagtgtctaactcatcatcccaga

   ttattctgaagtggaaaccaccctccgaccccaatggcaacatcacccac

   tacctggttttctgggagaggcaggcggaagacagtgagctgttcgagct

   ggattattgcctcaaagggctgaagctgccctcgaggacctggtctccac

   cattcgagtctgaagattctcagaagcacaaccagagtgagtatgaggat

   tcggccggcgaatgctgctcctgtccaaagacagactctcagatcctgaa

   ggagctggaggagtcctcgtttaggaagacgtttgaggattacctgcaca

   acgtggttttcgtccccagaaaaacctcttcaggcactggtgccgaggac

   cctaggccatctcggaaacgcaggtcccttggcgatgttgggaatgtgac

   ggtggccgtgcccacggtggcagctttccccaacacttcctcgaccagcg

   tgcccacgagtccggaggagcacaggccttttgagaaggtggtgaacaag

   gagtcgctggtcatctccggcttgcgacacttcacgggctatcgcatcga

   gctgcaggcttgcaaccaggacacccctgaggaacggtgcagtgtggcag

   cctacgtcagtgcgaggaccatgcctgaagccaaggctgatgacattgtt

   ggccctgtgacgcatgaaatctttgagaacaacgtcgtccacttgatgtg

   gcaggagccgaaggagcccaatggtctgatcgtgctgtatgaagtgagtt

   atcggcgatatggtgatgaggagctgcatctctgcgtctcccgcaagcac

   ttcgctctggaacggggctgcaggctgcgtgggctgtcaccggggaacta

   cagcgtgcgaatccgggccacctcccttgcgggcaacggctcttggacgg

   aacccacctatttctacgtgacagactatttagacgtcccgtcaaatatt

   gcaaaaattatcatcggccccctcatctttgtctttctcttcagtgttgt

   gattggaagtatttatctattcctgagaaagaggcagccagatgggccgc

   tgggaccgctttacgcttcttcaaaccctgagtatctcagtgccagtgat

   gtgtttccatgctctgtgtacgtgccggacgagtgggaggtgtctcgaga

   gaagatcaccctccttcgagagctggggcagggctccttcggcatggtgt

   atgagggcaatgccagggacatcatcaagggtgaggcagagacccgcgtg

   gcggtgaagacggtcaacgagtcagccagtctccgagagcggattgagtt

   cctcaatgaggcctcggtcatgaagggcttcacctgccatcacgtggtgc

   gcctcctgggagtggtgtccaagggccagcccacgctggtggtgatggag

   ctgatggctcacggagacctgaagagctacctccgttctctgcggccaga

   ggctgagaataatcctggccgccctccccctacccttcaagagatgattc

   agatggcggcagagattgctgacgggatggcctacctgaacgccaagaag

   tttgtgcatcgggacctggcagcgagaaactgcatggtcgcccatgattt

   tactgtcaaaattggagactttggaatgaccagagacatctatgaaacgg

   attactaccggaaagggggcaagggtctgctccctgtacggtggatggca

   ccggagtccctgaaggatggggtcttcaccacttcttctgacatgtggtc

   ctttggcgtggtcctttgggaaatcaccagcttggcagaacagccttacc

   aaggcctgtctaatgaacaggtgttgaaatttgtcatggatggagggtat

   ctggatcaacccgacaactgtccagagagagtcactgacctcatgcgcat

   gtgctggcaattcaaccccaagatgaggccaaccttcctggagattgtca

   acctgctcaaggacgacctgcaccccagctttccagaggtgtcgttcttc

   cacagcgaggagaacaaggctcccgagagtgaggagctggagatggagtt

   tgaggacatggagaatgtgcccctggaccgttcctcgcactgtcagaggg

   aggaggcggggggccgggatggagggtcctcgctgggtttcaagcggagc

   tacgaggaacacatcccttacacacacatgaacggaggcaagaaaaacgg

   gcggattctgaccttgcctcggtccaatccttcctaacagtgcctaccgt

   ggcgggggcgggcaggggttcccattttcgctttcctctggtttgaaagc

   ctctggaaaactcaggattctcacgactctaccatgtccagtggagttca

   gagatcgttcctatacatttctgttcatcttaaggtggactcgtttggtt

   accaatttaactagtcctgcagaggatttaactgtgaacctggagggcaa

   ggggtttccacagttgctgctcctttggggcaacgacggtttcaaaccag

   gattttgtgttttttcgttccccccacccgcccccagcagatggaaagaa

   agcacctgtttttacaaattcttttttttttttttttttttttttttttg

   ctggtgtctgagcttcagtataaaagacaaaacttcctgtttgtggaaca

   aaatttcgaaagaaaaaaccaaa

 </Seq-data>

</Sequence>

</Sequences>

</Definitions>

 <Display>

  <Page>

   <Screen width="6.5in" height="9.0in" monochrome="0">

   </Screen>

   <View id="VEW1" title="HUMINSR" seqref="G:186439"

     title1="{NAME}" title2="{LENGTH} {UNIT}" >

    <Numbering use-numbering="1" type="continuous"

       refnum="1" ascending="1" has-zero="0"/>

    <View-line-widget id="VLN1" shape="horizontal"/>

    <View-axis-widget id="AXS1"/>

    <Link id="LNK1" title="sequence description" actuate="user" show="new" href="file://m10051.htm"/>

   </View>

  </Page>

 </Display>

</Bsml>

GenBank flat-file format for Accession AB003468

LOCUS       AB003468     5350 bp    DNA   circular  SYN       13-MAR-1999

DEFINITION  Cloning vector pAP3neo DNA, complete sequence.

ACCESSION   AB003468

VERSION     AB003468.1  GI:2656021

KEYWORDS    Amp; beta-lactamase; neomycin phosphotransferase; neo.

SOURCE      Cloning vector pAP3neo DNA.

  ORGANISM  Cloning vector pAP3neo

            artificial sequence; vectors.

REFERENCE   1  (sites)

  AUTHORS   Kobori,M., Ikeda,Y., Nara,H., Kato,M., Kumegawa,M., Nojima,H. and

            Kawashima,H.

  TITLE     Large scale isolation of osteoclast-specific genes by an improved

            method involving the preparation of a subtracted cDNA library

  JOURNAL   Genes Cells 3 (7), 459-475 (1998)

  MEDLINE   98424349

REFERENCE   2  (bases 1 to 5350)

  AUTHORS   Nojima,H.

  TITLE     Direct Submission

  JOURNAL   Submitted (30-MAY-1997) Hiroshi Nojima, Research Institute for

            Microbial Diseases, Osaka University, Department of Molecular

            Genetics; Yamadaoka 3-1, Suita, Osaka 565-0871, Japan

            (E-mail:hnojima@biken.osaka-u.ac.jp, Tel:81-6-875-3980,

            Fax:81-6-875-5192)

COMMENT     Sequence updated (11-Nov-1997).

FEATURES             Location/Qualifiers

     source          1..5350

                     /organism="Cloning vector pAP3neo"

                     /db_xref="taxon:69403"

     polyA_signal    47..268

                     /note="SV40 late polyadenylation signal"

     rep_origin      572..1452

                     /note="ColE1-derived plasmid replication origin"

     gene            complement(1513..2373)

                     /gene="Amp"

     CDS             complement(1513..2373)

                     /gene="Amp"

                     /codon_start=1

                     /transl_table=11

                     /product="beta-lactamase"

                     /protein_id="BAA23652.1"

                     /db_xref="GI:2656022"

                     /translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQNDLVE

                     YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGDHVTRL

                     DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEADKVAGPL

                     LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERNRQIA

                     EIGASLIKHW"

     rep_origin      2504..2959

                     /note="phage f1 region"

     promoter        3290..3485

                     /note="SV40 early promoter"

     gene            3596..4390

                     /gene="neo"

     CDS             3596..4390

                     /gene="neo"

                     /codon_start=1

                     /transl_table=11

                     /product="neomycin phosphotransferase"

                     /protein_id="BAA23653.1"

                     /db_xref="GI:2656023"

                     /translation="MIEQDGLHAGSPAAWVERLFGYDWAQQTIGCSDAAVFRLSAQGR

                     PVLFVKTDLSGALNELQDEAARLSWLATTGVPCAAVLDVVTEAGRDWLLLGEVPGQDL

                     LSSHLAPAEKVSIMADAMRRLHTLDPATCPFDHQAKHRIERARTRMEAGLVDQDDLDE

                     EHQGLAPAELFARLKARMPDGEDLVVTHGDACLPNIMVENGRFSGFIDCGRLGVADRY

                     QDIALATRDIAEELGGEWADRFLVLYGIAAPDSQRIAFYRLLDEFF"

     polyA_signal    4446..4638

                     /note="SV40 late polyadenylation signal"

     promoter        4788..4983

                     /note="SV40 early promoter"

     promoter        5188..5207

                     /note="T7 promoter"

     promoter        5302..5321

                     /note="T3 promoter"

BASE COUNT     1321 a   1324 c   1405 g   1300 t

ORIGIN      

        1 ggtaccttct gaggcggaaa gaaccagccg gatccctcga gggatccaga catgataaga

       61 tacattgatg agtttggaca aaccacaact agaatgcagt gaaaaaaatg ctttatttgt

      121 gaaatttgtg atgctattgc tttatttgta accattataa gctgcaataa acaagttaac

      181 aacaacaatt gcattcattt tatgtttcag gttcaggggg aggtgtggga ggttttttaa

      241 agcaagtaaa acctctacaa atgtggtatg gctgattatg atccggctgc ctcgcgcgtt

      301 tcggtgatga cggtgaaaac ctctgacaca tgcagctccc ggagacggtc acagcttgtc

      361 tgtaagcgga tgccgggagc agacaagccc gtcagggcgc gtcagcgggt gttggcgggt

      421 gtcggggcgc agccatgacc cagtcacgta gcgatagcgg agtgtatact ggcttaacta

      481 tgcggcatca gagcagattg tactgagagt gcaccatatg cggtgtgaaa taccgcacag

      541 atgcgtaagg agaaaatacc gcatcaggcg ctcttccgct tcctcgctca ctgactcgct

      601 gcgctcggtc gttcggctgc ggcgagcggt atcagctcac tcaaaggcgg taatacggtt

      661 atccacagaa tcaggggata acgcaggaaa gaacatgtga gcaaaaggcc agcaaaaggc

      721 caggaaccgt aaaaaggccg cgttgctggc gtttttccat aggctccgcc cccctgacga

      781 gcatcacaaa aatcgacgct caagtcagag gtggcgaaac ccgacaggac tataaagata

      841 ccaggcgttt ccccctggaa gctccctcgt gcgctctcct gttccgaccc tgccgcttac

      901 cggatacctg tccgcctttc tcccttcggg aagcgtggcg ctttctcata gctcacgctg

      961 taggtatctc agttcggtgt aggtcgttcg ctccaagctg ggctgtgtgc acgaaccccc

     1021 cgttcagccc gaccgctgcg ccttatccgg taactatcgt cttgagtcca acccggtaag

     1081 acacgactta tcgccactgg cagcagccac tggtaacagg attagcagag cgaggtatgt

     1141 aggcggtgct acagagttct tgaagtggtg gcctaactac ggctacacta gaagaacagt

     1201 atttggtatc tgcgctctgc tgaagccagt taccttcgga aaaagagttg gtagctcttg

     1261 atccggcaaa caaaccaccg ctggtagcgg tggttttttt gtttgcaagc agcagattac

     1321 gcgcagaaaa aaaggatctc aagaagatcc tttgatcttt tctacggggt ctgacgctca

     1381 gtggaacgaa aactcacgtt aagggatttt ggtcatgaga ttatcaaaaa ggatcttcac

     1441 ctagatcctt ttaaattaaa aatgaagttt taaatcaatc taaagtatat atgagtaaac

     1501 ttggtctgac agttaccaat gcttaatcag tgaggcacct atctcagcga tctgtctatt

     1561 tcgttcatcc atagttgcct gactccccgt cgtgtagata actacgatac gggagggctt

     1621 accatctggc cccagtgctg caatgatacc gcgagaccca cgctcaccgg ctccagattt

     1681 atcagcaata aaccagccag ccggaagggc cgagcgcaga agtggtcctg caactttatc

     1741 cgcctccatc cagtctatta attgttgccg ggaagctaga gtaagtagtt cgccagttaa

     1801 tagtttgcgc aacgttgttg ccattgctac aggcatcgtg gtgtcacgct cgtcgtttgg

     1861 tatggcttca ttcagctccg gttcccaacg atcaaggcga gttacatgat cccccatgtt

     1921 gtgcaaaaaa gcggttagct ccttcggtcc tccgatcgtt gtcagaagta agttggccgc

     1981 agtgttatca ctcatggtta tggcagcact gcataattct cttactgtca tgccatccgt

     2041 aagatgcttt tctgtgactg gtgagtactc aaccaagtca ttctgagaat agtgtatgcg

     2101 gcgaccgagt tgctcttgcc cggcgtcaat acgggataat accgcgccac atagcagaac

     2161 tttaaaagtg ctcatcattg gaaaacgttc ttcggggcga aaactctcaa ggatcttacc

     2221 gctgttgaga tccagttcga tgtaacccac tcgtgcaccc aactgatctt cagcatcttt

     2281 tactttcacc agcgtttctg ggtgagcaaa aacaggaagg caaaatgccg caaaaaaggg

     2341 aataagggcg acacggaaat gttgaatact catactcttc ctttttcaat attattgaag

     2401 catttatcag ggttattgtc tcatgagcgg atacatattt gaatgtattt agaaaaataa

     2461 acaaataggg gttccgcgca catttccccg aaaagtgcca cctaaattgt aagcgttaat

     2521 attttgttaa aattcgcgtt aaatttttgt taaatcagct cattttttaa ccaataggcc

     2581 gaaatcggca aaatccctta taaatcaaaa gaatagaccg agatagggtt gagtgttgtt

     2641 ccagtttgga acaagagtcc actattaaag aacgtggact ccaacgtcaa agggcgaaaa

     2701 accgtctatc agggcgatgg cccactacgt gaaccatcac cctaatcaag ttttttgggg

     2761 tcgaggtgcc gtaaagcact aaatcggaac cctaaaggga gcccccgatt tagagcttga

     2821 cggggaaagc cggcgaacgt ggcgagaaag gaagggaaga aagcgaaagg agcgggcgct

     2881 agggcgctgg caagtgtagc ggtcacgctg cgcgtaacca ccacacccgc cgcgcttaat

     2941 gcgccgctac agggcgcgtc ccattcgcca ttcaggctgc gcaactgttg ggaagggcga

     3001 tcggtgcggg cctcttcgct attacgccag ctggcgaaag ggggatgtgc tgcaaggcga

     3061 ttaagttggg taacgccagg gttttcccag tcacgacgtt gtaaaacgac ggccagtgag

     3121 cgcgtcgacg gtatcgataa gcttggctgt ggaatgtgtg tcagttaggg tgtggaaagt

     3181 ccccaggctc cccagcaggc agaagtatgc aaagcatgca tctcaattag tcagcaacca

     3241 ggtgtggaaa gtccccaggc tccccagcag gcagaagtat gcaaagcatg catctcaatt

     3301 agtcagcaac catagtcccg cccctaactc cgcccatccc gcccctaact ccgcccagtt

     3361 ccgcccattc tccgccccat ggctgactaa ttttttttat ttatgcagag gccgaggccg

     3421 cctcggcctc tgagctattc cagaagtagt gaggaggctt ttttggaggc ctaggctttt

     3481 gcaaaaagct cctcgaggaa ctgaaaaacc agaaagttaa ctggtaagtt tagtcttttt

     3541 gtcttttatt tcaggtcccg gatctgatca agagacagga tgaggatcgt ttcgcatgat

     3601 tgaacaagat ggattgcacg caggttctcc ggccgcttgg gtggagaggc tattcggcta

     3661 tgactgggca caacagacaa tcggctgctc tgatgccgcc gtgttccggc tgtcagcgca

     3721 ggggcgcccg gttctttttg tcaagaccga cctgtccggt gccctgaatg aactgcagga

     3781 cgaggcagcg cggctatcgt ggctggccac gacgggcgtt ccttgcgcag ctgtgctcga

     3841 cgttgtcact gaagcgggaa gggactggct gctattgggc gaagtgccgg ggcaggatct

     3901 cctgtcatct caccttgctc ctgccgagaa agtatccatc atggctgatg caatgcggcg

     3961 gctgcatacg cttgatccgg ctacctgccc attcgaccac caagcgaaac atcgcatcga

     4021 gcgagcacgt actcggatgg aagccggtct tgtcgatcag gatgatctgg acgaagagca

     4081 tcaggggctc gcgccagccg aactgttcgc caggctcaag gcgcgcatgc ccgacggcga

     4141 ggatctcgtc gtgacccatg gcgatgcctg cttgccgaat atcatggtgg aaaatggccg

     4201 cttttctgga ttcatcgact gtggccggct gggtgtggcg gaccgctatc aggacatagc

     4261 gttggctacc cgtgatattg ctgaagagct tggcggcgaa tgggctgacc gcttcctcgt

     4321 gctttacggt atcgccgctc ccgattcgca gcgcatcgcc ttctatcgcc ttcttgacga

     4381 gttcttctga gcgggactct ggggttcgaa atgaccgacc aagcgacgcc caacctgccg

     4441 ggatccagac atgataagat acattgatga gtttggacaa accacaacta gaatgcagtg

     4501 aaaaaaatgc tttatttgtg aaatttgtga tgctattgct ttatttgtaa ccattataag

     4561 ctgcaataaa caagttaaca acaacaattg cattcatttt atgtttcagg ttcaggggga

     4621 ggtgtgggag gttttttagc ttggctgtgg aatgtgtgtc agttagggtg tggaaagtcc

     4681 ccaggctccc cagcaggcag aagtatgcaa agcatgcatc tcaattagtc agcaaccagg

     4741 tgtggaaagt ccccaggctc cccagcaggc agaagtatgc aaagcatgca tctcaattag

     4801 tcagcaacca tagtcccgcc cctaactccg cccatcccgc ccctaactcc gcccagttcc

     4861 gcccattctc cgccccatgg ctgactaatt ttttttattt atgcagaggc cgaggccgcc

     4921 tcggcctctg agctattcca gaagtagtga ggaggctttt ttggaggcct aggcttttgc

     4981 aaaaagctcc tcgaggaact gaaaaaccag aaagttaact ggtaagttta gtctttttgt

     5041 cttttatttc aggtcccgga tccggtggtg gtgcaaatca aagaactgct cctcagtgga

     5101 tgttgccttt acttctaggc ctgtacggaa gtgttacttc tgctctaaaa gctgctgcag

     5161 gagctcggac cgggccctta ggacgcgtaa tacgactcac tatagggaat tcgacgtcta

     5221 gatcttaagg cgcgccaagg ggttggccac gtggtaacca cggggtggct agctagggat

     5281 aacagggtaa tatagcggcc gccctttagt gagggttaat ttaaatcgta cgtcgcgatt

     5341 aattaaccgc 

//

BSML format after XML conversion of GenBank Accession AB003468

<?xml version="1.0"?>

<!DOCTYPE Bsml SYSTEM "BSML2_2.DTD">

<Bsml>

<Definitions>

<Sequences>

<Sequence id="G2656021" title="AB003468" molecule="dna" ic-acckey="AB003468" length="5350"

        representation="raw" topology="circular" strand="ds"

 comment="Cloning vector pAP3neo DNA, complete sequence.">

 <Attribute name="version" content="AB003468.1  GI:2656021"/>

 <Attribute name="source" content="Cloning vector pAP3neo DNA."/>

 <Attribute name="organism" content="Cloning vector pAP3neo"/>

 <Feature-tables>

  <Feature-table>

    <Reference 

      dbxref="98424349"

      title="1  (sites)">

     <RefAuthors>

     Kobori,M., Ikeda,Y., Nara,H., Kato,M., Kumegawa,M., Nojima,H. and

     Kawashima,H.

     </RefAuthors>

     <RefTitle>

     Large scale isolation of osteoclast-specific genes by an improved

     method involving the preparation of a subtracted cDNA library

     </RefTitle>

     <RefJournal>

     Genes Cells 3 (7), 459-475 (1998)

     </RefJournal>

    </Reference>

    <Reference       title="2  (bases 1 to 5350)">

     <RefAuthors>

     Nojima,H.

     </RefAuthors>

     <RefTitle>

     Direct Submission

     </RefTitle>

     <RefJournal>

     Submitted (30-MAY-1997) Hiroshi Nojima, Research Institute for

     Microbial Diseases, Osaka University, Department of Molecular

     Genetics; Yamadaoka 3-1, Suita, Osaka 565-0871, Japan

     (E-mail:hnojima@biken.osaka-u.ac.jp, Tel:81-6-875-3980,

     Fax:81-6-875-5192)

     </RefJournal>

    </Reference>

   <Feature id="FTR1" class="SOURCE" value-type="source" display-auto="0" title="source">

    <Qualifier value-type="organism" value="Cloning vector pAP3neo"/>

    <Qualifier value-type="db_xref" value="taxon:69403"/>

    <Interval-loc startpos="1" endpos="5350"/>

   </Feature>

   <Feature id="FTR2" class="POLYA_SIGNAL" value-type="polya_signal" display-auto="1" title="SV40 late polyadenylation signal">

    <Qualifier value-type="note" value="SV40 late polyadenylation signal"/>

    <Interval-loc startpos="47" endpos="268"/>

   </Feature>

   <Feature id="FTR3" class="REP_ORIGIN" value-type="rep_origin" display-auto="1" title="ColE1-derived plasmid replication origin">

    <Qualifier value-type="note" value="ColE1-derived plasmid replication origin"/>

    <Interval-loc startpos="572" endpos="1452"/>

   </Feature>

   <Feature id="FTR4" class="GENE" value-type="gene" display-auto="1" title="Amp">

    <Qualifier value-type="gene" value="Amp"/>

    <Interval-loc startpos="1513" endpos="2373" complement="1"/>

   </Feature>

   <Feature id="FTR5" class="CDS" value-type="cds" display-auto="1" title="Amp">

    <Qualifier value-type="gene" value="Amp"/>

    <Qualifier value-type="codon_start" value="1"/>

    <Qualifier value-type="transl_table" value="11"/>

    <Qualifier value-type="product" value="beta-lactamase"/>

    <Qualifier value-type="protein_id" value="BAA23652.1"/>

    <Qualifier value-type="db_xref" value="GI:2656022"/>

    <Qualifier value-type="translation" value="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGDHVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEADKVAGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERNRQIAEIGASLIKHW"/>

    <Interval-loc startpos="1513" endpos="2373" complement="1"/>

   </Feature>

   <Feature id="FTR6" class="REP_ORIGIN" value-type="rep_origin" display-auto="1" title="phage f1 region">

    <Qualifier value-type="note" value="phage f1 region"/>

    <Interval-loc startpos="2504" endpos="2959"/>

   </Feature>

   <Feature id="FTR7" class="PROMOTER" value-type="promoter" display-auto="1" title="SV40 early promoter">

    <Qualifier value-type="note" value="SV40 early promoter"/>

    <Interval-loc startpos="3290" endpos="3485"/>

   </Feature>

   <Feature id="FTR8" class="GENE" value-type="gene" display-auto="1" title="neo">

    <Qualifier value-type="gene" value="neo"/>

    <Interval-loc startpos="3596" endpos="4390"/>

   </Feature>

   <Feature id="FTR9" class="CDS" value-type="cds" display-auto="1" title="neo">

    <Qualifier value-type="gene" value="neo"/>

    <Qualifier value-type="codon_start" value="1"/>

    <Qualifier value-type="transl_table" value="11"/>

    <Qualifier value-type="product" value="neomycin phosphotransferase"/>

    <Qualifier value-type="protein_id" value="BAA23653.1"/>

    <Qualifier value-type="db_xref" value="GI:2656023"/>

    <Qualifier value-type="translation" value="MIEQDGLHAGSPAAWVERLFGYDWAQQTIGCSDAAVFRLSAQGRPVLFVKTDLSGALNELQDEAARLSWLATTGVPCAAVLDVVTEAGRDWLLLGEVPGQDLLSSHLAPAEKVSIMADAMRRLHTLDPATCPFDHQAKHRIERARTRMEAGLVDQDDLDEEHQGLAPAELFARLKARMPDGEDLVVTHGDACLPNIMVENGRFSGFIDCGRLGVADRYQDIALATRDIAEELGGEWADRFLVLYGIAAPDSQRIAFYRLLDEFF"/>

    <Interval-loc startpos="3596" endpos="4390"/>

   </Feature>

   <Feature id="FTR10" class="POLYA_SIGNAL" value-type="polya_signal" display-auto="1" title="SV40 late polyadenylation signal">

    <Qualifier value-type="note" value="SV40 late polyadenylation signal"/>

    <Interval-loc startpos="4446" endpos="4638"/>

   </Feature>

   <Feature id="FTR11" class="PROMOTER" value-type="promoter" display-auto="1" title="SV40 early promoter">

    <Qualifier value-type="note" value="SV40 early promoter"/>

    <Interval-loc startpos="4788" endpos="4983"/>

   </Feature>

   <Feature id="FTR12" class="PROMOTER" value-type="promoter" display-auto="1" title="T7 promoter">

    <Qualifier value-type="note" value="T7 promoter"/>

    <Interval-loc startpos="5188" endpos="5207"/>

   </Feature>

   <Feature id="FTR13" class="PROMOTER" value-type="promoter" display-auto="1" title="T3 promoter">

    <Qualifier value-type="note" value="T3 promoter"/>

    <Interval-loc startpos="5302" endpos="5321"/>

   </Feature>

  </Feature-table>

 </Feature-tables>

 <Seq-data>

   ggtaccttctgaggcggaaagaaccagccggatccctcgagggatccaga

   catgataagatacattgatgagtttggacaaaccacaactagaatgcagt

   gaaaaaaatgctttatttgtgaaatttgtgatgctattgctttatttgta

   accattataagctgcaataaacaagttaacaacaacaattgcattcattt

   tatgtttcaggttcagggggaggtgtgggaggttttttaaagcaagtaaa

   acctctacaaatgtggtatggctgattatgatccggctgcctcgcgcgtt

   tcggtgatgacggtgaaaacctctgacacatgcagctcccggagacggtc

   acagcttgtctgtaagcggatgccgggagcagacaagcccgtcagggcgc

   gtcagcgggtgttggcgggtgtcggggcgcagccatgacccagtcacgta

   gcgatagcggagtgtatactggcttaactatgcggcatcagagcagattg

   tactgagagtgcaccatatgcggtgtgaaataccgcacagatgcgtaagg

   agaaaataccgcatcaggcgctcttccgcttcctcgctcactgactcgct

   gcgctcggtcgttcggctgcggcgagcggtatcagctcactcaaaggcgg

   taatacggttatccacagaatcaggggataacgcaggaaagaacatgtga

   gcaaaaggccagcaaaaggccaggaaccgtaaaaaggccgcgttgctggc

   gtttttccataggctccgcccccctgacgagcatcacaaaaatcgacgct

   caagtcagaggtggcgaaacccgacaggactataaagataccaggcgttt

   ccccctggaagctccctcgtgcgctctcctgttccgaccctgccgcttac

   cggatacctgtccgcctttctcccttcgggaagcgtggcgctttctcata

   gctcacgctgtaggtatctcagttcggtgtaggtcgttcgctccaagctg

   ggctgtgtgcacgaaccccccgttcagcccgaccgctgcgccttatccgg

   taactatcgtcttgagtccaacccggtaagacacgacttatcgccactgg

   cagcagccactggtaacaggattagcagagcgaggtatgtaggcggtgct

   acagagttcttgaagtggtggcctaactacggctacactagaagaacagt

   atttggtatctgcgctctgctgaagccagttaccttcggaaaaagagttg

   gtagctcttgatccggcaaacaaaccaccgctggtagcggtggttttttt

   gtttgcaagcagcagattacgcgcagaaaaaaaggatctcaagaagatcc

   tttgatcttttctacggggtctgacgctcagtggaacgaaaactcacgtt

   aagggattttggtcatgagattatcaaaaaggatcttcacctagatcctt

   ttaaattaaaaatgaagttttaaatcaatctaaagtatatatgagtaaac

   ttggtctgacagttaccaatgcttaatcagtgaggcacctatctcagcga

   tctgtctatttcgttcatccatagttgcctgactccccgtcgtgtagata

   actacgatacgggagggcttaccatctggccccagtgctgcaatgatacc

   gcgagacccacgctcaccggctccagatttatcagcaataaaccagccag

   ccggaagggccgagcgcagaagtggtcctgcaactttatccgcctccatc

   cagtctattaattgttgccgggaagctagagtaagtagttcgccagttaa

   tagtttgcgcaacgttgttgccattgctacaggcatcgtggtgtcacgct

   cgtcgtttggtatggcttcattcagctccggttcccaacgatcaaggcga

   gttacatgatcccccatgttgtgcaaaaaagcggttagctccttcggtcc

   tccgatcgttgtcagaagtaagttggccgcagtgttatcactcatggtta

   tggcagcactgcataattctcttactgtcatgccatccgtaagatgcttt

   tctgtgactggtgagtactcaaccaagtcattctgagaatagtgtatgcg

   gcgaccgagttgctcttgcccggcgtcaatacgggataataccgcgccac

   atagcagaactttaaaagtgctcatcattggaaaacgttcttcggggcga

   aaactctcaaggatcttaccgctgttgagatccagttcgatgtaacccac

   tcgtgcacccaactgatcttcagcatcttttactttcaccagcgtttctg

   ggtgagcaaaaacaggaaggcaaaatgccgcaaaaaagggaataagggcg

   acacggaaatgttgaatactcatactcttcctttttcaatattattgaag

   catttatcagggttattgtctcatgagcggatacatatttgaatgtattt

   agaaaaataaacaaataggggttccgcgcacatttccccgaaaagtgcca

   cctaaattgtaagcgttaatattttgttaaaattcgcgttaaatttttgt

   taaatcagctcattttttaaccaataggccgaaatcggcaaaatccctta

   taaatcaaaagaatagaccgagatagggttgagtgttgttccagtttgga

   acaagagtccactattaaagaacgtggactccaacgtcaaagggcgaaaa

   accgtctatcagggcgatggcccactacgtgaaccatcaccctaatcaag

   ttttttggggtcgaggtgccgtaaagcactaaatcggaaccctaaaggga

   gcccccgatttagagcttgacggggaaagccggcgaacgtggcgagaaag

   gaagggaagaaagcgaaaggagcgggcgctagggcgctggcaagtgtagc

   ggtcacgctgcgcgtaaccaccacacccgccgcgcttaatgcgccgctac

   agggcgcgtcccattcgccattcaggctgcgcaactgttgggaagggcga

   tcggtgcgggcctcttcgctattacgccagctggcgaaagggggatgtgc

   tgcaaggcgattaagttgggtaacgccagggttttcccagtcacgacgtt

   gtaaaacgacggccagtgagcgcgtcgacggtatcgataagcttggctgt

   ggaatgtgtgtcagttagggtgtggaaagtccccaggctccccagcaggc

   agaagtatgcaaagcatgcatctcaattagtcagcaaccaggtgtggaaa

   gtccccaggctccccagcaggcagaagtatgcaaagcatgcatctcaatt

   agtcagcaaccatagtcccgcccctaactccgcccatcccgcccctaact

   ccgcccagttccgcccattctccgccccatggctgactaattttttttat

   ttatgcagaggccgaggccgcctcggcctctgagctattccagaagtagt

   gaggaggcttttttggaggcctaggcttttgcaaaaagctcctcgaggaa

   ctgaaaaaccagaaagttaactggtaagtttagtctttttgtcttttatt

   tcaggtcccggatctgatcaagagacaggatgaggatcgtttcgcatgat

   tgaacaagatggattgcacgcaggttctccggccgcttgggtggagaggc

   tattcggctatgactgggcacaacagacaatcggctgctctgatgccgcc

   gtgttccggctgtcagcgcaggggcgcccggttctttttgtcaagaccga

   cctgtccggtgccctgaatgaactgcaggacgaggcagcgcggctatcgt

   ggctggccacgacgggcgttccttgcgcagctgtgctcgacgttgtcact

   gaagcgggaagggactggctgctattgggcgaagtgccggggcaggatct

   cctgtcatctcaccttgctcctgccgagaaagtatccatcatggctgatg

   caatgcggcggctgcatacgcttgatccggctacctgcccattcgaccac

   caagcgaaacatcgcatcgagcgagcacgtactcggatggaagccggtct

   tgtcgatcaggatgatctggacgaagagcatcaggggctcgcgccagccg

   aactgttcgccaggctcaaggcgcgcatgcccgacggcgaggatctcgtc

   gtgacccatggcgatgcctgcttgccgaatatcatggtggaaaatggccg

   cttttctggattcatcgactgtggccggctgggtgtggcggaccgctatc

   aggacatagcgttggctacccgtgatattgctgaagagcttggcggcgaa

   tgggctgaccgcttcctcgtgctttacggtatcgccgctcccgattcgca

   gcgcatcgccttctatcgccttcttgacgagttcttctgagcgggactct

   ggggttcgaaatgaccgaccaagcgacgcccaacctgccgggatccagac

   atgataagatacattgatgagtttggacaaaccacaactagaatgcagtg

   aaaaaaatgctttatttgtgaaatttgtgatgctattgctttatttgtaa

   ccattataagctgcaataaacaagttaacaacaacaattgcattcatttt

   atgtttcaggttcagggggaggtgtgggaggttttttagcttggctgtgg

   aatgtgtgtcagttagggtgtggaaagtccccaggctccccagcaggcag

   aagtatgcaaagcatgcatctcaattagtcagcaaccaggtgtggaaagt

   ccccaggctccccagcaggcagaagtatgcaaagcatgcatctcaattag

   tcagcaaccatagtcccgcccctaactccgcccatcccgcccctaactcc

   gcccagttccgcccattctccgccccatggctgactaattttttttattt

   atgcagaggccgaggccgcctcggcctctgagctattccagaagtagtga

   ggaggcttttttggaggcctaggcttttgcaaaaagctcctcgaggaact

   gaaaaaccagaaagttaactggtaagtttagtctttttgtcttttatttc

   aggtcccggatccggtggtggtgcaaatcaaagaactgctcctcagtgga

   tgttgcctttacttctaggcctgtacggaagtgttacttctgctctaaaa

   gctgctgcaggagctcggaccgggcccttaggacgcgtaatacgactcac

   tatagggaattcgacgtctagatcttaaggcgcgccaaggggttggccac

   gtggtaaccacggggtggctagctagggataacagggtaatatagcggcc

   gccctttagtgagggttaatttaaatcgtacgtcgcgattaattaaccgc
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