S.salivarius insertion sequence IS1139 tnpA gene encoding transposase
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LOCUS       Z17279                  1717 bp    DNA     linear   BCT 26-JUL-2016
DEFINITION  S.salivarius insertion sequence IS1139 tnpA gene encoding
            transposase.
ACCESSION   Z17279
VERSION     Z17279.1
KEYWORDS    insertion sequence; insertion sequence IS1139; tnpA gene;
            transposase.
SOURCE      Streptococcus salivarius
  ORGANISM  Streptococcus salivarius
            Bacteria; Bacillati; Bacillota; Bacilli; Lactobacillales;
            Streptococcaceae; Streptococcus.
REFERENCE   1
  AUTHORS   Gagnon,G., Vadeboncoeur,C., Levesque,R.C. and Frenette,M.
  TITLE     Cloning, sequencing and expression in Escherichia coli of the ptsI
            gene encoding enzyme I of the phosphoenolpyruvate:sugar
            phosphotransferase transport system from Streptococcus salivarius
  JOURNAL   Gene 121 (1), 71-78 (1992)
   PUBMED   1427100
REFERENCE   2  (bases 1 to 1717)
  AUTHORS   Lortie,L.A., Gagnon,G. and Frenette,M.
  TITLE     IS1139 from Streptococcus salivarius: identification and
            characterization of an insertion sequence-like element related to
            mobile DNA elements from gram-negative bacteria
  JOURNAL   Plasmid 32 (1), 1-9 (1994)
   PUBMED   7991667
REFERENCE   3  (bases 1 to 1717)
  AUTHORS   Frenette,M.
  TITLE     Direct Submission
  JOURNAL   Submitted (15-OCT-1992) Michel Frenette, Biochemistry(Sciences) and
            Dental School, Laval University, Groupe de Recherche en Ecologie
            Buccale, Quebec, Quebec, G1K 7P4, Canada
[bookmark: comment_Z17279.1][bookmark: feature_Z17279.1]FEATURES             Location/Qualifiers
     source          1..1717
                     /organism="Streptococcus salivarius"
                     /mol_type="genomic DNA"
                     /strain="ATCC 25975"
                     /db_xref="taxon:1304"
                     /clone="pISBS"
     gene            complement(<1..111)
                     /gene="orf III"
     CDS             complement(<1..111)
                     /gene="orf III"
                     /codon_start=1
                     /transl_table=11
                     /protein_id="CAA78949.1"
                     /db_xref="GOA:Q55273"
                     /db_xref="HSSP:1EUH"
                     /db_xref="InterPro:IPR015590"
                     /db_xref="InterPro:IPR016161"
                     /db_xref="InterPro:IPR016162"
                     /db_xref="UniProtKB/TrEMBL:Q55273"
                     /translation="MSQAEVDEVYAAAKAALPAWRALSYAERAAYLHKAAD"
     mobile_element  323..1491
                     /mobile_element_type="insertion sequence:IS1139"
     repeat_region   323..351
                     /rpt_type=INVERTED
     regulatory      332..337
                     /regulatory_class="minus_35_signal"
     regulatory      372..377
                     /regulatory_class="minus_10_signal"
     regulatory      400..408
                     /regulatory_class="ribosome_binding_site"
     gene            406..1431
                     /gene="tnpA"
     CDS             406..1431
                     /gene="tnpA"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase"
                     /protein_id="CAA78948.1"
                     /db_xref="GOA:Q55272"
                     /db_xref="InterPro:IPR001584"
                     /db_xref="InterPro:IPR001598"
                     /db_xref="InterPro:IPR012337"
                     /db_xref="UniProtKB/TrEMBL:Q55272"
                     /translation="MNMSTNYSTTNQSYKHLSEAERGEIEAYLSVGLKPAEIARRLGR
                     NRSTITREINRGSITQVKKVNGQKVYYQHYYADAAHNRYRHAREASYYLKLDSVSDDF
                     LRAFTEAMREKPRVHSVDTFVHTYRLQHVDAVVPSTKTLYNYIHQGLLEIKVIDLPRA
                     VRIRKKFTKRPSTKKHLGKSIEERPEEINNRSRFGDWEIDSVLGGKTIGEPSILTLVE
                     RQTRYAVTKKLVEKKAEYVNQAVLECMKLYPIKSITADNGNEFSSLSKIEGLDVYFAH
                     AYSSYERGTNENFNGLLREFIPKGCSLKELNQNLLEDYTKAINERPRRIHGYQSAKKL
                     FELTQTA"
     repeat_region   1462..1491
                     /rpt_type=INVERTED
     gene            complement(1613..>1717)
                     /gene="ptsI"
     CDS             complement(1613..>1717)
                     /gene="ptsI"
                     /codon_start=1
                     /transl_table=11
                     /protein_id="CAA78950.1"
                     /db_xref="UniProtKB/TrEMBL:Q798W2"
                     /translation="LDTAKMEEYANRALTECSTMEEVLELSKEYVNVD"
ORIGIN      
[bookmark: sequence_Z17279.1]        1 atctgctgct ttatgaaggt aagctgcacg ttcagcatat gaaagtgcac gccatgctgg
       61 aagtgctgct ttagctgctg cgtagacttc gtctacttca gcttggctca tcgctggaac
      121 tgatccaagt tcctcaccgt ttgcaggtgc gtagatagta atttcgtttt cagatgtttt
      181 ccactcacca ttgacatagt ttttgtattg tttagccaag atagtaactc cttttatcta
      241 ttataagacc tattttatca tttttttaga aataatccaa gatttaaacg agaattattc
[bookmark: _GoBack]      301 agaaaatttt gacaaaaaat agtttgccct attgtaaaat gaagtgcaac acaaaagaca
      361 tgttcatctg atatactaga gttgcgaaaa acagtataaa ggaagatgaa catgtccact
      421 aattattcta ccacaaatca atcatacaag cacttatctg aagctgagcg aggggaaatt
      481 gaagcttatt taagcgtagg actcaaacct gctgagattg ctcgtagact agggagaaat
      541 cgctctacta ttactcgtga aattaatcgt ggttccataa cacaagtgaa aaaagtaaat
      601 gggcaaaagg tctattacca acactattat gcagatgctg ctcataaccg ttatcgtcat
      661 gctagagaag ccagctatta tttgaaactg gattccgtat cggatgactt tctgagagca
      721 tttacagaag caatgagaga gaaaccaagg gtgcatagcg tggatacctt tgttcatacc
      781 tatagactcc aacatgtaga tgcagttgtt ccttcaacca agacgctcta taactatatc
      841 catcaaggat tgttagagat taaggtcatt gatttgccaa gagcagtgcg gatccgtaag
      901 aaatttacca agcgcccctc taccaagaaa catctaggaa agtcaattga agaaaggcca
      961 gaagaaatca ataatcgttc ccgttttgga gattgggaaa tcgattctgt tctgggtgga
     1021 aagacaatag gagaaccttc tattctaacc ttggtagaac gacaaacacg ctatgctgtc
     1081 acaaagaaac tcgtggaaaa gaaagcagag tatgtcaatc aagcagtctt agagtgtatg
     1141 aaactttatc ccattaagtc cataactgca gataatggaa acgaattttc atcattgagt
     1201 aagatagagg gattagatgt ttattttgca catgcctatt catcttatga acgaggtaca
     1261 aatgagaatt tcaatggact actaagagag ttcattccga aggggtgttc gttaaaagaa
     1321 ctaaatcaga atcttttaga ggactataca aaggctatca atgaaagacc tagacgaatt
     1381 catggctatc agtccgcaaa aaagctgttt gagctaactc aaacagcttg aaagatactc
     1441 acttaatcag aggaacatct ttgttgcact tgacttgaca attagggcaa aaaatagttt
     1501 taattattaa cctaggttag ccgtattcta ctcctaacca atgaatgagt caattatttt
     1561 gtctctgttt agttataaaa aaagtgaaag cctaggcctc cactttttat gattagtcta
     1621 cgttaacgta ttcttttgaa agttcaagaa cttcttccat tgttgaacat tcagtaagcg
     1681 cacggttagc atattcttcc attttagctg tgtcaag
//

