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LOCUS       AF079818                1078 bp    DNA     linear   BCT 11-MAY-2005
DEFINITION  Clavibacter michiganensis subsp. insidiosus insertion sequence
            IS1122, complete sequence; and putative transposase gene, complete
            cds.
ACCESSION   AF079818
VERSION     AF079818.1
KEYWORDS    .
SOURCE      Clavibacter michiganensis subsp. insidiosus
  ORGANISM  Clavibacter michiganensis subsp. insidiosus
            Bacteria; Bacillati; Actinomycetota; Actinomycetes; Micrococcales;
            Microbacteriaceae; Clavibacter.
REFERENCE   1  (bases 1 to 1078)
  AUTHORS   Oleson,A.E., You,L., Dunkirk,S. and Chuang,L.
  TITLE     IS1122, a highly reiterated element from Clavibacter michiganensis
            subsp. insidiosus
  JOURNAL   Unpublished
REFERENCE   2  (bases 1 to 1078)
  AUTHORS   Oleson,A.E., You,L., Dunkirk,S., Mogen,B. and Olson,H.
  TITLE     Direct Submission
  JOURNAL   Submitted (22-JUL-1998) Biochemistry, North Dakota State
            University, 166 Loftsgard Hall, Fargo, ND 58105, USA
[bookmark: comment_AF079818.1][bookmark: feature_AF079818.1]FEATURES             Location/Qualifiers
     source          1..1078
                     /organism="Clavibacter michiganensis subsp. insidiosus"
                     /mol_type="genomic DNA"
                     /strain="10253"
                     /sub_species="insidiosus"
                     /db_xref="taxon:33014"
                     /note="2.3-kb chromosomal KpnI fragment"
     mobile_element  1..1078
                     /mobile_element_type="insertion sequence:IS1122"
     repeat_region   1..33
                     /note="left terminal repeat"
                     /rpt_type=inverted
     misc_feature    48..100
                     /note="stem-loop structure"
     regulatory      91..96
                     /regulatory_class="ribosome_binding_site"
     CDS             102..1064
                     /codon_start=1
                     /transl_table=11
                     /product="putative transposase"
                     /protein_id="AAC29483.1"
                     /translation="MSHANARLTVHGRVLLVRRVVEDRRPVSHVARELGVSRQCAHRW
                     VNRFRAEGFEGLSDRSSRPRRVPTRTSPERERAVVEARTRFRSGPARLAPVTGVPART
                     ISRILRRHGAPPLAWLDPVTGAVIRASRSMANRYEHEHPGDLIHVDVKKLGRIPDGGG
                     WRAHGRSEQVRGRGIGFDYVHAVVDDHTRLAYAEIHPDEKGVTAAGFLTRAAAYFAEH
                     GITRIERVLTDNAFAYRHSAAFQNAVTQLGARQKFIRPHCPWQNGKVERFNRTLATEW
                     AYRQPFTSNQARTDALDPWIEHYNTERIHSSHGLTPAARVSPTS"
     repeat_region   1046..1078
                     /note="right terminal repeat"
                     /rpt_type=inverted
ORIGIN      
[bookmark: sequence_AF079818.1]        1 ctagctgtac ccggccatga cgttggtgac acttcggggc gtgtgaggag gcctcctggc
       61 ttgatggagc tgtctagttc tgccactgcc aggaggcctc gatgtcccac gctaatgctc
      121 gtctgacggt tcacgggagg gttctcctcg tgcggcgggt ggtcgaggat cgtcggccgg
      181 tctcgcatgt cgcgcgcgaa ctcggtgtgt cgcgtcagtg cgcgcatcgg tgggtgaatc
      241 ggttccgtgc cgagggcttc gaaggcttgt cggaccggtc ctcgaggccg agacgggtgc
      301 cgacgaggac gagcccggaa cgagaacgag ccgtcgtgga agcgaggacc cgattccgat
      361 caggtcctgc ccggttggcg ccggtgaccg gtgttccagc ccgcacgatc tcccgcatcc
      421 tgcggcggca cggggcaccg ccgttggcat ggttggaccc cgtcaccggg gccgtgatcc
      481 gggcatcccg gtcgatggca aaccggtacg agcatgagca tcccggcgac ctgatccacg
      541 tcgacgtgaa gaagctcggc cggatcccgg acggcggcgg ctggcgggcg catggccgca
      601 gcgaacaggt tcgtggtcgt gggatcgggt tcgattacgt ccacgccgtg gtcgatgacc
      661 acacccgcct cgcctacgcg gagatccacc cggacgagaa gggcgtgacc gcggcagggt
      721 tcctgacccg ggccgcggcg tacttcgccg agcacggcat cacccgcatc gaacgggtcc
      781 tgacggacaa cgcgttcgcc taccggcact cggccgcgtt ccagaacgcg gtcacgcagc
      841 tcggtgcgag gcagaagttc atccgcccgc actgcccctg gcagaacggc aaggtcgaac
      901 gcttcaaccg caccctcgcg accgagtggg cctaccggca acccttcacc agcaaccaag
      961 ccagaaccga cgcccttgat ccgtggatcg agcactacaa cactgaacga atccactcga
     1021 gccacgggct gacgcccgcg gcccgagtgt caccaacgtc atgactcagt acagctag
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