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LOCUS       KU301869                 393 bp    DNA     linear   BCT 22-DEC-2016
DEFINITION  Burkholderia paludis recombinase A (recA) gene, partial cds.
ACCESSION   KU301869
VERSION     KU301869.1
KEYWORDS    .
SOURCE      Burkholderia paludis
  ORGANISM  Burkholderia paludis
            Bacteria; Pseudomonadati; Pseudomonadota; Betaproteobacteria;
            Burkholderiales; Burkholderiaceae; Burkholderia; Burkholderia
            cepacia complex.
REFERENCE   1  (bases 1 to 393)
  AUTHORS   Ong,K.S. and Lee,S.M.
  TITLE     Direct Submission
  JOURNAL   Submitted (15-DEC-2015) School of Science, Monash University
            Malaysia, Jalan Lagoon Selatan, Bandar Sunway, Selangor 46150,
            Malaysia
[bookmark: comment_KU301869.1]COMMENT     ##Assembly-Data-START##
            Sequencing Technology :: Sanger dideoxy sequencing
            ##Assembly-Data-END##
[bookmark: feature_KU301869.1]FEATURES             Location/Qualifiers
     source          1..393
                     /organism="Burkholderia paludis"
                     /mol_type="genomic DNA"
                     /strain="MSh1"
                     /isolation_source="tropical peat swamp forest"
                     /type_material="type strain of Burkholderia paludis"
                     /db_xref="taxon:1506587"
                     /geo_loc_name="Malaysia"
     gene            <1..>393
                     /gene="recA"
     CDS             <1..>393
                     /gene="recA"
                     /codon_start=1
                     /transl_table=11
                     /product="recombinase A"
                     /protein_id="ANF04576.1"
                     /translation="ALAAALAQIEKQFGKGSIMRLGDGEAVEDIQVVSTGSLGLDIAL
                     GVGGLPRGRVVEIYGPESSGKTTLTLQVVAEMQKLGGTAAFIDAEHALDVQYASKLGV
                     NVPELLISQPDTGEQALEIVDALVRSGSI"
ORIGIN      
[bookmark: sequence_KU301869.1]        1 gcgcttgctg ccgcgctcgc gcagatcgag aagcagttcg gcaaagggtc gatcatgcgg
[bookmark: _Hlk225690184][bookmark: _Hlk225690141]       61 ctcggcgacg gcgaggcagt cgaggatatc caggtggtgt ccacgggctc gctcggtctc
      121 gatatcgcgc tcggcgtcgg cggcctgccg cgcggccgtg tggtcgaaat ctacgggccg
      181 gaatcgtccg gcaagacgac gctcacgctg caggtggtcg ccgagatgca gaagctgggc
      241 ggcaccgcgg cgttcatcga cgcggagcac gcactcgacg tccagtatgc gtcgaagctc
      301 ggcgtgaacg tgccggagct gctgatctcg cagccggaca cgggcgagca ggcgctcgaa
      361 atcgtcgacg cgctggtccg ctcgggctcg atc
//
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