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LOCUS       HM037272                 801 bp    DNA     linear   BCT 06-APR-2020
DEFINITION  Bacillus thuringiensis CT43 plasmid pBMB0558, complete sequence.
ACCESSION   HM037272 REGION: complement(86483..87283)
VERSION     HM037272.1
DBLINK      BioProject: PRJNA30163
            BioSample: SAMN14225584
KEYWORDS    .
SOURCE      Bacillus thuringiensis serovar chinensis CT-43
  ORGANISM  Bacillus thuringiensis serovar chinensis CT-43
            Bacteria; Bacillati; Bacillota; Bacilli; Bacillales; Bacillaceae;
            Bacillus; Bacillus cereus group.
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[bookmark: comment_HM037272.1]COMMENT     Genome was manually curated based on annotation generated by the
            NCBI Prokaryotic Genomes Automatic Annotation Pipeline Group.
            Information about the Pipeline can be found here:
            http://www.ncbi.nlm.nih.gov/genomes/static/Pipeline.html.
[bookmark: feature_HM037272.1]FEATURES             Location/Qualifiers
     source          1..801
                     /organism="Bacillus thuringiensis serovar chinensis CT-43"
                     /mol_type="genomic DNA"
                     /strain="CT-43"
                     /serovar="chinensis CT-43"
                     /db_xref="taxon:541229"
                     /plasmid="pBMB0558"
     gene            1..801
                     /locus_tag="pBMB0558_00635"
     CDS             1..801
                     /locus_tag="pBMB0558_00635"
                     /codon_start=1
                     /transl_table=11
                     /product="S-layer-like domain-containing protein"
                     /protein_id="ADU03189.1"
                     /translation="MQALEKAGIMNGYGNGTFGAENILTREQLASVLTKAFKLKPKSM
                     TTFDDVEKNYWATDSISAVQSNGISIGMGNNTFEPKTLVKREQYVQFLYNTMKKQPDH
                     NGNNNENNNGNNNGNNNENNNGNNNDEVNSPYYVAPPKESSENSALRQKLGNYGSYTG
                     VKKSYFDSLNQDIASGKITEEDAKVKAGTLEPWEDAKIPSFLPKGTKVAVESVNIQKF
                     NTSSNDYKVIDKMIQKDYGGTYFGINVYWNAETKQNTVSVLHVQFIYQ"
ORIGIN      
[bookmark: sequence_HM037272.1]        1 atgcaagctt tagaaaaagc aggtattatg aatgggtacg gaaatggtac ttttggcgca
       61 gaaaacatct taactcgtga acaattagca tctgttttga cgaaagcatt taaattaaaa
      121 ccaaaatcta tgactacttt tgatgatgta gaaaaaaatt attgggctac agattcaatt
      181 agtgcggtgc aatcaaatgg tatttcaata gggatgggaa ataacacatt cgagccaaaa
      241 acacttgtga aacgtgaaca atacgtacaa tttttataca atactatgaa aaaacagccg
      301 gatcacaacg gaaacaataa tgaaaacaac aacggaaaca ataacggaaa caataatgaa
      361 aataacaatg gaaataacaa tgatgaagtg aattcaccat attatgttgc acctccaaaa
[bookmark: _GoBack]      421 gagtcttcag aaaatagtgc attacgtcaa aagcttggaa attacggtag ctatacagga
      481 gtaaagaaat catactttga tagcttgaat caagatattg caagcggtaa gatcacagag
      541 gaagatgcaa aggtgaaagc tggaacatta gaaccttggg aagatgcaaa aatcccttca
      601 tttttaccta aaggaacaaa agttgctgta gaatcagtaa acattcaaaa attcaataca
      661 tcttctaatg attataaagt tattgataaa atgatccaaa aagattatgg tggaacttat
      721 ttcggaatta atgtttactg gaatgctgaa acaaaacaaa atactgtttc tgtattacat
      781 gttcaattta tatatcagta a
//

