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LOCUS       MT912551                 862 bp    DNA     linear   BCT 27-NOV-2021
DEFINITION  Staphylococcus argenteus strain SG104 enterotoxin type C3 gene,
            complete cds.
ACCESSION   MT912551
VERSION     MT912551.1
KEYWORDS    .
SOURCE      Staphylococcus argenteus
  ORGANISM  Staphylococcus argenteus
            Bacteria; Bacillati; Bacillota; Bacilli; Caryophanales;
            Staphylococcaceae; Staphylococcus.
REFERENCE   1  (bases 1 to 862)
  AUTHORS   Aung,M.S., Urushibara,N. and Kobayashi,N.
  TITLE     Molecular epidemiological characterization of S.argenteus clinical
            isolates in Hokkaido, Northern Japan
  JOURNAL   Unpublished
REFERENCE   2  (bases 1 to 862)
  AUTHORS   Aung,M.S., Urushibara,N. and Kobayashi,N.
  TITLE     Direct Submission
  JOURNAL   Submitted (21-AUG-2020) Department of Hygiene, Sapporo Medical
            University School of Medicine, S-1, W-17, Chuoku, Sapporo 060-8556,
            Japan
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            ##Assembly-Data-END##
[bookmark: feature_MT912551.1]FEATURES             Location/Qualifiers
     source          1..862
                     /organism="Staphylococcus argenteus"
                     /mol_type="genomic DNA"
                     /strain="SG104"
                     /isolation_source="nasal discharge"
                     /host="Homo sapiens"
                     /db_xref="taxon:985002"
                     /geo_loc_name="Japan"
                     /collection_date="30-Jun-2020"
                     /note="genotype: ST2250"
     CDS             10..825
                     /note="SEC3"
                     /codon_start=1
                     /transl_table=11
                     /product="enterotoxin type C3"
                     /protein_id="UFI07975.1"
                     /translation="MKEIKMYKRLFISRVILIFALILVISTPNVLAESQPDPMPDDLH
                     KSSEFTGTMGNMKYLYDDHYVSATKVKSVDKFLAHDLIYNISDKKLKNYDKVKTELLN
                     EDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL
                     QNVLVRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYI
                     KFIENNGNTFWYDMMPAPGDKFDQSKYLMMYNDNKTVDSKSVKIEVHLTTKNG"
ORIGIN      
[bookmark: sequence_MT912551.1]        1 gaatgttgga tgaaggagat aaaaatgtat aagagattat ttatttcacg tgtaattttg
       61 atattcgcac tgatactagt tatttctaca cccaacgttt tagcagagag tcaaccagac
      121 cctatgccag atgatttgca caaatcaagt gagtttactg gtacgatggg taatatgaaa
      181 tatttatatg atgatcatta tgtatcagca actaaagtta agtctgtaga taaatttttg
      241 gcacatgatt taatttataa cattagtgat aaaaaactga aaaattatga caaagtgaaa
      301 acagagttat taaatgaaga tttagcaaag aagtacaaag atgaagtagt tgatgtgtat
      361 ggatcaaatt actatgtaaa ctgctatttt tcatccaaag ataatgtagg taaagttaca
      421 ggtggtaaaa cttgtatgta tggaggaata acaaaacatg aaggaaacca ctttgataat
      481 gggaacttac aaaatgtact tgtaagagtt tatgaaaata aaagaaacac aatttctttt
      541 gaagtacaaa ctgataagaa aagtgtaaca gctcaagaac tagacataaa agctaggaat
      601 tttttaatta ataaaaaaaa tttgtatgag tttaacagtt caccatatga aacaggatat
      661 ataaaattta ttgaaaataa cggcaatact ttttggtatg atatgatgcc tgcaccaggc
      721 gataagtttg accaatctaa atatttaatg atgtacaacg acaataaaac ggttgattct
      781 aaaagtgtga agatagaagt ccaccttaca acaaagaatg gataatgtta atccgatttt
      841 gatataaaaa gtgaaagtat ta
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