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LOCUS       MN503256                 484 bp    DNA     linear   BCT 31-MAY-

2020 

DEFINITION  Shigella flexneri strain arums98 O-antigen polymerase (rcf) gene, 

            partial cds. 

ACCESSION   MN503256 

VERSION     MN503256.1 

KEYWORDS    . 

SOURCE      Shigella flexneri 

  ORGANISM  Shigella flexneri 

            Bacteria; Proteobacteria; Gammaproteobacteria; Enterobacterales; 

            Enterobacteriaceae; Shigella. 

REFERENCE   1  (bases 1 to 484) 

  AUTHORS   Teimourpour,R., Sabour,S., Mohammadshahi,J. and Mirzanejad-Asl,H. 

  TITLE     Direct Submission 

  JOURNAL   Submitted (21-SEP-2019) Microbiology, Ardabil University of 

Medical 

            Science, Ww.Ilamdoc.Ir, Ardabil +98, Iran 

COMMENT     ##Assembly-Data-START## 

            Sequencing Technology :: Sanger dideoxy sequencing 

            ##Assembly-Data-END## 

FEATURES             Location/Qualifiers 

     source          1..484 

                     /organism="Shigella flexneri" 

                     /mol_type="genomic DNA" 

                     /strain="arums98" 

                     /isolation_source="stool" 

                     /host="Homo sapiens" 

                     /db_xref="taxon:623" 

                     /country="Iran" 

     gene            <1..>484 

                     /gene="rcf" 

     CDS             <1..>484 

                     /gene="rcf" 

                     /codon_start=3 

                     /transl_table=11 

                     /product="O-antigen polymerase" 

                     /protein_id="QKD77171.1" 

                     

/translation="DVQPYLFMLSLIYLFTLRYTLKVFSCEIFIKIVNAFALYGSLLY 

                     

ISYIILLNFGLLNFNLIYEHLSLTSEFFFRPDGAFFSKSFYFFGVGAIISFVDKKYLK 

                     

CLIIVLAILLTESRGVLLFTTLSLLLASFKLHKLYLNTIIIILGSVLFIIMLYMVGSR 

                     " 

ORIGIN       

        1 ttgatgtgca accatacctt tttatgctgt cacttatata tctatttaca ctaagatata 

       61 ctttaaaagt attttcatgt gagattttta ttaaaatagt taatgcattt gcattatatg 

      121 gatcactgtt atatatttca tacataattt tgttgaattt cggtttgtta aattttaatt 

      181 taatttatga acacttatca ttgactagcg agttcttttt tcgtcccgat ggggcttttt 

      241 tttccaaatc cttctacttt tttggtgtcg gtgcgattat cagttttgtc gacaaaaaat 

      301 atttaaaatg tctcataata gtgcttgcga tattattgac agaatcaaga ggtgtattac 

      361 tttttacaac attatcactg ttattagcca gttttaaatt acataagcta tatttaaata 

      421 ctattataat aatattgggc agcgttctat ttataattat gctttacatg gtcggatcac 

      481 gcag 
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