Escherichia coli str. K-12 substr. MG1655, complete genome
NCBI Reference Sequence: NC_000913.3
[bookmark: EntrezSystem2.PEntrez.Nuccore.Sequence_R]FASTA Graphics 
[bookmark: locus_NC_000913.3]Go to:
LOCUS       NC_000913                465 bp    DNA     linear   CON 09-DEC-2025
DEFINITION  Escherichia coli str. K-12 substr. MG1655, complete genome.
ACCESSION   NC_000913 REGION: 4277469..4277933
VERSION     NC_000913.3
DBLINK      BioProject: PRJNA57779
            BioSample: SAMN02604091
KEYWORDS    RefSeq.
SOURCE      Escherichia coli str. K-12 substr. MG1655
  ORGANISM  Escherichia coli str. K-12 substr. MG1655
            Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
            Enterobacterales; Enterobacteriaceae; Escherichia.
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REFERENCE   2  (bases 1 to 465)
     gene            1..465
                     /gene="soxR"
                     /locus_tag="b4063"
                     /gene_synonym="ECK4055; marC"
                     /db_xref="ASAP:ABE-0013316"
                     /db_xref="ECOCYC:EG10957"
                     /db_xref="GeneID:948566"
ORIGIN      
[bookmark: sequence_NC_000913.3]        1 atggaaaaga aattaccccg cattaaagcg ctgctaaccc ccggcgaagt ggcgaaacgc
       61 agcggtgtgg cggtatcggc gctgcatttc tatgaaagta aagggttgat taccagtatc
      121 cgtaacagcg gcaatcagcg gcgatataaa cgtgatgtgt tgcgatatgt tgcaattatc
      181 aaaattgctc agcgtattgg cattccgctg gcgaccattg gtgaagcgtt tggcgtgttg
      241 cccgaagggc atacgttaag tgcgaaagag tggaaacagc tttcgtccca atggcgagaa
      301 gagttggatc ggcgcattca taccttagtg gcgctgcgtg acgaactgga cggatgtatt
      361 ggttgtggct gcctttcgcg cagtgattgc ccgttgcgta acccgggcga ccgcttagga
      421 gaagaaggta ccggcgcacg cttgctggaa gatgaacaaa actaa
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