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LOCUS       LR134485                1050 bp    DNA     linear   BCT 19-DEC-2018
DEFINITION  Citrobacter youngae strain NCTC13709 genome assembly, chromosome:
            1.
ACCESSION   LR134485 REGION: 3128834..3129883
VERSION     LR134485.1
DBLINK      BioProject: PRJEB6403
            BioSample: SAMEA103980411
KEYWORDS    .
SOURCE      Citrobacter youngae
  ORGANISM  Citrobacter youngae
            Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
            Enterobacterales; Enterobacteriaceae; Citrobacter; Citrobacter
            freundii complex.
REFERENCE   1  (bases 1 to 1050)
  CONSRTM   Pathogen Informatics
  TITLE     Direct Submission
  JOURNAL   Submitted (18-DEC-2018) WTSI, Pathogen Informatics, Wellcome Trust
            Sanger Institute, CB10 1SA, United Kingdom
[bookmark: feature_LR134485.1][bookmark: comment_LR134485.1]FEATURES             Location/Qualifiers
     source          1..1050
                     /organism="Citrobacter youngae"
                     /mol_type="genomic DNA"
                     /strain="NCTC13709"
                     /serovar="not available: to be reported later"
                     /isolation_source="Meat Scraps"
                     /type_material="type strain of Citrobacter youngae"
                     /db_xref="taxon:133448"
                     /chromosome="1"
     gene            1..1050
                     /gene="ompA"
                     /locus_tag="NCTC13709_03204"
     CDS             1..1050
                     /gene="ompA"
                     /locus_tag="NCTC13709_03204"
                     /inference="ab initio prediction:Prodigal:2.60"
                     /inference="similar to AA sequence:RefSeq:YP_001453671.1"
                     /codon_start=1
                     /transl_table=11
                     /product="outer membrane protein A"
                     /protein_id="VEI42559.1"
                     /translation="MKKTAIAIAVALAGFATVAQAAPKDNTWYTGAKLGWSQFHDIGN
                     NQINNNGPTHESQLGAGAFGGYQVNPYVGFEMGYDWLGRMPYKGNTENGAFKAQGVQL
                     TAKLGYPITDDLDVYTRLGGMVWRADAKNNDGFKDHDTGVSPVFAGGVEYAITPEIAT
                     RLEYQWTNNIGDANTVGGRPDNGLLSVGVSYRFGQQEEAAPVVAPAPAPAPEVQTKHF
                     TLKSDVLFNFNKATLKPEGQQALDQMYSQLSNLDPKDGSVVVLGFTDRIGSDAYNQGL
                     SEKRAQSVVDYLISKGIPSDKISARGMGESNPVTGNTCDNVKARAALIDCLAPDRRVE
                     IEVKGIKDVVTQPQA"
ORIGIN      
[bookmark: sequence_LR134485.1]        1 atgaaaaaga cagctatcgc aattgcagtg gcactggctg gtttcgctac cgtggcgcag
       61 gccgctccga aagataacac ctggtatact ggtgctaaac tgggttggtc ccagttccat
      121 gacatcggca acaatcagat caacaacaac ggaccgaccc acgaaagcca actgggtgct
      181 ggtgcgttcg gtggttacca ggttaacccg tacgttggtt ttgaaatggg ttacgactgg
      241 ttaggtcgta tgccgtacaa aggcaacact gaaaatggcg cattcaaagc tcagggcgtt
      301 cagctgaccg ctaaactggg ttacccaatc actgacgatc tggacgttta tacccgtctg
      361 ggtggtatgg tttggcgtgc agatgctaaa aacaacgacg gcttcaaaga ccacgacact
      421 ggtgtatccc cagtattcgc tggcggcgta gagtatgcaa ttactcctga aatcgctacc
      481 cgtctggaat accagtggac caacaacatc ggtgacgcga acaccgttgg tggtcgtcca
      541 gacaacggtc tgttgagcgt tggtgtttct taccgtttcg gccagcagga agaagcagct
      601 ccggtagttg ctccggctcc ggctccggct ccagaagtac agaccaaaca cttcactctg
      661 aagtctgacg ttctgttcaa cttcaacaaa gcgactctga aaccagaagg ccagcaggct
      721 ctggatcaga tgtacagcca gctgagcaac ctggatccga aagacggttc cgtcgttgtt
      781 ctgggcttca ctgaccgcat cggttctgac gcttacaacc agggtctgtc tgagaaacgt
      841 gctcagtctg ttgttgatta cctgatctct aaaggtattc cttctgacaa aatctccgca
      901 cgtggtatgg gcgaatccaa cccggttacc ggcaacacct gtgacaacgt gaaagctcgc
      961 gctgcgctga tcgactgcct ggctccggat cgtcgtgttg agatcgaagt taaaggcatc
     1021 aaagacgttg taactcagcc tcaggcttaa
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