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LOCUS       CP080539                1059 bp    DNA     linear   BCT 10-AUG-2021
DEFINITION  Citrobacter braakii strain DY2019 chromosome, complete genome.
ACCESSION   CP080539 REGION: 3027684..3028742
VERSION     CP080539.1
DBLINK      BioProject: PRJNA751212
            BioSample: SAMN20511720
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  ORGANISM  Citrobacter braakii
            Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
            Enterobacterales; Enterobacteriaceae; Citrobacter; Citrobacter
            freundii complex.
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  TITLE     pDY2019-NDM and pDY2019-OXA
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            ##Genome-Assembly-Data-START##
            Assembly Method        :: SPAdes v. 3.9.1
            Genome Representation  :: Full
            Expected Final Version :: Yes
            Genome Coverage        :: 200X
            Sequencing Technology  :: Illumina NovaSeq
            ##Genome-Assembly-Data-END##
            
            ##Genome-Annotation-Data-START##
            Annotation Provider               :: NCBI
            Annotation Date                   :: 08/04/2021 12:33:13
            Annotation Pipeline               :: NCBI Prokaryotic Genome
                                                 Annotation Pipeline (PGAP)
            Annotation Method                 :: Best-placed reference protein
                                                 set; GeneMarkS-2+
            Annotation Software revision      :: 5.2
            Features Annotated                :: Gene; CDS; rRNA; tRNA; ncRNA;
                                                 repeat_region
            Genes (total)                     :: 5,152
            CDSs (total)                      :: 5,035
            Genes (coding)                    :: 4,928
            CDSs (with protein)               :: 4,928
            Genes (RNA)                       :: 117
            rRNAs                             :: 9, 8, 8 (5S, 16S, 23S)
            complete rRNAs                    :: 9, 8, 8 (5S, 16S, 23S)
            tRNAs                             :: 83
            ncRNAs                            :: 9
            Pseudo Genes (total)              :: 107
            CDSs (without protein)            :: 107
            Pseudo Genes (ambiguous residues) :: 0 of 107
            Pseudo Genes (frameshifted)       :: 34 of 107
            Pseudo Genes (incomplete)         :: 73 of 107
            Pseudo Genes (internal stop)      :: 20 of 107
            Pseudo Genes (multiple problems)  :: 16 of 107
            CRISPR Arrays                     :: 1
            ##Genome-Annotation-Data-END##
[bookmark: feature_CP080539.1]FEATURES             Location/Qualifiers
     source          1..1059
                     /organism="Citrobacter braakii"
                     /mol_type="genomic DNA"
                     /strain="DY2019"
                     /isolation_source="clinical"
                     /host="Homo sapiens"
                     /db_xref="taxon:57706"
                     /geo_loc_name="China: Jinhua"
                     /lat_lon="39.13 N 117.2 E"
                     /collection_date="2019-05-23"
                     /collected_by="Hao Xu"
     gene            1..1059
                     /gene="ompA"
                     /locus_tag="K1552_14515"
     CDS             1..1059
                     /gene="ompA"
                     /locus_tag="K1552_14515"
                     /inference="COORDINATES: similar to AA
                     sequence:RefSeq:NP_460044.1"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Protein Homology."
                     /codon_start=1
                     /transl_table=11
                     /product="porin OmpA"
                     /protein_id="QYO49775.1"
                     /translation="MKKTAIAIAVALAGFATVAQAAPKDNTWYTGAKLGWSQYHDIGN
                     NQINNAGPTHESQLGAGAFGGYQVNPYVGFEMGYDWLGRMPYKGYTDATHQNGAFKAQ
                     GVQLTAKLGYPITDDLDVYTRLGGMVWRADAKNNEGFKDHDTGVSPVFAGGVEYAITP
                     EIATRLEYQWTNNIGDANTVGGRPDNGLLSVGVSYRFGQQEEAAPVVAAPAPAPEVQT
                     KHFTLKSDVLFNFNKATLKPEGQQALDQMYSQLSNLDPKDGSVVVLGFTDRIGSDAYN
                     QGLSEKRAQSVVDYLISKGIPSDKISARGMGESNPVTGNTCDNVKARAALIDCLAPDR
                     RVEIEVKGIKDVVTQPQA"
ORIGIN      
[bookmark: sequence_CP080539.1]        1 atgaaaaaga cagctatcgc aattgcagtg gcactggctg gtttcgctac cgtggcgcag
       61 gccgctccga aagataacac ctggtacact ggtgctaaac tgggctggtc tcagtaccat
      121 gatattggta acaaccagat caacaacgct ggtcctaccc acgaaagcca actgggtgct
      181 ggtgcgttcg gtggttatca ggttaacccg tacgttggtt ttgaaatggg ttacgactgg
      241 ttaggtcgta tgccgtacaa aggctacacc gacgctaccc atcaaaacgg cgctttcaaa
      301 gctcagggcg ttcagctgac cgctaaactg ggttacccaa tcactgacga tctggacgtt
      361 tatacccgtc tgggtggtat ggtttggcgt gcagacgcta aaaacaacga aggcttcaaa
      421 gaccacgaca ctggtgtttc cccagtattc gctggtggcg tagagtatgc aattactcct
      481 gaaatcgcta cccgtctgga ataccagtgg accaacaaca tcggtgacgc gaacaccgtt
      541 ggcggtcgtc cggataacgg tctgttgagc gttggtgttt cctaccgttt cggtcagcag
      601 gaagaagcag ctccagtagt tgctgctccg gctccggctc cggaagtaca gaccaaacac
      661 ttcactctga agtctgacgt tctgttcaac ttcaacaaag caactctgaa accagaaggc
      721 cagcaggctc tggatcagat gtacagccag ctgagcaacc tggatccgaa agacggttcc
      781 gtagtggttc tgggcttcac tgaccgcatc ggttctgacg cttacaacca gggtctgtcc
      841 gagaaacgtg ctcagtccgt tgttgattac ctgatctcta aaggtattcc ttctgacaaa
      901 atctctgcac gtggcatggg cgaatccaac ccggttactg gcaacacctg tgacaacgtg
      961 aaagctcgcg ctgcactgat cgactgcctg gctccggatc gtcgtgttga gatcgaagtt
     1021 aaaggtatca aagacgttgt aactcagcct caggcttaa
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