Citrobacter amalonaticus isolate 2024CK-01695 chromosome, complete genome
GenBank: CP180152.1
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LOCUS       CP180152                1056 bp    DNA     linear   BCT 11-FEB-2025
DEFINITION  Citrobacter amalonaticus isolate 2024CK-01695 chromosome, complete
            genome.
ACCESSION   CP180152 REGION: complement(1814822..1815877)
VERSION     CP180152.1
DBLINK      BioProject: PRJNA288601
            BioSample: SAMN44510955
KEYWORDS    .
SOURCE      Citrobacter amalonaticus
  ORGANISM  Citrobacter amalonaticus
            Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
            Enterobacterales; Enterobacteriaceae; Citrobacter.
REFERENCE   1  (bases 1 to 1056)
  AUTHORS   Hergert,J., Casey,R., Wagner,J., Young,E.L. and Oakeson,K.F.
  TITLE     Pathogen: clinical or host-associated sample
  JOURNAL   Unpublished
REFERENCE   2  (bases 1 to 1056)
  CONSRTM   Clinical and Environmental Microbiology Branch: Whole genome
            sequencing antimicrobial resistance pathogens in the healthcare
            setting
  TITLE     Direct Submission
  JOURNAL   Submitted (30-OCT-2024) Division of Healthcare Quality Promotion,
            US Centers for Disease Control and Prevention, 1600 Clifton Rd,
            Atlanta, GA, USA
REFERENCE   3  (bases 1 to 1056)
  AUTHORS   Hergert,J., Casey,R., Wagner,J., Young,E.L. and Oakeson,K.F.
  TITLE     Direct Submission
  JOURNAL   Submitted (16-JAN-2025) Utah Public Health Laboratory, Utah Public
            Health Laboratory Infectious Disease submission group, 4431 S 2700
            W, Salt Lake City, UT 84129, USA
[bookmark: comment_CP180152.1]COMMENT     The annotation was added by the NCBI Prokaryotic Genome Annotation
            Pipeline (PGAP). Information about PGAP can be found here:
            https://www.ncbi.nlm.nih.gov/genome/annotation_prok/
            
            ##Genome-Assembly-Data-START##
            Assembly Method        :: Unicycler v. 0.5.0
            Genome Representation  :: Full
            Expected Final Version :: Yes
            Genome Coverage        :: 100x
            Sequencing Technology  :: Oxford Nanopore GridION; Illumina MiSeq
            ##Genome-Assembly-Data-END##
            
            ##Genome-Annotation-Data-START##
            Annotation Provider               :: NCBI
            Annotation Date                   :: 01/31/2025 13:30:43
            Annotation Pipeline               :: NCBI Prokaryotic Genome
                                                 Annotation Pipeline (PGAP)
            Annotation Method                 :: Best-placed reference protein
                                                 set; GeneMarkS-2+
            Annotation Software revision      :: 6.9
            Features Annotated                :: Gene; CDS; rRNA; tRNA; ncRNA
            Genes (total)                     :: 4,547
            CDSs (total)                      :: 4,430
            Genes (coding)                    :: 4,356
            CDSs (with protein)               :: 4,356
            Genes (RNA)                       :: 117
            rRNAs                             :: 8, 7, 7 (5S, 16S, 23S)
            complete rRNAs                    :: 8, 7, 7 (5S, 16S, 23S)
            tRNAs                             :: 83
            ncRNAs                            :: 12
            Pseudo Genes (total)              :: 74
            CDSs (without protein)            :: 74
            Pseudo Genes (ambiguous residues) :: 0 of 74
            Pseudo Genes (frameshifted)       :: 24 of 74
            Pseudo Genes (incomplete)         :: 53 of 74
            Pseudo Genes (internal stop)      :: 7 of 74
            Pseudo Genes (multiple problems)  :: 9 of 74
            ##Genome-Annotation-Data-END##
[bookmark: feature_CP180152.1]FEATURES             Location/Qualifiers
     source          1..1056
                     /organism="Citrobacter amalonaticus"
                     /mol_type="genomic DNA"
                     /isolate="2024CK-01695"
                     /isolation_source="Rectal Swab"
                     /host="Homo sapiens"
                     /db_xref="taxon:35703"
                     /geo_loc_name="USA"
                     /collection_date="2024-10-15"
     gene            1..1056
                     /gene="ompA"
                     /locus_tag="ACISAP_08455"
     CDS             1..1056
                     /gene="ompA"
                     /locus_tag="ACISAP_08455"
                     /inference="COORDINATES: similar to AA
                     sequence:RefSeq:NP_706879.2"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Protein Homology."
                     /codon_start=1
                     /transl_table=11
                     /product="porin OmpA"
                     /protein_id="XOG29805.1"
                     /translation="MKKTAIAIAVALAGFATVAQAAPKDNTWYTGAKLGWSQYHDTGF
                     INNNGPTHENQLGAGAFGGYQVNPYVGFEMGYDWLGRMPYKGDNINGAYKAQGVQLTA
                     KLGYPITDDLDIYTRLGGMVWRADTKANEPGGASFKDHDTGVSPVFAGGVEYAITPEI
                     ATRLEYQWTNNIGDANTIGTRPDNGLLSVGVSYRFGQQEQAAPIVAPAPAPAPEVQTK
                     HFTLKSDVLFNFNKATLKPEGQQALDQMYSQLSNLDPKDGSVVVLGFTDRIGSDAYNQ
                     GLSEKRAQSVVDYLISKGIPADKISARGMGESNPVTGNTCDNVKARAALIDCLAPDRR
                     VEIEVKGIKDVVTQPQA"
ORIGIN      
[bookmark: sequence_CP180152.1]        1 atgaaaaaga cagctatcgc gattgcagtg gcactggctg gtttcgctac cgtagcgcag
       61 gccgctccga aagataacac ctggtacact ggtgctaaac tgggctggtc ccagtaccat
      121 gacactggtt tcatcaacaa caacggcccg acccacgaaa accaactggg tgccggtgcg
      181 ttcggtggtt accaggttaa cccgtatgtt ggctttgaaa tgggttacga ctggttaggt
      241 cgtatgccgt acaaaggcga caacatcaac ggcgcttaca aagctcaggg cgttcagctg
      301 accgctaaac tgggttaccc aatcactgac gatctggaca tctacactcg tctgggtggt
      361 atggtatggc gtgcagacac caaggctaac gaacctggtg gcgcttcctt taaagaccac
      421 gatactggcg tatccccagt attcgcaggt ggtgttgagt acgcaattac tcctgaaatc
      481 gctacccgtc tggaatacca gtggaccaac aacatcggtg acgctaacac catcggtact
      541 cgtccagaca acggtctgct gagcgtaggt gtttcttacc gtttcggtca gcaggaacaa
      601 gctgctccga tcgtagcgcc ggcgccggct ccggctcctg aagtacagac caaacacttc
      661 actctgaagt ctgacgttct gttcaacttc aacaaagcga ccctgaaacc agaaggccag
      721 caggctctgg atcagatgta cagccagctg agcaacctgg atccgaaaga cggttccgta
      781 gtggttctgg gcttcacgga ccgcatcggt tctgacgctt acaaccaggg tctgtctgag
      841 aaacgtgctc agtctgttgt tgattacctg atctctaaag gtatcccggc tgacaagatc
      901 tccgcacgtg gtatgggcga atccaacccg gttactggca acacctgtga caacgtgaaa
      961 gctcgcgctg cactgatcga ctgcctggcc ccggatcgtc gcgttgagat cgaagttaaa
     1021 ggcatcaaag acgttgtaac tcagccgcag gcttaa
//
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