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LOCUS       CP106912                1500 bp    DNA     linear   BCT 13-OCT-2022 

DEFINITION  Klebsiella pneumoniae strain BSIKPN-9 chromosome, complete 

genome. 

ACCESSION   CP106912 REGION: 1948500..1949999 

VERSION     CP106912.1 

DBLINK      BioProject: PRJNA862640 

            BioSample: SAMN29985365 

KEYWORDS    . 

SOURCE      Klebsiella pneumoniae 

  ORGANISM  Klebsiella pneumoniae 

            Bacteria; Proteobacteria; Gammaproteobacteria; Enterobacterales; 

            Enterobacteriaceae; Klebsiella/Raoultella group; Klebsiella. 

REFERENCE   1  (bases 1 to 1500) 

  AUTHORS   Zhang,N. 

  TITLE     Clinical characteristics and evolution of 6 KPC-2 and NDM-5 

            co-producing Carbapenem-resistant Klebsiella pneumoniae strains 

  JOURNAL   Unpublished 

REFERENCE   2  (bases 1 to 1500) 

  AUTHORS   Zhang,N. 

  TITLE     Direct Submission 

  JOURNAL   Submitted (28-JUL-2022) Chinese People's Liberation Army Center 

for 

            Disease Control and Prevention, Chinese People's Liberation Army 

            Center for Disease Control and Prevention, No. 20 Yard, East 

            Street, Fengtai Road, Beijing 100000, Unknown or unspecified 

            country 

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        :: SPAdes v. 3.13.0 

            Genome Representation  :: Full 

            Expected Final Version :: Yes 

            Genome Coverage        :: 150X 

            Sequencing Technology  :: PacBio 

            ##Genome-Assembly-Data-END## 

             

            ##Genome-Annotation-Data-START## 

https://www.ncbi.nlm.nih.gov/nuccore/CP106912.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP106912.1?report=graph
https://www.ncbi.nlm.nih.gov/nucleotide/CP106912.1?report=genbank&log$=nuclalign&blast_rank=1&RID=N26TP0JB01N&from=1949144&to=1949164#goto2316397551_0
https://www.ncbi.nlm.nih.gov/nuccore/CP106912
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA862640
https://www.ncbi.nlm.nih.gov/biosample/SAMN29985365
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=573
https://www.ncbi.nlm.nih.gov/genome/annotation_prok/


            Annotation Provider               :: NCBI 

            Annotation Date                   :: 10/06/2022 17:04:13 

            Annotation Pipeline               :: NCBI Prokaryotic Genome 

                                                 Annotation Pipeline (PGAP) 

            Annotation Method                 :: Best-placed reference protein 

                                                 set; GeneMarkS-2+ 

            Annotation Software revision      :: 6.3 

            Features Annotated                :: Gene; CDS; rRNA; tRNA; ncRNA; 

                                                 repeat_region 

            Genes (total)                     :: 6,177 

            CDSs (total)                      :: 6,055 

            Genes (coding)                    :: 5,872 

            CDSs (with protein)               :: 5,872 

            Genes (RNA)                       :: 122 

            rRNAs                             :: 9, 8, 8 (5S, 16S, 23S) 

            complete rRNAs                    :: 9, 8, 8 (5S, 16S, 23S) 

            tRNAs                             :: 85 

            ncRNAs                            :: 12 

            Pseudo Genes (total)              :: 183 

            CDSs (without protein)            :: 183 

            Pseudo Genes (ambiguous residues) :: 0 of 183 

            Pseudo Genes (frameshifted)       :: 74 of 183 

            Pseudo Genes (incomplete)         :: 119 of 183 

            Pseudo Genes (internal stop)      :: 23 of 183 

            Pseudo Genes (multiple problems)  :: 32 of 183 

            ##Genome-Annotation-Data-END## 

FEATURES             Location/Qualifiers 

     source          1..1500 

                     /organism="Klebsiella pneumoniae" 

                     /mol_type="genomic DNA" 

                     /strain="BSIKPN-9" 

                     /isolation_source="blood" 

                     /host="Homo sapiens" 

                     /db_xref="taxon:573" 

                     /country="China:Beijing" 

                     /collection_date="2017-05-30" 

     gene            <1..26 

                     /gene="dsrB" 

                     /locus_tag="OE131_09545" 

     CDS             <1..26 

                     /gene="dsrB" 

                     /locus_tag="OE131_09545" 

                     /inference="COORDINATES: similar to AA 

                     sequence:RefSeq:YP_005227743.1" 

https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=573


                     /note="Derived by automated computational analysis using 

                     gene prediction method: Protein Homology." 

                     /codon_start=3 

                     /transl_table=11 

                     /product="protein DsrB" 

                     /protein_id="UYD13063.1" 

                     /translation="MQVNDRVTVKTDGGPRRSGVVLAIESFSEGTMYLVSLEDYPLGI 

                     WFFNEIGHPDGIFVEKEVS" 

     gene            complement(59..682) 

                     /gene="rcsA" 

                     /locus_tag="OE131_09550" 

     CDS             complement(59..682) 

                     /gene="rcsA" 

                     /locus_tag="OE131_09550" 

                     /inference="COORDINATES: similar to AA 

                     sequence:RefSeq:YP_005227742.1" 

                     /note="Derived by automated computational analysis using 

                     gene prediction method: Protein Homology. 

                     GO_function: GO:0003677 - DNA binding [Evidence IEA]; 

                     GO_process: GO:0006355 - regulation of DNA-templated 

                     transcription [Evidence IEA]" 

                     /codon_start=1 

                     /transl_table=11 

                     /product="transcriptional regulator RcsA" 

                     /protein_id="UYD12279.1" 

                     /translation="MSTMIMDLCSYTRLGLTGYLTSRGIKKQEIVEVNNAADLQKHCT 

                     SCCPAVVFLNEDCFVHDDESNGIIRQIITQNPATLFVIFMSLANIHFDRYLRVRKNLL 

                     ISSKSITPKDLDVILVNYLKYKNTSVGQLTLPTLSLSKTESNMLQMWMAGHGTSQIST 

                     QMNIKAKTVSSHKGNIKKKIQTHNKQVIYHIVRLTENITSGIQVNMR" 

     gene            1055..1489 

                     /locus_tag="OE131_09555" 

     CDS             1055..1489 

                     /locus_tag="OE131_09555" 

                     /inference="COORDINATES: similar to AA 

                     sequence:RefSeq:YP_005227741.1" 

                     /note="Derived by automated computational analysis using 

                     gene prediction method: Protein Homology." 

                     /codon_start=1 

                     /transl_table=11 

                     /product="lipoprotein" 

                     /protein_id="UYD12280.1" 

                     /translation="MMKKLFFAGMVVALAGCVQVDRYEDVVKAPAPAGLAGFWQTKGP 

                     QSAMMSPDAIASLIVTKEGDTFDCRQWQRVIAQPGKLMNRDSEIYNVTASLDIYPVER 

                     EGNTISYDRMTLSRVERLTPECEKAWAKARATGPVSAPASTR" 

https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11
https://www.ncbi.nlm.nih.gov/protein/2316402546
http://amigo.geneontology.org/amigo/term/GO:0003677
http://amigo.geneontology.org/amigo/term/GO:0006355
http://amigo.geneontology.org/amigo/term/GO:0006355
https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11
https://www.ncbi.nlm.nih.gov/protein/2316401762
https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11
https://www.ncbi.nlm.nih.gov/protein/2316401763


ORIGIN       

        1 ttttcgtgga aaaagaggtc tcgtaaaact gaactggcgg gagcgccgcc agtttgtttc 

       61 agcgcatatt tacctgaata ccggaggtga tgttttcggt cagccgaacg atatgataaa 

      121 tcacctgctt attatgcgtt tgtattttct ttttaatatt gcctttatgc gacgataccg 

      181 tcttcgcttt gatgttcatt tgcgttgaga tttgcgaagt accatgcccg gccatccaca 

      241 tttgcagcat atttgattct gttttactca gtgacaatgt cggtaaagtt aactgcccta 

      301 cactggtgtt tttgtattta agataattaa ccagaataac atcaaggtct tttggggtta 

      361 tcgattttga actgattagc agattcttcc gtacccgcaa atagcggtca aaatggatgt 

      421 tcgccagcga cataaagata acaaacagcg tcgccgggtt ttgcgtaatg atctggcgaa 

      481 taatgccatt actttcatca tcatgcacga aacagtcttc attcagaaac accaccgccg 

      541 ggcaacacga cgtacagtgt ttctgcagat ccgcagcatt gttgacctca acgatttcct 

      601 gttttttaat tccccgactg gtcagatatc ccgtcaatcc caaccgggta tagctgcaca 

      661 aatccataat catcgttgac atgacccatc ctcaatcaac acgtaacgat atacacttcg 

      721 cactggctgt gcgaagcagt ccttgcgggc gataataata gtaggtttag aaagaaccca 

      781 ttagctccat taaactattc cgcatctatg catataattt gccaggaaaa ctcttaaagt 

      841 aaagtcaaga accggtagtg tgaccgaatt aaaaacaaaa agtgcccata gatgctatgg 

      901 ttacgcgccc agtattattt tactttcaga atttccttac ttcaaatgaa acccacgtta 

      961 gcggttgcta gcttgctcgc ttgtcccttt gcggtggggg tggaaggctt aacgctttaa 

     1021 tgccacaata cttttttatc ggcttgtggg atgaatgatg aaaaagttat tttttgctgg 

     1081 catggtggtg gcgctggccg gttgcgtaca ggttgatcgt tatgaggacg tggttaaagc 

     1141 gccggcgccg gctggccttg caggtttctg gcaaacgaaa gggccgcaga gcgcgatgat 

     1201 gagtcctgac gccattgcca gcctgattgt caccaaagaa ggggacacct tcgactgccg 

     1261 ccagtggcag cgcgtgattg cgcagccggg gaaactgatg aatcgtgaca gtgagatcta 

     1321 caacgtgacc gcttccctgg acatctatcc tgtcgagcgc gagggcaaca cgatctccta 

     1381 cgatcggatg acgttgtccc gtgttgaacg tctcactccg gagtgcgaga aggcgtgggc 

     1441 caaagcgcga gcgacggggc ccgtcagcgc gccggcctcc acgcgctgag attttggcgg 
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