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for
Disease Control and Prevention, Chinese People's Liberation Army
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Annotation
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##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/

FEATURES
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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 1 6.3

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

repeat region

Genes (total) t: 6,177

CDSs (total) :: 6,055

Genes (coding) :: 5,872

CDSs (with protein) :: 5,872

Genes (RNA) c: 122

rRNAs :: 9, 8, 8 (55, 16S, 23S)
complete rRNAs :: 9, 8, 8 (58, 168, 235)
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##
Location/Qualifiers
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"
<l..26
/gene="dsrB"
/locus_tag="OE131 09545"
<l..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

gene

CDS

gene

CDS

/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
WEFNEIGHPDGIFVEKEVS"

complement (59..682)

/gene="rcsA"

/locus_tag="OE131 09550"

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: G0:0003677 - DNA binding [Evidence IEA];

GO _process: G0:0006355 - regulation of DNA-templated

transcription [Evidence IEA]"

/codon_start=1

/transl table=11

/product="transcriptional regulator RcsA"

/protein id="UYD12279.1"
/translation="MSTMIMDLCSYTRLGLTGYLTSRGIKKQEIVEVNNAADLQKHCT
SCCPAVVFLNEDCEVHDDESNGIIRQIITONPATLEFVIFMSLANIHFDRYLRVRKNLL
ISSKSITPKDLDVILVNYLKYKNTSVGQLTLPTLSLSKTESNMLOMWMAGHGTSQIST
QOMNIKAKTVSSHKGNIKKKIQTHNKQVIYHIVRLTENITSGIQVNMR"
1055..1489

/locus_tag="OE131 09555"

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="1ipoprotein"

/protein id="UYD12280.1"
/translation="MMKKLFFAGMVVALAGCVQVDRYEDVVKAPAPAGLAGFWQTKGP
QSAMMSPDAIASLIVTKEGDTEFDCROQWQRVIAQPGKLMNRDSEIYNVTASLDIYPVER
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
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