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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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SOURCE Citrobacter braakii

ORGANISM Citrobacter braakii

Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
Enterobacterales; Enterobacteriaceae; Citrobacter; Citrobacter
freundii complex.
REFERENCE 1 (bases 1 to 1059)
AUTHORS Zheng, B.
TITLE pDY2019-NDM and pDY2019-0XA
JOURNAL Unpublished
REFERENCE 2 (bases 1 to 1059)
AUTHORS  Xu,H.
TITLE Direct Submission
JOURNAL Submitted (03-AUG-2021) State Key Laboratory for Diagnosis and
Treatment of Infectious Diseases, The First Affiliated Hospital,
School of Medicine, Zhejiang University, Qingchun, Hangzhou 310000,
China
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. 3.9.1
Genome Representation :: Full

Expected Final Version :: Yes

Genome Coverage 1 200X

Sequencing Technology :: Illumina NovaSeqg

##Genome-Assembly-Data-END##

##Genome-Annotation-Data-START#H##

Annotation Provider :: NCBI
Annotation Date :: 08/04/2021 12:33:13
Annotation Pipeline :: NCBI Prokaryotic Genome

Annotation Pipeline (PGAP)


https://www.ncbi.nlm.nih.gov/nuccore/CP080539.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP080539.1?report=graph
https://www.ncbi.nlm.nih.gov/nuccore/CP080539.1?from=3027684&to=3028742&report=gbwithparts
https://www.ncbi.nlm.nih.gov/nuccore/CP080539
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA751212
https://www.ncbi.nlm.nih.gov/biosample/SAMN20511720
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=57706
https://www.ncbi.nlm.nih.gov/genome/annotation_prok/
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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, 239)
complete rRNAs 9, 8, 8 (58, 16S, 239)
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 HERE

##Genome-Annotation-Data-END##

Location/Qualifiers

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"
1..1059

/gene="ompA"
/locus_tag="K1552 14515"
1..1059

/gene="ompA"
/locus_tag="K1552 14515"
/inference="COORDINATES: similar to AA
sequence:RefSeq:NP 460044.1"

/note="Derived by automated computational analysis

ncRNA;

using


https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=57706
https://www.google.com/maps/place/39.13+117.2
https://www.ncbi.nlm.nih.gov/nuccore/CP080539.1?from=3027684&to=3028742
https://www.ncbi.nlm.nih.gov/nuccore/CP080539.1?from=3027684&to=3028742
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gene prediction method: Protein Homology."

/codon_start=1

/transl table=11

/product="porin OmpA"

/protein id="QY049775.1"
/translation="MKKTAIAIAVALAGFATVAQAAPKDNTWYTGAKLGWSQYHDIGN
NQINNAGPTHESQLGAGAFGGYQVNPYVGFEMGYDWLGRMPYKGYTDATHQONGAFKAQ
GVQLTAKLGYPITDDLDVYTRLGGMVWRADAKNNEGFKDHDTGVSPVFAGGVEYAITP
ETATRLEYQWTNNIGDANTVGGRPDNGLLSVGVSYRFGQQEEAAPVVAAPAPAPEVQT
KHEFTLKSDVLENENKATLKPEGQQALDOMY SQLSNLDPKDGSVVVLGFTDRIGSDAYN

QGLSEKRAQSVVDYLISKGIPSDKISARGMGESNPVTGNTCDNVKARAALIDCLAPDR

RVEIEVKGIKDVVTQPQA"
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https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c
https://www.ncbi.nlm.nih.gov/protein/2077941337
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