Shigella flexneri strain FDAARGOS_716 chromosome
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LOCUS CP050985 444 bp DNA linear BCT 12-APR-2020
DEFINITION Shigella flexneri strain FDAARGOS 716 chromosome.
ACCESSION CP050985 REGION: 3242303..3242746
VERSION CP050985.1
DBLINK BioProject: PRJNA231221
BioSample: SAMN11056431

KEYWORDS
SOURCE Shigella flexneri

ORGANISM Shigella flexneri

Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
Enterobacterales; Enterobacteriaceae; Shigella.
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##Genome-Assembly-Data-START##

Assembly Method :: canu v. 1.4
Genome Coverage i 436.94x
Sequencing Technology :: Pacbio; Illumina

##Genome-Assembly-Data-END##


https://www.ncbi.nlm.nih.gov/nuccore/CP050985.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP050985.1?report=graph
https://www.ncbi.nlm.nih.gov/nuccore/CP050985.1?from=3242303&to=3242746&report=gbwithparts#goto1830056694_0
https://www.ncbi.nlm.nih.gov/nuccore/CP050985
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https://www.ncbi.nlm.nih.gov/genome/annotation_prok/

FEATURES

##Genome-Annotation-Data-START##

Annotation Provider :: NCBI

Annotation Date

Annotation Pipeline

Annotation Method

Annotation Pipeline

set; GeneMarkS-2+

Annotation Software revision cr 4011

Features Annotated :: Gene; CDS; rRNA;

repeat region

Genes (total) :: 5,002

CDSs (total) :: 4,929

Genes (coding) :: 4,156

CDSs (with protein) :: 4,156

Genes (RNA) :: 133

rRNAs 8, 7, 7 (58, 1le6S,
complete rRNAs :: 8, 7, 7 (58, 1le6S,
tRNAs 104

ncRNAs 7

Pseudo Genes (total) c: 773

CDSs (without protein) :: 773

Pseudo Genes (ambiguous residues) :: 0 of 773
Pseudo Genes (frameshifted) :: 379 of 773
Pseudo Genes (incomplete) :: 339 of 773
Pseudo Genes (internal stop) :: 164 of 773
Pseudo Genes (multiple problems) :: 102 of 773

##Genome-Annotation-Data-END##

source

gene

CDS

Location/Qualifiers

1..444
/organism="Shigella flexneri"
/mol type="genomic DNA"
/strain="FDAARGOS 716"
/isolation source="clinical isolate”
/host="Homo sapiens"
/culture collection="FDA:FDAARGOS 716"
/db_xref="taxon:623"
/geo_loc _name="Nigeria: Ibadan"
/collected by="University of Ibadan"
1..444
/locus_tag="FO0C24 17330"

1..444
/locus_tag="FO0C24 17330"
/inference="COORDINATES: similar to AA
sequence:RefSeq:WP 004997737.1"

04/06/2020 10:23:52

(PGAP)

tRNA;

238)

238)

NCBI Prokaryotic Genome

Best-placed reference protein

ncRNA;


https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=623
https://www.ncbi.nlm.nih.gov/nuccore/CP050985.1?from=3242303&to=3242746
https://www.ncbi.nlm.nih.gov/nuccore/CP050985.1?from=3242303&to=3242746

/note="Derived by automated computational analysis

gene prediction method:

/codon_start=1

/transl table=11

Protein Homology."

using

/product="tyrosine-type recombinase/integrase"

/protein id="QIY47251.1"
/translation="MDLALVTGQRKGDLAAMRWEDIRDSRLYVEQQKTGAKIRISLPT
TISRLNLTLADVLDNLKKINGKNEKLLGGKTARTIAAQFRIARDTSGLKWEGDPPPFH
EIRSLSGRLHSAEKGSDFTQALLGHRSSSMTDKYRDGRGREWKDI"
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