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LOCUS CP124246 1527 bp DNA linear BCT 07-MAR-2024

DEFINITION Yersinia enterocolitica strain Y177 chromosome, complete genome.
ACCESSION CP124246 REGION: 1624195..1625721
VERSION CP124246.1
DBLINK BioProject: PRJNA961371
BioSample: SAMN34359766
KEYWORDS
SOURCE Yersinia enterocolitica

ORGANISM Yersinia enterocolitica

Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
Enterobacterales; Yersiniaceae; Yersinia.
REFERENCE 1 (bases 1 to 1527)
AUTHORS Kittl,S., Frey,C.F., Brodard,I., Thomann,A., Vargas Amado,M.E.,
Scalisi,N., Schierack,P., Kuhnert,P., Staerk,K.D.C. and Jores,J.
TITLE Bacterial and parasite zoonotic pathogens carried in the guts of
foxes, racoons and other predators, Germany, 2021-2022
JOURNAL  Unpublished
REFERENCE 2 (bases 1 to 1527)
AUTHORS Kittl,S. and Jores,J.
TITLE Direct Submission
JOURNAL Submitted (25-APR-2023) Department of Infectious Diseases and
Pathobiology, Institute of Veterinary Bacteriology, University of
Bern, Laengassstrasse 122, Bern 3012, Switzerland
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 :: Smrtlink v. v1l
Genome Representation :: Full

Expected Final Version :: Yes

Genome Coverage :: 165x%
Sequencing Technology :: PacBio

##Genome-Assembly-Data-END##

##Genome-Annotation-Data-START##
Annotation Provider :: NCBI
Annotation Date :: 05/01/2023 12:01:52

Annotation Pipeline :: NCBI Prokaryotic Genome


https://www.ncbi.nlm.nih.gov/nuccore/CP124246.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP124246.1?report=graph
https://www.ncbi.nlm.nih.gov/nuccore/CP124246.1?from=1624195&to=1625721&report=gbwithparts
https://www.ncbi.nlm.nih.gov/nuccore/CP124246
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA961371
https://www.ncbi.nlm.nih.gov/biosample/SAMN34359766
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=630
https://www.ncbi.nlm.nih.gov/genome/annotation_prok/

Annotation Pipeline (PGAP)
Annotation Method :: Best-placed reference protein

set; GeneMarkS-2+

Annotation Software revision 11 6.5

Features Annotated :: Gene; CDS; rRNA; tRNA; ncRNA
Genes (total) :: 4,240

CDSs (total) c: 4,118

Genes (coding) :: 4,001

CDSs (with protein) :: 4,001

Genes (RNA) c: 122

rRNAs :: 8, 7, 7 (58, 16S, 23%3)
complete rRNAs :: 8, 7, 7 (58, 16S, 2385)
tRNAs :: 80

ncRNAs 20

Pseudo Genes (total) :: 57

CDSs (without protein) :: 57

Pseudo Genes (ambiguous residues) :: 0 of 57

Pseudo Genes (frameshifted) :: 34 of 57

Pseudo Genes (incomplete) :: 24 of 57

Pseudo Genes (internal stop) :: 10 of 57

Pseudo Genes (multiple problems) :: 10 of 57

##Genome-Annotation-Data-END##
FEATURES Location/Qualifiers

source 1..1527
/organism="Yersinia enterocolitica"
/mol type="genomic DNA"
/strain="Y177"
/isolation source="intestine"
/host="Procyon lotor"
/db_xref="taxon:630"
/geo_loc_name="Germany: Templin"
/collection date="2022-02-17"

gene 1..1527
/locus_tag="QJR39 07460"

CDS 1..1527
/locus_tag="QJR39 07460"
/inference="COORDINATES: similar to AA
sequence:RefSeq:WP 005161755.1"
/note="Derived by automated computational analysis using
gene prediction method: Protein Homology."
/codon_start=1
/transl table=11
/product="amino acid permease"

/protein id="WWv04514.1"


https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=630
https://www.ncbi.nlm.nih.gov/nuccore/CP124246.1?from=1624195&to=1625721
https://www.ncbi.nlm.nih.gov/nuccore/CP124246.1?from=1624195&to=1625721
https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c
https://www.ncbi.nlm.nih.gov/protein/2695263605

ORIGIN

//

/translation="MTQQONTKIPVQQGAQRLRRELKSRHLAMIAIGGSIGTGLFVASG
ATVSQAGPGGALLSYALIGLMVYFLMTSLGELAAFMPVSGSEFSTYGSKYVEEGFGFAL
GWNYWYNWAVTIAVDLVAAQLVMNYWEPDAPGWIWSALFLALMFLLNYISVKGFGEAE
YWESLIKVTTVIIFIIIGVMMISGIMKGGESAGWHNWT IGDAPFAGGFSAMIGVAMIV
GFSFQGTELIGIAAGESKDPGKNIPRAVRKVEFWRILLEYIFAILIISLITIPYTDPSLL
RNDVKDISVSPFTLVEFQNAGLLSAAAVMNAVILTAVLSAGNSGMYASTRMLEFTLASEG
KAPRIFAKLSRGGVPRNALYATTVVAGLCFLSSMEGNQTVYLWLLNTSGMTGEFIAWLG
IAISHYRFRRGYMMQGRDLNDLPYQSGFFPLGPIFAFVLCLIITLGONYQAFLQDRID
WYGVTATYIGIPLFLVIWFGYKLSRGTKVIKYKDMEFPKWRDESHDDQEAKKTALIAD
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