Salmonella enterica subsp. enterica serovar Enteritidis strain SE74 chromosome, complete
genome
GenBank: CP050723.1
FASTA Graphics
LOCUS CP050723 438 bp DNA linear BCT 06-APR-2020
DEFINITION Salmonella enterica subsp. enterica serovar Enteritidis strain
SE74

chromosome, complete genome.
ACCESSION CP050723 REGION: 995854..996291
VERSION CP050723.1
DBLINK BioProject: PRJNA615288

BioSample: SAMN14450169
KEYWORDS
SOURCE Salmonella enterica subsp. enterica serovar Enteritidis
(Salmonella

enteritidis)

ORGANISM Salmonella enterica subsp. enterica serovar Enteritidis

Bacteria; Proteobacteria; Gammaproteobacteria; Enterobacterales;
Enterobacteriaceae; Salmonella.
REFERENCE 1 (bases 1 to 438)

AUTHORS Chen, Z.

TITLE Genomic analyses of multidrug-resistant Salmonella Indiana,
Typhimurium, and Enteritidis isolates using MinION and MiSeg
sequencing technologies

JOURNAL  Unpublished

REFERENCE 2 (bases 1 to 438)

AUTHORS Chen, Z.

TITLE Direct Submission

JOURNAL Submitted (26-MAR-2020) Joint Institute for Food Safety and

Applied
Nutrition, University of Maryland, 5145 Campus Drive, Patapsco
Building, Suite 2134, College Park, MD 20742, USA
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 :: Unicycler v. 0.4.8
Assembly Name :: SE74

Genome Representation :: Full

Expected Final Version :: Yes

Genome Coverage 1 97x

Sequencing Technology :: Illumina MiSeq; Oxford Nanopore MiniION


https://www.ncbi.nlm.nih.gov/nuccore/CP050723.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP050723.1?report=graph
https://www.ncbi.nlm.nih.gov/nuccore/CP050723
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA615288
https://www.ncbi.nlm.nih.gov/biosample/SAMN14450169
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=149539
https://www.ncbi.nlm.nih.gov/genome/annotation_prok/

##Genome-Assembly—-Data-END##

##Genome-Annotation-Data-START##

Annotation Provider :: NCBI
Annotation Date :: 03/31/2020 16:02:49
Annotation Pipeline :: NCBI Prokaryotic Genome

Annotation Pipeline (PGAP)
Annotation Method :: Best-placed reference protein
set; GeneMarkS-2+
Annotation Software revision tr 4,011
Features Annotated :: Gene; CDS; rRNA; tRNA; ncRNA;

repeat region

Genes (total) :: 4,743

CDSs (total) :: 4,623

Genes (coding) :: 4,496

CDSs (with protein) :: 4,496

Genes (RNA) :: 120

rRNAs :: 8, 7, 7 (58, 16S, 23%9)
complete rRNAs :: 8, 7, 7 (58, 16S, 239)
tRNAs :: 84

ncRNAs 14

Pseudo Genes (total) c: 127

CDSs (without protein) c 127

Pseudo Genes (ambiguous residues) :: 0 of 127

Pseudo Genes (frameshifted) :: 55 of 127

Pseudo Genes (incomplete) :: 65 of 127

Pseudo Genes (internal stop) :: 38 of 127

Pseudo Genes (multiple problems) :: 28 of 127

CRISPR Arrays HE)

##Genome-Annotation-Data-END##
FEATURES Location/Qualifiers
source 1..438

/organism="Salmonella enterica subsp. enterica serovar
Enteritidis"
/mol type="genomic DNA"
/strain="SE74"
/serovar="Enteritidis"
/isolation_source="Diarrheal patient"
/host="Homo sapiens"
/sub_species="enterica"
/db_xref="taxon:149539"
/country="China:Shanghai"

/lat _lon="31.23 N 121.47 E"

/collection date="2012-09-15"


https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=149539
https://www.google.com/maps/place/31.23+121.47

gene

CDS

ORIGIN

/collected by="Shanghai Municipal Center for Disease
Control and Prevention"
<1l..438

/gene="invA"
/locus_tag="HEC94 04765"
<1..438

/gene="invA"
/locus_tag="HEC94 04765"
/inference="COORDINATES: similar to AA

sequence:RefSeq:NP 461817.1"

/note="Derived by automated computational analysis using
gene prediction method: Protein Homology."

/codon_start=1

/transl table=11

/product="type III secretion system export apparatus
protein InvA"

/protein id="QIT95424.1"
/translation="MLLSLLNSARLRPELLILVLMVMIISMFVIPLPTYLVDFLIALN
IVLAILVFMGSFYIDRILSFSTFPAVLLITTLFRLALSISTSRLILIEADAGEIIATFE
GQFVIGDSLAVGEVVFSIVITVVQFIVITKGSERVAEVAARFSLDGMPGKQOMSIDADLK
AGIIDADAARERRSVLERESQLYGSFDGAMKFIKGDAIAGIIIIFVNEFIGGISVGMTR
HGMDLSSALSTYTMLTIGDGLVAQIPALLIAISAGEFIVTRVNGDSDNMGRNIMTQLLN
NPEVLVVTAILTISMGTLPGFPLPVEVILSVVLSVLEYFKFREAKRSAAKPKTSKGEQ
PLSIEEKEGSSLGLIGDLDKVSTETVPLILLVPKSRREDLEKAQLAERLRSQFFIDYG
VRLPEVLLRDGEGLDDNSIVLLINEIRVEQFTVYFDLMRVVNYSDEVVSFGINPTIHQ
QGSSQYFWVTHEEGEKLRELGYVLRNALDELYHCLAVTLARNVNEYFGIQETKHMLDQ
LEAKFPDLLKEVLRHATVQRISEVLQRLLSERVSVRNMKLIMEALALWAPREKDVINL
VEHIRGAMARYICHKFANGGELRAVMVSAEVEDVIRKGIRQTSGSTFLSLDPEASANL
MDLITLKLDDLLIAHKDLVLLTSVDVRRFIKKMIEGREFPDLEVLSFGEIADSKSVNVI
KTI"

1 gtttccgtgc gtaatatgaa attaattatg gaagcgctcg cattgtgggc gccaagagaa
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gttataaaaa

ttaaccttgt
atggcggcga
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caatataa

agagcatatt
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gacctctggc
cattacactt
tgtcgatgtc
tttatctttc

cgtggagcaa
gtaatggtat
agtaccttcc
aagttggatg
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ggtgagatag

tggcgcgtta
ctgctgaagt
tcagccttga
atttattgat
ttaagaaaat

cagatagcaa

tatttgtcat
tgaggatgtt
cccggaagcec
tgcacataaa
gattgaaggt
gtcagtgaat


https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11
https://www.ncbi.nlm.nih.gov/protein/1828384982
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