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Annotation Provider
Annotation Date

Annotation Pipeline

Annotation Method

Annotation Software revision

Features Annotated

NCBI

04/21/2022 12:52:20

NCBI Prokaryotic Genome
Annotation Pipeline (PGAP)

Best-placed reference protein

set; GeneMarkS-2+
6.1
Gene; CDS; rRNA; tRNA; ncRNA;

repeat region

Genes (total) 5,597

CDSs (total) 5,483

Genes (coding) 1,476

CDSs (with protein) 1,476

Genes (RNA) 114

rRNAs 8, 7, 7 (58, 16S, 239)
complete rRNAs 8, 7, 7 (55, 16S, 2359)
tRNAS 79

ncRNAs 13

Pseudo Genes (total) 4,007

CDSs (without protein) 4,007

Pseudo Genes (ambiguous residues) 0 of 4,007

Pseudo Genes (frameshifted) 3,826 of 4,007
Pseudo Genes (incomplete) 402 of 4,007
Pseudo Genes (internal stop) 493 of 4,007
Pseudo Genes (multiple problems) 651 of 4,007
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Location/Qualifiers

1..1001

/organism="Salmonella sp.

/mol type="genomic DNA"
/strain="WGH-01"
/isolation source="blood
/host="Homo sapiens"
/db_xref="taxon:2935857"
/country="Sierra Leone"
/collection date="2019"
<1..>1001

/gene="1invA"
/locus_tag="MYA98 21175"

/pseudo

WGH-01"

samples from outpatients"


https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=2935857

CDS

ORIGIN
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961

<1..>1001

/gene="invA"

/locus_tag="MYA98 21175"
/inference="COORDINATES:

similar to AA

sequence:RefSeq:NP _461817.1"

/note="frameshifted; Derived by automated computational

analysis using gene prediction method:

/pseudo

/codon_start=3

/transl table=11

Protein Homology."

/product="type III secretion system export apparatus

protein InvA"
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