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LOCUS CP053951 1209 bp DNA linear BCT 04-JUN-2020

DEFINITION Bacillus cereus strain FDAARGOS_799 chromosome, complete genome.

ACCESSION CP053951 REGION: 1802701..1803909

VERSION CP053951.1

DBLINK BioProject: PRJNA231221

BioSample: SAMN11056514

KEYWORDS .

SOURCE Bacillus cereus

ORGANISM Bacillus cereus

Bacteria; Firmicutes; Bacilli; Bacillales; Bacillaceae; Bacillus;

Bacillus cereus group.

REFERENCE 1 (bases 1 to 1209)

AUTHORS Nelson,B., Plummer,A., Tallon,L., Sadzewicz,L., Zhao,X.,

Vavikolanu,K., Mehta,A., Aluvathingal,J., Nadendla,S., Myers,T.,

Yan,Y. and Sichtig,H.

TITLE FDA dAtabase for Regulatory Grade micrObial Sequences (FDA-ARGOS):

Supporting development and validation of Infectious Disease Dx

tests

JOURNAL Unpublished

REFERENCE 2 (bases 1 to 1209)

AUTHORS Nelson,B., Plummer,A., Tallon,L., Sadzewicz,L., Zhao,X.,

Vavikolanu,K., Mehta,A., Aluvathingal,J., Nadendla,S., Myers,T.,

Yan,Y. and Sichtig,H.

TITLE Direct Submission

JOURNAL Submitted (26-MAY-2020) Center for Devices and Radiological Health,

US Food and Drug Administration, 10903 New Hampshire Avenue, Silver

Spring, MD 20993-0002, 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 :: SMRT v. 2.3.0, HGAP v. 3

Genome Coverage :: 945.83x

Sequencing Technology :: Pacbio; Illumina

##Genome-Assembly-Data-END##

##Genome-Annotation-Data-START##

Annotation Provider :: NCBI

Annotation Date :: 05/28/2020 20:32:58

https://www.ncbi.nlm.nih.gov/nuccore/CP053951.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP053951.1?report=graph
https://www.ncbi.nlm.nih.gov/nuccore/CP053951.1?from=1802701&to=1803909
https://www.ncbi.nlm.nih.gov/nuccore/CP053951
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA231221
https://www.ncbi.nlm.nih.gov/biosample/SAMN11056514
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1396
https://www.ncbi.nlm.nih.gov/genome/annotation_prok/


Annotation Pipeline :: NCBI Prokaryotic Genome

Annotation Pipeline (PGAP)

Annotation Method :: Best-placed reference protein

set; GeneMarkS-2+

Annotation Software revision :: 4.11

Features Annotated :: Gene; CDS; rRNA; tRNA; ncRNA;

repeat_region

Genes (total) :: 6,172

CDSs (total) :: 6,018

Genes (coding) :: 5,823

CDSs (with protein) :: 5,823

Genes (RNA) :: 154

rRNAs :: 14, 14, 14 (5S, 16S, 23S)

complete rRNAs :: 14, 14, 14 (5S, 16S, 23S)

tRNAs :: 107

ncRNAs :: 5

Pseudo Genes (total) :: 195

CDSs (without protein) :: 195

Pseudo Genes (ambiguous residues) :: 0 of 195

Pseudo Genes (frameshifted) :: 95 of 195

Pseudo Genes (incomplete) :: 104 of 195

Pseudo Genes (internal stop) :: 59 of 195

Pseudo Genes (multiple problems) :: 55 of 195

##Genome-Annotation-Data-END##

FEATURES Location/Qualifiers

source 1..1209

/organism="Bacillus cereus"

/mol_type="genomic DNA"

/strain="FDAARGOS_799"

/culture_collection="FDA:FDAARGOS_799"

/db_xref="taxon:1396"

/country="USA: MD"

/collected_by="Tetracore"

gene complement(1..1209)

/gene="nheB"

/locus_tag="FOC93_12430"

CDS complement(1..1209)

/gene="nheB"

/locus_tag="FOC93_12430"

/inference="COORDINATES: similar to AA

sequence:RefSeq:WP_000162959.1"

/note="Derived by automated computational analysis using

gene prediction method: Protein Homology."

/codon_start=1

https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1396


/transl_table=11

/product="non-hemolytic enterotoxin NHE subunit B"

/protein_id="QKH06891.1"

/translation="MTKKPYKVMALSALMAVFAAGNIMPAHTYAAESTVKQAPVHAVA

KAYNDYEEYSLGPEGLKDAMERTGSNALVMDLYALTIIKQGNVNFGNVSTVDAALKGK

VIQHQDTARGNAKQWLDVLKPQLISTNQNIINYNTKFQNYYDTLVAAVDAKDKATLTK

GLTRLSSSINENKAQVDQLVEDLKKFRNKMTSDTQNFKGDANQITSILASQDAGIPLL

QNQITTYNEAISKYNAIIIGSSVATALGPIAIIGGAVVIATGAGTPLGVALIAGGAAA

VGGGTAGIVLAKKELDNAQAEIQKITGQITTAQLEVAGLTNIKTQTEYLTNTIDTAIT

ALQNISNQWYTMGSKYNSLLQNVDSISPNDLVFIKEDLNIAKDSWKNIKDYAEKIYAE

DIKVVDTKKA"

ORIGIN

1 ttatgctttt ttcgtgtcta ctactttaat atcttcagca taaatctttt ctgcatagtc

61 tttaatgttt ttccagctat ctttcgcaat gtttaaatct tctttaatga aaacaagatc

121 gtttggacta attgaatcca cattttgaag taaagaattg tatttcgatc ccattgtata

181 ccattggttt gaaatgtttt gcaacgctgt aattgcagta tcaatcgtat ttgttaaata

241 ctcagtttgt gttttaatgt tcgttaaccc agctacttct aattgagcag ttgtaatttg

301 tccagttatt ttttgaattt cagcttgtgc attgtcaagt tctttcttcg ctaatacgat

361 accagctgta ccaccgccta cagctgctgc accacctgca attaatgcga ctcctagcgg

421 tgttcctgcg cccgtagcaa taactactgc accaccaata attgcaattg gtcctagagc

481 tgtcgcaaca gatgaaccga taataattgc attatattta ctaattgcct cattgtacgt

541 tgtaatttga ttttgtagaa gcggaattcc tgcatcttga ctagctaata tagatgtaat

601 ttgatttgca tcacccttga agttttgcgt atccgacgtc attttatttc ggaatttttt

661 caagtcttct actaactgat ccacttgcgc tttattttca ttaatactac ttgataatct

721 agttaggcct ttcgtaagag tcgctttatc ttttgcatct accgcagcaa ctaaagtatc

781 ataatagttt tggaattttg tattgtagtt aatgatgttt tgattcgttg aaataagctg

841 tggctttaat acatctaacc attgcttcgc atttcctcta gctgtatctt ggtgctggat

901 cacttttcct tttaaagctg catcaacagt cgatacattt ccaaagttaa cattaccttg

961 tttaataatt gttaaagcat acagatccat tactaaagca tttgaacctg ttctttccat

1021 tgcatctttc aagccttctg gtcctaatga atattcttca tagtcattat aagcttttgc

1081 taccgcatga actggtgctt gtttcactgt actttcagct gcatacgtat gagccggcat

1141 aatatttcct gctgcaaata ctgccataag tgctgataga gccattactt tatatggttt

1201 ttttgtcat

https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c
https://www.ncbi.nlm.nih.gov/protein/1848551283
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