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FASTA Graphics
LOCUS CP053965 1320 bp DNA linear BCT 04-JUN-2020

DEFINITION Bacillus cereus strain FDAARGOS_802 chromosome, complete genome.

ACCESSION CP053965 REGION: 2647276..2648595

VERSION CP053965.1

DBLINK BioProject: PRJNA231221

BioSample: SAMN11056517

KEYWORDS .

SOURCE Bacillus cereus

ORGANISM Bacillus cereus

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

Bacillus cereus group.

REFERENCE 1 (bases 1 to 1320)

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JOURNAL Unpublished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 1320)

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 :: Canu v. 1.4, SPAdes v. 3.11.1

Genome Coverage :: 995.39x

Sequencing Technology :: Pacbio; Illumina

##Genome-Assembly-Data-END##

##Genome-Annotation-Data-START##

Annotation Provider :: NCBI

Annotation Date :: 05/28/2020 21:50:58

Annotation Pipeline :: NCBI Prokaryotic Genome

https://www.ncbi.nlm.nih.gov/nuccore/CP053965.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP053965.1?report=graph
https://www.ncbi.nlm.nih.gov/nuccore/CP053965
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA231221
https://www.ncbi.nlm.nih.gov/biosample/SAMN11056517
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1396
https://www.ncbi.nlm.nih.gov/genome/annotation_prok/


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) :: 6,243

CDSs (total) :: 6,091

Genes (coding) :: 5,957

CDSs (with protein) :: 5,957

Genes (RNA) :: 152

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

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

tRNAs :: 105

ncRNAs :: 5

Pseudo Genes (total) :: 134

CDSs (without protein) :: 134

Pseudo Genes (ambiguous residues) :: 0 of 134

Pseudo Genes (frameshifted) :: 56 of 134

Pseudo Genes (incomplete) :: 72 of 134

Pseudo Genes (internal stop) :: 50 of 134

Pseudo Genes (multiple problems) :: 35 of 134

##Genome-Annotation-Data-END##

FEATURES Location/Qualifiers

source 1..1320

/organism="Bacillus cereus"

/mol_type="genomic DNA"

/strain="FDAARGOS_802"

/culture_collection="FDA:FDAARGOS_802"

/db_xref="taxon:1396"

/country="USA: MD"

/collected_by="Tetracore"

gene 1..1320

/gene="hblC"

/locus_tag="FOC96_17060"

CDS 1..1320

/gene="hblC"

/locus_tag="FOC96_17060"

/inference="COORDINATES: similar to AA

sequence:RefSeq:WP_000850151.1"

/note="Derived by automated computational analysis using

gene prediction method: Protein Homology."

/codon_start=1

/transl_table=11

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


/product="hemolytic enterotoxin HBL lytic component L2"

/protein_id="QKH01850.1"

/translation="MKTKIMTGLLVTSIVTGATIPINTLATPIVQAETQQEGMDISSS

LRKLGAQSKLIQTYIDQSLMSPNVQLEEVPALNTNQFLIKQDMKEWSSELYPQLILLN

SKSKGFVTKFNSYYPTLKSFVDNKEDREGFSDRLEVLQEMAMTNQENAQRQINELTDL

KLQLDKKLKDFDTNVATAQGILSTDGTGKIDQLKNEILNTKKAIQNDLQQIALIPGAL

NEQGFAIFKEVYSLSKEIIEPAAQAGVAAYNKGKEINNSILEAEKKAVQEATEQGKTA

LEIESAKKAAREAIEKSKQGEIAAAAAAKTQEYDLMKAIDTEKIKKTFGVFAEVNKLT

AEQRAYLDDLEKQNQKIYDLTTKLSIADLQKSMLLLTQNDLHTFANQVDVELDLLKRY

KEDLNLIKNSITKLSTNVDTTNEQSQKDTLRQLKNVISYLEEQVYKF"

ORIGIN

1 atgaaaacta aaataatgac aggattatta gtcacatcca ttgtaactgg agcaactatt

61 cctatcaata ctctcgcaac accaatcgtt caagcggaaa ctcaacagga aggcatggat

121 atttcctctt cattacgaaa attaggtgcg caatctaaat taatccaaac gtatattgat

181 caatctttaa tgagtcctaa tgtacagcta gaggaagtcc cagctttaaa taccaatcaa

241 ttcctaatca aacaagatat gaaggaatgg tcatcggaac tctatccaca gttaattcta

301 ttaaattcaa aaagtaaagg atttgtaaca aaatttaata gttattaccc gacattaaaa

361 tcgtttgtag acaataaaga agatagagaa gggttttcgg atagacttga agtacttcaa

421 gaaatggcta tgacgaatca agaaaatgcg caacgacaaa tcaatgaatt aacagatctt

481 aaattacagc ttgataaaaa attaaaagat tttgatacta atgtggcaac tgcgcaaggc

541 atactaagta cagatggaac aggaaaaata gatcagttaa aaaatgaaat attaaatacc

601 aaaaaagcaa ttcaaaatga tttacagcaa attgcattaa taccaggagc tttaaatgag

661 cagggatttg ctatattcaa agaagtttat agtctttcaa aagaaattat tgaaccagct

721 gctcaagcag gggtggcagc gtataacaaa ggaaaagaaa ttaacaactc tattctagaa

781 gctgagaaaa aagcagtgca agaagcaaca gagcaaggta aaactgctct agagattgaa

841 tcagcaaaaa aagcagctcg tgaagcaatt gagaaaagca aacaaggtga aatagcagcc

901 gcagccgcag caaaaacaca agagtatgac ctgatgaaag ccattgatac cgaaaagatt

961 aagaaaacat ttggcgtttt tgctgaagta aataaattaa cagcagaaca gcgagcatat

1021 ttagatgatt tagagaaaca aaatcaaaaa atatatgatt taacaacgaa attatcaata

1081 gctgatttac aaaaatcaat gcttcttctt acacaaaatg atttgcatac gtttgcaaat

1141 caagtagatg tagaacttga tctactaaag cgctataaag aagatttaaa tctaataaaa

1201 aatagcatta caaaattatc tactaatgtt gatacaacta acgagcagtc tcaaaaagat

1261 acattaagac aattaaaaaa tgtaataagt taccttgaag aacaagtgta taaattttga

https://www.ncbi.nlm.nih.gov/protein/1848563201
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