Bacillus cereus strain FDAARGOS_802 chromosome, complete genome

GenBank: CP053965.1
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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.
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##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
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FEATURES

source

gene

CDS

Annotation Method

Annotation Pipeline (PGAP)

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 (58, 165, 23%)

complete rRNAs 14, 14, 14 (58, 165, 238S)

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##

Location/Qualifiers

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"

1..1320
/gene="hblC"

/locus_tag="FOC96 17060"

1..1320
/gene="hblC"

/locus_tag="FOC96 17060"

/inference="COORDINATES:

similar to AA

sequence:RefSeq:WP 000850151.1"

/note="Derived by automated computational analysis

gene prediction method:

/codon_start=1

/transl table=11

using

Protein Homology."


https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1396
https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c
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/product="hemolytic enterotoxin HBL lytic component L2"
/protein id="QKH01850.1"
/translation="MKTKIMTGLLVTSIVTGATIPINTLATPIVQAETQQEGMDISSS
LRKLGAQSKLIQTYIDQSLMSPNVQLEEVPALNTNQFLIKQODMKEWSSELYPQLILLN
SKSKGFVTKENSYYPTLKSFVDNKEDREGFSDRLEVLOQEMAMTNQENAQRQINELTDL
KLOLDKKLKDFDTNVATAQGILSTDGTGKIDQLKNEILNTKKAIQNDLOQIALIPGAL
NEQGFAIFKEVYSLSKEIIEPAAQAGVAAYNKGKEINNSILEAEKKAVQEATEQGKTA
LETIESAKKAAREATEKSKQGEIAAAAAAKTQEYDLMKAIDTEKIKKTFGVFAEVNKLT
AEQRAYLDDLEKQONQKIYDLTTKLSIADLOQKSMLLLTONDLHTFANQVDVELDLLKRY
KEDLNLIKNSITKLSTNVDTTNEQSQKDTLRQLKNVISYLEEQVYKE"
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