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DEFINITION Bifidobacterium longum subsp. suillum strain JCM 19995
chromosome,
complete genome.
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VERSION CP070996.1
DBLINK BioProject: PRJNA704185
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##Genome-Assembly-Data—-START##

Assembly Method :: PacBio SMRT Analysis v. v2.3
Genome Representation :: Full

Expected Final Version :: Yes

Genome Coverage 1 252.41x

Sequencing Technology :: PacBio RSII

##Genome-Assembly-Data-END##

##Genome-Annotation-Data-START##
Annotation Provider :: NCBI
Annotation Date :: 02/24/2021 10:12:42

Annotation Pipeline :: NCBI Prokaryotic Genome
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set; GeneMarkS-2+
Annotation Software revision 5.1
Features Annotated Gene; CDS; rRNA; tRNA; ncRNA;
repeat region
Genes (total) 2,015
CDSs (total) 1,945
Genes (coding) 1,836
CDSs (with protein) 1,836
Genes (RNA) 70
rRNAs 4, 4, 4 (55, 16S, 239)
complete rRNAs 4, 4, 4 (55, 16S, 239)
tRNAs 55
ncRNAs 3
Pseudo Genes (total) 109
CDSs (without protein) 109
Pseudo Genes (ambiguous residues) 0 of 109
Pseudo Genes (frameshifted) 46 of 109
Pseudo Genes (incomplete) 67 of 109
Pseudo Genes (internal stop) 12 of 109
Pseudo Genes (multiple problems) 15 of 109
##Genome-Annotation-Data-END##
Location/Qualifiers
1..1437

/organism="Bifidobacterium longum subsp. suillum"

/mol type="genomic DNA"

/strain="JCM 19995"

/isolation source="feces of a piglet"

/host="pig"

/sub_species="suillum"

/culture collection="JCM:19995"

/type material="type strain of Bifidobacterium longum

subsp. suillum"

/db_xref="taxon:1931217"

/country="Japan"

/collection date="2014"

1..1437

/gene="purB"

/locus_tag="BLS995 02090"

1..1437

/gene="purB"

/locus_tag="BLS995 02090"

/EC_number="4.3.2.2"


http://www.jcm.riken.jp/cgi-bin/jcm/jcm_number?JCM=19995
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1931217
https://enzyme.expasy.org/EC/4.3.2.2

ORIGIN

/inference="COORDINATES: similar to AA
sequence:RefSeq:WP 015439045.1"

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

/codon_ start=1

/transl table=11

/product="adenylosuccinate lyase"

/protein id="QSG87278.1"
/translation="MKLTDISPAIALTPLDGRYHKATAPLVEYMSEPALNRERMRVEV
EWMILLANGFEGNGNQPIVDGVKPFTAEEQAFLRAIPEDFGAEGIKQHAAHEATITHHD
VKAVEYYIDDQIDKAPAELANINDELKTLVHFACTSEDINNLSIARCVKNAMENVWTP
EFKRIIDHLAGKAEEFKDMPLLSLTHGQPATPTTLGKELAVYVYRLNRQLKHIENQEY
LGKINGATGTFGAHLAACPDVDWVAVSREFVTNRMGLTWNPLTTQIESHDWQAELYST
VSHANRIMHNLCVDVWMYISRGVFAQVPVKGATGSSTMPHKVNPIRFENAEANFEISC
SLLDTLSATLVESRWQRDLTDSTTQRNIGSALGYSLLALTNLMGGLESIHPNTHVIER

ELDENWEVLGEPIQTAMRACELKGLPGMDKPYEKVKELMRGHTINKEQVEQFIDQQSF

DPETAARLKALTPATYTGVASQLVAFDR"

1 atgaagctta

61
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241
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421
481
541
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961

1021
1081
1141
1201
1261
1321
1381

aaggccaccg
cgtgtcgaag
ccaatcgttg
cccgaggact
cacgatgtga
ctggccaaca
attaacaacc
gagttcaagc
ctgctctccc
gtctacgtct
aagatcaacg
tgggtcgcceg
accacgcaga
aaccgcatca
gcccaggtgce
attcgtttcg
tccgccacgce
aacatcggtt
gagtccatcc
cttggcgagce
gacaagccgt
gtcgagcagt

ctgacccceg

ccgatatttc
cccecgetegt
tcgaatggat
acggcgtcaa
tcggcgccga
aggccgtgga
tcaacgacga
tctccatcgce
gcatcatcga
tcacccacgg
accgtctgaa
gcgegaccgg
tctccecgega
tcgaaagcca
tgcacaacct
cggtcaaggg
agaacgccga
tggtggaatc
ccgcgctcgg
atccgaacac
cgatccaaac
acgagaaggt
tcatcgacca

ccacctacac

ccccgcaatce
cgaatacatg
gattcttctg
gccgttcact
aggcatcaag
gtactacatc
gctgaagacc
ccgttgcgtce
ccacctcgcece
ccagccggcec
ccgtcagctc
cacgttcggc
attcgtcacc
cgactggcag
gtgtgtggac
tgccactggt
agccaacttc
ccgttggcag
ctactccttg
ccacgtcatc
cgccatgege
caaggagctt
gcagtccttc

cggtgtggcc

gcattgaccc
agcgaacctg
gccaacggct
gccgaagagce
cagcacgccg
gatgatcaga
ctcgtgcact
aagaacgcga
ggcaaggccyg
acgccgacca
aagcacatcg
gcccacctgg
aaccgcatgg
gccgagctgt
gtgtggatgt
tcctccacca
gaaatcagct
cgcgatctga
ctcgccctga
gagcgtgagce
gcctgcgagce
atgcgcggcece
gacccggaaa

agccagctcg

cgctcgacgg
ccctgaaccg
ttgagggcaa
aggccttcct
ctcatgaggc
tcgacaaggc
tcgcctgcac
tggaaaacgt
aggaattcaa
cgctcggcaa
aaaaccagga
ccgcatgceccce
gcctgacctg
actccaccgt
acatctcccg
tgccgcacaa
gctcgctgct
ccgattcgac
ccaacctcat
ttgatgagaa
tcaagggcct
acaccatcaa
ccgcegeteg

tcgetttcga

ccgttaccac
cgaacgcatg
cggcaaccag
gcgcgccatt
catcacccac
tccggccgag
gtccgaagac
gtggaccccg
ggatatgccg
ggagctcgcc
gtacttgggc
ggatgtcgac
gaacccgctg
ctcccacgcc
tggagtgttc
ggtcaacccg
cgacaccctc
tacccagcgc
gggcggcectt
ctgggaggtg
gccgggcatg
caaggaacag
cttgaaggct

ccgctga


https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11
https://www.ncbi.nlm.nih.gov/protein/1995732549
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