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spacer region, complete sequence; and 23S ribosomal RNA partial sequence

GenBank: AF182720.1

FASTA Graphics

LOCUS AF182720 665 bp DNA linear BCT 11-JUL-2000

DEFINITION Lactobacillus fermentum 16S ribosomal RNA, partial sequence;

16S/23S intergenic spacer region, complete sequence; and 23S

ribosomal RNA partial sequence.

ACCESSION AF182720

VERSION AF182720.1

KEYWORDS .

SOURCE Limosilactobacillus fermentum

ORGANISM Limosilactobacillus fermentum

Bacteria; Bacillati; Bacillota; Bacilli; Lactobacillales;

Lactobacillaceae; Limosilactobacillus.

REFERENCE 1 (bases 1 to 665)

AUTHORS Songa,Y., Katoa,N., Liua,C., Matsumiyaa,Y., Katob,H. and

Watanabea,K.

TITLE Rapid identification of 11 human intestinal lactobacillus species

by multiplex PCR assays using group- and species-specific primers

derived from the 16S-23S rRNA intergenic spacer region and its

flanking 23S rRNA

JOURNAL FEMS Microbiol. Lett. 187 (2), 167-173 (2000)

MEDLINE 20315965

REFERENCE 2 (bases 1 to 665)

AUTHORS Song,Y., Kato,N., Liu,C., Matsumiya,Y., Kato,H. and Watanabe,K.

TITLE Direct Submission

https://www.ncbi.nlm.nih.gov/nuccore/AF182720.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/AF182720.1?report=graph
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JOURNAL Submitted (02-SEP-1999) Anaerobic Bacteriology, Tsukasa-machi 40,

Gifu 500-8705, Japan

FEATURES Location/Qualifiers

source 1..665

/organism="Limosilactobacillus fermentum"

/mol_type="genomic DNA"

/strain="JCM1173"

/type_material="type strain of Lactobacillus fermentum"

/db_xref="taxon:1613"

rRNA <1..5

/product="16S ribosomal RNA"

misc_feature 6..202

/note="16S/23S intergenic spacer region"

rRNA 203..>665

/product="23S ribosomal RNA"

ORIGIN

1 cctttctaag gaattaatcg gaaacctaca cattgtcgaa acagtgttca gttttgaggg

61 gtttacctct cagcttgtac tttgaaaact aaataatatc aatttctaat aaaatcaaga

121 aaaccgagaa caccgcgtta tttgagtttt taacgaatta taatcgcata ctcaactaac

181 ttgactgatc tacgatcagt aaggttaagt tatgaagggc gcatggtgaa tgccttggta

241 ctaggagccg atgaaggacg ggactaacac cgatatgctt cggggagcgg taagtacgct

301 ttgatccgga gatttccgaa tggggaaacc caatcatctt agtcgatgat tacttgagca

361 gtgaattcat agctgccaag aggtagacgc agtgaactga aacatcttag tagctgcagg

421 aagagaaaga aaattcgatt ccctgagtag cggcgagcga aacgggaaga gcccaaacca

481 ctgagcttgc tcagtggggt tgtaggactg aactttggag ttaccaaaga atcaggtagt

541 cgaagtggct gggaagccac accagagatg gtgatagtcc agtagacgaa acctggttct

601 ctccgttcag gatcctgagt acggcgggac acgtgaaacc ccgtcggaat ccgcgaggac

https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1613
https://www.ncbi.nlm.nih.gov/nuccore/AF182720.1?from=1&to=5
https://www.ncbi.nlm.nih.gov/nuccore/AF182720.1?from=6&to=202
https://www.ncbi.nlm.nih.gov/nuccore/AF182720.1?from=203&to=665
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