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Summary
Recent exponential progress in next-generation DNA sequencing technology enables researchers to sequence en-

tire genome of various organisms for the first time at a reasonably low cost. Nowadays, there are a lot of reports

concerning sequenced genome information, and they considerably contribute to understanding of the biological func-

tions of unknown genes at molecular level.

In this manuscript, we describe the current status of genome analysis

of lactic acid bacteria and the perspective of D-amino acid researches targeting lactic acid bacteria based on their

genome information.
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Table 1 General properties of published lactic acid bacterial genome sequences

. ‘ Genome Gene GC Plasmid Reference or
Genus/Species/Strain length content GenBank assembly
(Mbp) number (%) number accession number
Lactobactllus plantarum WCSF1 3.31 3124 445 3 2
Lactobactllus johnsonit NCC 533 1.99 1900 34.6 0 4
Lactobactllus sakei subsp. saker 23K 1.88 1889 413 0 5
Lactobactllus acidophilus NCFM 1.99 1927 34.7 0 6
Lactobactllus gassert ATCC 33323 1.89 1865 35.3 0 3
Lactobacillus casei ATCC 334 2.90 2902 46.6 1 3
Lactobactllus brevis ATCC 367 2.29 2256 46.2 2 3
Lactobactllus delbrueckit subsp. bulgaricus ATCC 11842 1.87 1931 49.7 0 7
Lactobactllus reutert DSM 20016 2.00 2018 38.9 0 GCA_000016825.1
Lactobactllus fermentum IFO 3956 2.10 2099 515 0 8
Lactobactllus buchneri CD034 2.50 2393 444 3 9
Lactococcus lactis subsp. lactis 1L1403 2.37 2406 35.3 0 1
Lactococcus lactis subsp. cremoris MG1363 253 2583 35.7 0 10
Streptococcus thermophilus LMG 18311 1.80 1887 39.1 0 11
Enterococcus faecalis V583 3.22 3257 375 3 GCA_000007785.1
Enterococcus faectum DO 2.70 2795 38.2 3 12
Oenococcus oeni PSU-1 1.78 1799 379 0 3
Leuconostoc mesenteroides subsp. mesenteroides ATCC 8293 2.04 2016 377 1 3
Pediococcus pentosaceus ATCC 25745 1.83 1795 374 0 3
Tetragenococcus halophilus NBRC 12172 2.56 2540 36.0 0 GCA_000283615.1
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