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DKU_NT_02, Isolated from Traditional Korean Food Using
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ABSTRACT The complete genome sequence of Bacillus subtilis strain DKU_NT_02,
isolated from traditional Korean food using soybeans (chung-gook-jang), is pre-
sented here. This strain was chosen to help identify genetic factors with high-quality
poly-y-glutamic acid (yPGA) activity.

acillus subtilis is a tuberous aerobic bacterium widely distributed in nature and

used to manufacture various fermented soybean foods (1). Also, Bacillus subtilis
changes, depending on the environmental conditions, to form spores (liposomes)
and produce fermented material (2). This study was conducted to obtain strains for
the production of high-quality fermented foods using Bacillus subtilis (3-5). As a
result, we found Bacillus subtilis strain DKU_NT_02 to be useful in the production of
high-efficiency fermented food.

Total genomic DNA was extracted using the Wizard genomic DNA purification kit
(Promega, USA), according to the manufacturer’s instructions. Whole-genome sequenc-
ing of Bacillus subtilis strain DKU_NT_02 was performed using the Pacific Biosciences
RS Il sequencing platform at Macrogen (Seoul, Republic of Korea) (6).

A total of 1,027,289,253 PacBio raw reads were filtered, as per the read qualities. The
cleaned reads were then assembled using RS Hierarchical Genome Assembly Process

(HGAP) protocol version 3.0, as available in subread filtering from SMRT Portal 2.3, Received 11 May 2018 Accepted 13 May
which generated 104,769 reads with about 202-fold depth genome coverage (7-9). The 2018 Published 21 June 2018
bl lted i 4014.255-b d of . ith Citation Bang M-S, Jeong H-W, Lee Y-J, Lee SJ,
assembly resulted in a 4,014,255-bp genome sequence composed of one contig, wit Lee 5-C. Shin -, Oh C-H, 2018, Complete
43.6% G+C content. genome sequence of Bacillus subtilis strain
The coding sequences were predicted by using Glimmer version 3.02. Functional DKU_NT_02, isolated from traditional Korean

. K . . . food using soybean (chung-gook-jang) for
annotation was achieved using the Prokka software. Functional categories were pre- high-quality poly-y-glutamic acid activity.
dicted using RAST version 2.0 (10, 11). A total of 4,148 coding sequences, 87 tRNAs, and Genome Announc 6:¢00525-18. https://doi

.0rg/10.1128/genomeA.00525-18.
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30 rRNAs were predicted. A plasmid was not found in this strain.
Access to whole-genome sequences for these strains will enable future investiga-

tions into the roles that the encoded metabolites might play in high-quality poly-y- the Creative Commons Attribution 4.0
glutamic acid (yPGA) activity. International license.
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