é AMERICAN _‘ Micmbiology® GENOME SEQUENCES

SOCIETY FOR
MICROBIOLOGY Resource Announcements )

Check for
updates

Draft Genome Sequence of Lactobacillus brevis Strain 2-34,
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ABSTRACT Here, we announce the draft genome sequence of Lactobacillus brevis 2-34, a
strain isolated from the fermentation process of Shaoxing huangjiu (Chinese rice wine). The
genome size of 2-34 was 2,557,496 bp, with 2,459 coding genes, 67 tRNAs, and 2 rRNAs.

actobacillus brevis strain 2-34 was isolated with several other lactic acids from fermentation

liquor of Shaoxing huangjiu (Chinese rice wine) (1). This strain shows a remarkable ability
to reuptake and assimilate citrulline (2), one of the main precursors of the carcinogenic com-
pound ethyl carbamate (EC) in Shaoxing huangjiu (3). Strain 2-34 has great potential for use
in Chinese rice wine fermentation to eliminate citrulline and therefore control the EC content
in the final product.

The Chinese rice wine primary fermentation liquor was obtained from the Guyuelongshan
Shaoxing Huangjiu Co. (Shaoxing, Zhejiang, China). Serial dilutions were made in 0.9% sodium
chloride and plated onto de Man-Rogosa-Sharpe (MRS) agar. After incubation at 30°C for 48 h
under anaerobic conditions, the isolated colonies were grown anaerobically in 10 mL MRS
broth at 30°C for 24 h. A single colony of strain 2-34 was picked for culturing prior to DNA
isolation. Genomic DNA was extracted using the rapid bacterial genomic DNA isolation kit
(Sangon Biotech, Shanghai, China) according to the manufacturer’s instructions and then
submitted to Majorbio (Shanghai, China) for library preparation using the NGS fast DNA
library prep set for lllumina (Bjbiolab, Beijing, China) after Covaris shearing. The whole genome
was sequenced using an lllumina HiSeq X Ten platform with the 2 x 150-bp paired-end
sequencing protocol. The 8,731,560 raw reads produced were then trimmed using
Trimmomatic v0.39 (4) and de novo assembled using SOAPdenovo2 v2.04 (5), generating
87 contigs with a genome length of 2,557,496 bp, 120-fold coverage, a GC content of 45.71%,
and an N, value of 71,034 bp. Annotation using PGAP v6.1 (6) predicted 2,614 total genes,
2,459 coding genes, 67 tRNAs, and 2 rRNAs.

The L. brevis 2-34 genome was assessed for the presence of clustered regularly interspaced
short palindromic repeat (CRISPR) arrays using CRISPRFinder (7), and 6 were detected, located
on scaffolds 1, 19, 28, 30, 48, and 58. In addition, genomic islands (three, located on scaffolds
14, 25, and 41) and prophages (two intact and one incomplete, located on scaffolds 19, 21,

and 31) were detected using the integrative online tools IslandViewer 4 (8) and PHASTER (9), Editor J. Cameron Thrash, University of
respectively. Furthermore, a cluster consisting of 17 bacteriocin genes was detected in scaf- Southern California
fold 21 (approximately 37845 to 48721 bp) using BAGEL4 (10). No genes encoding potential Copyright © 2022 Li et al. This is an open-
irul th icity fact detected. Default t d f Il soft- access article distributed under the terms of
virulence or pathogenicity factors were detected. Default parameters were used for all so P ——
ware unless otherwise specified. International license.
The draft genome sequence of L. brevis 2-34 will be useful for further studies of specific Address correspondence to Xiaomin Li,
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