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ABSTRACT This report describes the genome sequences of two Lactobacillus johnsonii
strains (AER105 and AER25) and three Ligilactobacillus salivarius strains (AER35, AER36, and
AER04) recovered from broiler chicken gastrointestinal tracts in the southeastern United
States. These genome sequences will enhance our understanding of the ecology of lacto-
bacilli in the chicken gut microbiome.

s part of a project aiming to characterize lactobacilli found in the chicken microbiome,

we sequenced five strains—two Lactobacillus johnsonii (strains AER105 and AER25) and
three Ligilactobacillus salivarius (strains AER35, AER36, and AER04). All strains were isolated
from the ilea of five individual chickens from farms in the southeastern United States. The ilea
and their contents were homogenized in sterile buffered peptone water (BPW; Difco, Sparks,
MD) using a stomacher, and 10 uL of the homogenate was used to inoculate MRS broth
(AcuMedia, Lansing, M) and incubated at 37°C for 24 h under either aerobic or elevated CO,
(5% CO,) conditions. After incubation, approximately 10 ulL of the liquid MRS broth was
streaked on MRS agar plates and incubated under similar conditions as the broth. After 24
h, an individual colony was picked from the plate and cultured for further experiments.
Prior to whole-genome sequencing, isolates were confirmed to be Lactobacillus or
Ligilactobacillus through Gram staining and partial 16S rRNA sequencing. All isolates
described here were recovered from aerobic cultures, with the exception of L. johnsonii
AER25, which was isolated from a culture incubated under 5% CO, conditions.

DNA was isolated using a DNeasy blood and tissue kit (Qiagen) using 1 mL of a liquid (MRS)
culture incubated overnight at 37°C and treated with 180 uL of lysozyme (20 mg/mL; Sigma-
Aldrich, St. Louis, MO) for 60 min. Whole-genome sequencing was performed on the MiSeq plat-
form using a Nextera XT kit (llumina, San Diego, CA) and a V2 kit (llumina) to obtain 2 x 250-
bp paired-end reads. Paired-end reads were used in Shovill v1.1.0 (T. Seemann; https://github

.com/tseemann/shouvill) to create draft genomes. Within the Shovill pipeline, SPAdes v3.15.3 (1, Editor Julie C. Dunning Hotopp, University of
2) was used as the genome assembler, and Trimmomatic v0.39 (3) was used to trim the reads Maryland School of Medicine
before assembly. Contigs with a size of less than 200 bp were excluded from the assembly. Copyright © 2022 Reed et al. This is an open-

access article distributed under the terms of

The assembly sizes of the L. johnsonii draft genome sequences were 1,869,983 bp (AER25) the Creative Commons Attribution 4.0
and 1,799,247 bp (AER105), while the assembly sizes for the L. salivarius draft genome sequen- International license.
ces were 1,927,325 bp (AER35), 1,950,306 (AER36), and 2,083,167 (AER04). One intact pro- Address correspondence to Henk C. den
phage region was identified by PHASTER (https://phaster.ca/; accessed 26 August 2021 [4]) in Eakierljeds2589aligaled -
all genomes, except for L. johnsonii AER25. Plasmid-derived contigs were identified with MOB- The aAUthorS declare no conflict of interest.
suite software (5, 6) and BLASTN v2.10.0+ (7) in all draft genomes, except for L. johnsonii ii::::;jzziizgﬁ;bg;; ’!
AER25. No overlap between prophage regions and plasmid-derived contigs was found. Published 3 February 2022

Annotation was performed using NCBI's PGAP annotation pipeline (8); an overview of the
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number of coding sequences can be found in Table 1. Bacteriocins are small proteins with
antimicrobial properties. The number of predicted bacteriocin-encoding genes as inferred by
the PGAP annotation pipeline was smaller in the L. johnsonii genomes than in the L. salivarius
genomes (see Table 1).
Data availability. The genome sequencing and assembly projects have been depos-
ited in DDBJ/EMBL/GenBank under BioProject numbers PRINA758401, PRINA758405,
PRINA758411, PRINA758413, and PRINA758415. See Table 1 for the SRA and GenBank
accession numbers.
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