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ABSTRACT We report the complete circular genome sequences of six Lactobacillus
strains and their plasmids, if any, from the fecal material of quarter horses at differ-
ent ages.

orses are nonruminant herbivores, and fecal samples have been shown to repre-

sent changes in the midgut due to changes in diet, age, and health (1, 2). Here,
fecal samples from three healthy horses were used to isolate six Lactobacillus strains.
Isolates 1A, 1B, and 1D were from a 7.5-month-old female weanling fed a grain/grass
diet; 2D was from a 6-month-old female foal (1day postweaning) fed milk before
switching to a grain/grass diet; and 3B and 3DG were from a >10-year-old mature
male gelding fed a grass/hay diet.

Fresh fecal samples (less than 1 h old) were collected from pile centers, transferred
to the laboratory on ice and processed (within 4 to 5h). Samples were diluted to
100 mg/ml in MRS medium, inoculated 1:10 into MRS with and MRS without 1% gal-
acto-oligosaccharides and cultured anaerobically at 37°C for 24 h (3, 4). Serial dilutions
were plated onto solid MRS and incubated at 37°C for 48 h. From each sample, 4 to 6
colonies were selected based on colony morphology differences and biochemical tests.
Gram-positive, catalase-negative, non-spore formers and nonmotile colonies were
selected, grown in MRS, and stored at —80°C in MRS/25% glycerol. Frozen cells were
cultured anaerobically in MRS for 18 h. The steps of DNA extraction through sequenc-
ing have been described previously (5).

The assemblies were generated using HGAP4 (SMRT Link v5.1.0) (6). Preliminary
assemblies showed high coverage (>2,000x), and the reads were subsampled as
described in reference 5 (with sampling fractions listed in Table 1) before generating
the assemblies. Circlator v1.5.5 (assembler, Canu) (7) was used for circularization,
and the assemblies were polished with the subsampled reads using Arrow
(GenomicConsensus package v2.2.2 in SMRT Link). The 1B assembly included a
30,259-bp contig whose sequence closely matched segments in the chromosome
between base pairs ~883803 and 927416, and this contig is not included in the
final assembly. The 1B plasmid has a region between base pairs ~3384 and 6688
that had higher read coverage and single nucleotide polymorphisms (SNPs), and
its annotation includes a tyrosine-type recombinase/integrase, an element found
twice in the chromosome between base pairs ~883803 and 927416.

The six isolate chromosomes and the 2D plasmids were circularized with Circlator.
Read mapping to the 1B plasmid indicated that it was circular, and no circularization
steps were performed. For 3B, after polishing the circularized chromosome and the
plasmid as it was generated in the assembly, the polished plasmid ends had 8,627
bases of overlap. The overlapping bases were removed from one end, and the assem-
bly was repolished.

NCBI PGAP v4.10 was used for annotation (8, 9). Except for 3B, the assemblies and
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the reference genomes of their assigned species had >95% average nucleotide iden-
tity (ANI). The ANI was calculated using CompareSketch from BBMap v38.82 (10).

Data availability. The sequencing reads and the assemblies are available under the
accession numbers shown in Table 1.
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