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ABSTRACT Draft genome sequences of 28 strains of Microbacteriaceae from plants
infested by plant-parasitic nematodes were obtained using Illumina technology. The
sequence data will provide useful baseline information for the development of com-
parative genomics and systematics of Microbacteriaceae and facilitate understanding
of molecular mechanisms involved in interactions between plants and nematode-asso-
ciated bacterial complexes.

Members of the family Microbacteriaceae (class Actinobacteria) inhabit various ter-
restrial and aquatic ecosystems and often occur in plants as endophytes and

pathogens (1, 2). Plant-pathogenic species of the genus Rathayibacter belonging to this
family are transmitted to their host plants by gall-forming nematodes of the genus
Anguina (Anguinidae) (3, 4). Along with Rathayibacter, some other Microbacteriaceae,
including members of the genera Agreia, Leifsonia, Microbacterium, and Plantibacter, were
recovered from plant galls induced by Anguinidae and from leaf tissues of Tanacetum vul-
gare infested by Aphelenchoides fragariae (1, 5–8).

Novel nematode-associated strains of Microbacteriaceae were isolated from plant
galls induced by different anguinids and from plant tissues affected by Aphelenchoides
species (Table 1). The air-dried plant samples were soaked in distilled water for 1 h,
washed twice with sterile distilled water, placed in 0.85% NaCl solution, and milled.
One drop of the obtained suspension was plated onto modified Corynebacterium agar
(9) or Reasoner’s 2A (R2A) agar (Fluka Analytical, USA) and incubated for 1 to 3weeks
at room temperature (18 to 24°C). The isolated strains were identified on the basis of
matrix-assisted laser desorption ionization (MALDI) mass spectra and 16S rRNA gene
sequences as described previously (10, 11) and deposited in the All-Russian Collection
of Microorganisms (VKM; http://www.vkm.ru).

For genome sequencing, DNA was extracted with a QIAamp DNA minikit (Qiagen,
Germany) from biomass grown in liquid peptone-yeast medium as described previ-
ously (7) or using cells incubated on R2A agar for 2 to 3 days at 28°C. DNA library con-
struction and sequencing were conducted by Novogene Co., Ltd., using a NEBNext
Ultra II DNA library prep kit for Illumina (New England Biolabs) following the manufac-
turer’s recommendations. Pooled DNA libraries were sequenced on an Illumina NovaSeq
6000 instrument to obtain 150-bp paired-end reads.

Default parameters were used for all software unless otherwise specified. The qual-
ity of the reads was checked with FastQC 0.11.8 (12). Adapter sequences and low-qual-
ity regions in raw reads were cut with Trimmomatic 0.39 (13) with the following
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https://www.ncbi.nlm.nih.gov/sra/SRR13176573
https://www.ncbi.nlm.nih.gov/nuccore/JADKSF000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176572
https://www.ncbi.nlm.nih.gov/nuccore/JADKSG000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176570
https://www.ncbi.nlm.nih.gov/nuccore/JADKSH000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176569
https://www.ncbi.nlm.nih.gov/nuccore/JADKSI000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176568
https://www.ncbi.nlm.nih.gov/nuccore/JADKSJ000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176567
https://www.ncbi.nlm.nih.gov/nuccore/JADKSK000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176566
https://www.ncbi.nlm.nih.gov/nuccore/JADKSL000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176565
https://www.ncbi.nlm.nih.gov/nuccore/JADKSM000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176564
https://www.ncbi.nlm.nih.gov/nuccore/JADKSN000000000
https://www.ncbi.nlm.nih.gov/sra/SRR13176563
https://www.ncbi.nlm.nih.gov/nuccore/JADKSO000000000
https://mra.asm.org


options: ILLUMINACLIP:TruSeq3-PE-2.fa:2:30:10; SLIDINGWINDOW:4:20; MINLEN:50.
Trimmed reads were assembled using SPAdes 3.14.1 (14) with the following options:
--cov-cutoff, auto, and --isolate. The quality of assembly was assessed with QUAST 5.0.2
(15). Assemblies were annotated with NCBI PGAP (16) and the RAST Web server (17, 18).

Additional comparative phenotypic study of the sequenced strains, along with ge-
nome-wide analyses of phylogenetically closely related plant endophytes and patho-
gens, will facilitate understanding of their role in bacterial-nematode complexes, includ-
ing mechanisms of molecular interactions between members of these complexes and
plants.

Data availability. These whole-genome shotgun projects have been deposited in
DDBJ/ENA/GenBank under the accession numbers listed in Table 1.
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