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ABSTRACT Xanthomonas campestris pv. campestris is a group of phytopathogenic bacteria
causing black rot disease on Brassicaceae crops. Here, we report on draft genome sequences
of 17 strains representing eight of nine known races of this pathogen, including the path-
otype strain CFBP 6865.

Genomic analysis is a powerful approach to study the diversity and evolution of virulence
determinants of pathogenic bacteria (1, 2). Xanthomonas campestris pv. campestris is the

causal agent of black rot disease, affecting many crop plants from the Brassicaceae family (3).
X. campestris pv. campestris strains have been organized into nine races based on symptoms
caused on a set of host and nonhost plants (3). Amplified fragment length polymorphism
(AFLP) allowed the classification of X. campestris pv. campestris strains into seven genomic
clades (clades A to G) (4), which is not congruent with the race classification. Here, we present
the genome sequences of 17 X. campestris pv. campestris strains (Table 1), including the path-
otype strain CFBP 6865. These strains were isolated from different crop varieties or subspecies
of Brassica oleracea and Brassica rapa between 1958 and 2002, in Australia, Belgium, China,
France, or Germany. They belong to four of the seven genomic clades and are representative
of eight of the nine known races. All of these strains were obtained from the International
Centre for Microbial Resources-French Collection for Plant-Associated Bacteria (CIRM-CFBP),
National Research Institute for Agriculture, Food, and the Environment (INRAE).

The X. campestris pv. campestris strains were grown overnight in MOKA-rich medium
(4 g/L yeast extract, 8 g/L Casamino Acids, 2 g/L K2HPO4, and 0.3 g/L MgSO4�7H2O) at 28°C.
From these cultures, genomic DNA was extracted with a Wizard genomic DNA purification
kit (Promega). Genomic DNA libraries were prepared using a NEXTflex PCR-free DNA-
sequencing kit (PerkinElmer) for most strains and a NEBNext kit (New England BioLabs)
for strains CFBP 119, CFBP 4953, CFBP 4956, CFBP 6863, CN19, and CN20. All libraries were
constructed following the manufacturers’ instructions. X. campestris pv. campestris total
genomic DNA (including chromosome and plasmids) was sequenced on an Illumina HiSeq
2000 platform (2 � 101-bp paired-end reads) or a Genome AnalyzerIIx system (2 � 76-bp
paired-end reads) (for strains CFBP 119, CFBP 4953, CFBP 4956, CFBP 6863, CN19, and
CN20). Several assemblies were produced using the SOAPdenovo assembler (5) with incre-
mental k-mer sizes (starting with a k-mer length corresponding to one-third of the read
length, to a maximum of 99 nucleotides [nt], with a step of 4 nt). The resulting contigs were
scaffolded using the Velvet assembler (6) (parameters: –cov_cutoff 5 –min_contig_length
100 –max_divergence 0.05 –exportFiltered yes –exp_cov auto) using the same k-mer range.
A final round with SOAPGapCloser (parameter: –p 31) was performed to fill in the gaps, and
the remaining redundancy (misassembled contigs) was removed using MegaBLAST-based
identification. Genome sequences were annotated using the default parameters of the
EuGene-P annotation pipeline to identify RNAs and protein-coding genes (7). The com-
pleteness of the genomes was assessed with BUSCO v5.1.2 (default parameters), using the
xanthomonadales_odb10 data set (8, 9) (Table 1).
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Data availability. The genome sequences were deposited in GenBank, and the raw
reads were deposited in the Sequence Read Archive (SRA); their accession numbers are
listed in Table 1. The genome annotations are available under the DOI numbers provided
in Table 1.
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