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ABSTRACT Pseudomonas amygdali pv. tabaci strain 6605 is the bacterial pathogen
causing tobacco wildfire disease that has been used as a model for elucidating virulence
mechanisms. Here, we present the complete genome sequence of P. amygdali pv. tabaci
6605 as a circular chromosome from reads using a PacBio sequencer.

P seudomonas species are phytopathogens responsible for plant diseases affecting many
agricultural species (1). Pseudomonas amygdali pv. tabaci (former name: Pseudomonas

syringae pv. tabaci) strain 6605, a Gram-negative bacterium responsible for tobacco wildfire
disease, has been used as a model for studying the virulence mechanisms of plant patho-
gens (2, 3). About a decade ago, a draft genome sequence of P. amygdali pv. tabaci 6605
was released, contributing to the study of plant-microbe interactions (4, 5). However, the
draft genome assembly, created using Illumina short reads, was too fragmented to elucidate
the virulence of the pathogen. Here, we report the complete genome sequence of P. amyg-
dali pv. tabaci 6605, characterized using PacBio sequencing.

P. amygdali pv. tabaci 6605 is a strain originally isolated in Nagasaki Prefecture,
Japan. The stock culture was streaked onto King’s B (KB) agar plates. A single colony was cul-
tured in 10 ml of KB liquid medium overnight at 27°C with shaking at 180 rpm. DNA was
extracted using cetyltrimethylammonium bromide (CTAB) and Genomic-tip 100/G columns
(Qiagen, Hilden, Germany), using a method archived by the 1000 Fungal Genomes Project
(http://1000.fungalgenomes.org/home/wp-content/uploads/2013/02/genomicDNAProtocol
-AK0511.pdf).

The genome of P. amygdali pv. tabaci 6605 was sequenced along with several other
bacterial strains using the PacBio Sequel system (Menlo Park, CA, USA). PacBio libraries were
prepared and size selected with a 20-kb cutoff using a Megaruptor 2 system (Diagenode,
Seraing [Ougrée], Belgium), and the libraries were constructed using a SMRTbell template
prep kit 1.0 according to the manufacturer’s protocol (Pacific Biosciences). Barcodes were
attached to each fragmented genome, and the samples were pooled and cut off at 12kbp
using the BluePippin size selection system (Sage Science, Beverly, MA, USA). The genomic
library was sequenced on a single PacBio Sequel system 1M v.3 cell. A total of 243,295,583
filtered subreads (N50, 15,015bp) were assembled using the Hierarchical Genome Assembly
Process (HGAP) v.4 within SMRT Link v.7.0.1, with the expected genome size set to 6Mb.
Circlator v.1.5.5 (6) was used to evaluate whether the assemblies were circular and to predict
the location of the starting position.

The P. amygdali pv. tabaci 6605 genome sequence has a total length of 6,299,574bp
with an average GC content of 58.0% and an average sequence depth of coverage exceed-
ing 86�, and it consists of one circular chromosome (6,299,574bp). The genome was auto-
matically annotated using the DFAST pipeline (7) to predict a total of 5,623 protein-coding
sequences, 66 tRNAs, and 16 rRNA (5S, 16S, and 23S rRNA) operons. A comparative analysis
using Mauve v.2.4.0 (8) showed close agreement with the previous draft P. amygdali
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pv. tabaci 6605 genome sequence (GenBank accession number GCF_000275945.1), comple-
menting the gaps between contigs (Fig. 1). Default parameters were used for all software
unless otherwise specified. The complete genome sequence of P. amygdali pv. tabaci 6605
will provide insights into the molecular evolution of phytopathogenic bacteria and their vir-
ulence mechanisms.

Data availability. This complete genome project has been deposited in DDBJ/ENA/
GenBank under the accession number AP024464 (BioProject accession number PRJDB11119,
BioSample accession number SAMD00276453, and DRA accession number DRA012177). The
version described in this paper is the first version, AP024464.
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FIG 1 Alignment of the complete genome sequence (GenBank accession number AP024464) and the draft genome sequence (GCF_000275945.1) of P.
amygdali pv. tabaci 6605 using the Mauve program. The contigs are separated by red lines.
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