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ABSTRACT Salmonella enterica serovar Dublin is a strongly adapted serovar that
causes enteritis and/or systemic disease in cattle and results in high rates of mortal-
ity. Here, we report the draft genome sequences of 112 S. Dublin strains isolated
from humans and animals in Brazil. These draft genome sequences will help en-
hance our understanding of this serovar in Brazil.

Salmonellosis by nontyphoidal serovars is among the most common foodborne
infections worldwide, causing around 93.8 million cases of gastroenteritis and

155,000 deaths annually (1). Salmonella enterica serovar Dublin is a strongly adapted
serovar that causes enteritis and/or systemic disease in cattle and results in high rates
of mortality. However, sporadically, it can be isolated from humans, usually causing
serious disease, especially in patients with underlying chronic diseases (2–4).

In this report, we announce 112 draft genome sequences from a collection of S.
Dublin strains isolated from humans and animals in several states of Brazil.

DNA from each strain was extracted according to Campioni and Falcão (5).
Libraries were prepared using 1 ng of genomic DNA with the Nextera XT DNA library
preparation kit (Illumina, San Diego, CA). The genomes were then sequenced using
the Illumina NextSeq 500 desktop sequencer using the NextSeq 500/500 high-
output kit version 2 (300 cycles; Illumina) at 2 � 151 cycles, according to the
manufacturer’s recommendations. De novo assemblies were generated from all the
Illumina sequence data using CLC Genomics Workbench version 9.5.2 (Qiagen
Bioinformatics, Denmark). The contigs for each isolate (draft genomes) were anno-
tated using NCBI’s Prokaryotic Genome Annotation Pipeline (PGAP) (6). The ge-
nomes ranged between 4.7 and 5.0 Mb in size, as described for other Salmonella
genomes (4.6 Mb to almost 5.1 Mb) (7). The number of contigs per assembly for
each isolate ranged from 46 to 179.

The data provided will help in the understanding of the epidemiology of Salmonella
Dublin strains isolated in Brazil from different sources. It will also provide phylogenetic
insights into the evolution of these strains. A more detailed report of these genomic
features will be addressed in a future publication.

Accession number(s). The draft genome sequences for these 112 S. Dublin isolates

are available in GenBank and are listed in Table 1.
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TABLE 1 Metadata for the 112 Salmonella Dublin strains isolated from humans and
animals in Brazil

CFSAN no. WGS accession no.a

CFSAN060419 QBMT00000000
CFSAN060420 QBMU00000000
CFSAN060421 QBMV00000000
CFSAN060422 QBMW00000000
CFSAN060423 QBMX00000000
CFSAN060424 QBMY00000000
CFSAN060425 QBMZ00000000
CFSAN060426 QBNA00000000
CFSAN060427 QBNB00000000
CFSAN060428 QBNC00000000
CFSAN060429 QBND00000000
CFSAN060430 QBNE00000000
CFSAN060431 QBNF00000000
CFSAN060432 QBNG00000000
CFSAN060433 QBNH00000000
CFSAN060434 QBNI00000000
CFSAN060435 QBNJ00000000
CFSAN060436 QBNK00000000
CFSAN060437 QBNL00000000
CFSAN060438 QBNM00000000
CFSAN060439 QBNN00000000
CFSAN060440 QBNO00000000
CFSAN060441 QBNP00000000
CFSAN060442 QBNQ00000000
CFSAN060443 QBNR00000000
CFSAN060444 QBNS00000000
CFSAN060445 QBNT00000000
CFSAN060446 QBNU00000000
CFSAN060447 QBNV00000000
CFSAN060449 QBNW00000000
CFSAN060450 QBNX00000000
CFSAN060451 QBNY00000000
CFSAN060452 QBNZ00000000
CFSAN060453 QBOA00000000
CFSAN060454 QBOB00000000
CFSAN060455 QBOC00000000
CFSAN060456 QBOD00000000
CFSAN060457 QBOE00000000
CFSAN060458 QBOF00000000
CFSAN060459 QBOG00000000
CFSAN060460 QBOH00000000
CFSAN060461 QBOI00000000
CFSAN060462 QBOJ00000000
CFSAN060463 QBOK00000000
CFSAN060464 QBOL00000000
CFSAN060465 QBOM00000000
CFSAN060466 QBON00000000
CFSAN060467 QBOO00000000
CFSAN060468 QBOP00000000
CFSAN060469 QBRY00000000
CFSAN060470 QBRZ00000000
CFSAN060471 QBSA00000000
CFSAN060472 QBSB00000000
CFSAN060473 QBSC00000000
CFSAN060474 QBSD00000000
CFSAN060475 QBSE00000000
CFSAN060476 QBSF00000000
CFSAN060477 QBSG00000000
CFSAN060478 QBSH00000000
CFSAN060479 QBSI00000000
CFSAN060480 QBSJ00000000
CFSAN060481 QBSK00000000
CFSAN060482 QBSL00000000
CFSAN060483 QBSM00000000
CFSAN060484 QBSN00000000

(Continued on next page)
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https://www.ncbi.nlm.nih.gov/nuccore/QBMT00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBMU00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBMV00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBMW00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBMX00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBMY00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBMZ00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNA00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNB00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNC00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBND00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNE00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNF00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNG00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNH00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNI00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNJ00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNK00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNL00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNM00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNN00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNO00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNP00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNQ00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNR00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNS00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNT00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNU00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNV00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNW00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNX00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNY00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBNZ00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOA00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOB00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOC00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOD00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOE00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOF00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOG00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOH00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOI00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOJ00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOK00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOL00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOM00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBON00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOO00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBOP00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBRY00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBRZ00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSA00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSB00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSC00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSD00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSE00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSF00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSG00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSH00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSI00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSJ00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSK00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSL00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSM00000000
https://www.ncbi.nlm.nih.gov/nuccore/QBSN00000000
http://genomea.asm.org
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