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ABSTRACT Mannheimia haemolytica is the principle bacterial pathogen in ruminants
associated with respiratory disease. Here, we report the draft genome sequence of the
Mannheimia haemolytica MHA.Sh.MOR19 strain that was recently isolated in the north-
west of Morocco from the lung of a lamb that died from pneumonia. The genome
size is 2,434,458 bp.

M annheimia haemolytica is one of the most common agents associated with pneu-
monia in ruminants (1) throughout the world and causes an economically impor-

tant disease due to associated morbidity, mortality, and treatment costs (2).
Mannheimia haemolytica is a Gram-negative bacterium of the upper respiratory tract
and nasopharynx of ruminants (3).

Infection due to Mannheimia haemolytica has been rarely described in small rumi-
nants. We recently isolated this bacterium from a dead lamb with characteristic respira-
tory macroscopic changes. The tissue was enriched immediately after sample collec-
tion in tryptone soya broth medium at 37°C for 24 h. The suspension was then
inoculated onto solid medium with agar-based medium supplemented with 5% sheep
blood and incubated at 37°C for 24 hours under aerobic conditions. Typical colonies
with the presence of hemolysis were transferred to be grown in brain heart infusion
(BHI) broth for 9 h at 37°C with moderate agitation (4).

Diagnosis of Mannheimia haemolytica infection relies primarily on biological and
molecular characterization. PCR targeting specific genes (Pasteurella haemolytica serotype 1-
specific antigens [PHSSA]) (Rpt2) (5) was used to detect Mannheimia haemolytica in tissues
and bacterial culture. Serotyping of this isolate was performed using a PCR assay by amplifi-
cation of hypothetical protein gene forward (59-CAT TTC CTT AGG TTC AGC-39) and reverse
(59-CAA GTC ATC GTA ATG CCT-39) primers for serotype 1-specific detection (6).

To understand the mechanism of this infection in small ruminants, we proceeded with
molecular characterization of Mannheimia haemolytica strain MHA.Sh.MOR19. Genomic
DNA was extracted from fresh bacterial culture, using the isolate II genomic DNA kit
(Bioline), and resuspended in 100ml of nuclease-free distilled water. After DNA fragmenta-
tion, 500-bp genomic DNA fragments were selected using E-Gel SizeSelect and then
sequenced using 2 � 150 bp by Eurofins Genomics using the Illumina MiSeq platform.
The raw data were trimmed based on the cutoff low-quality (limit, 0.05) and ambiguous
nucleotides (n# 2) with CLC genomics v12 (Qiagen, Hilden, Germany). In total, 13,889,863
reads were recovered with an average length of 150bp. De novo assembly was carried
out using CLC genomics v12 with default parameters (length fraction, 0.5; similarity, 0.8)
that generated 46 contigs (.2,000bp) with an average coverage of 400�. The largest con-
tig was 216,368 bp and the smallest was 2,057bp. The N50 parameter for the contigs was
estimated to be 104,821bp long. The size of the assembled Mannheimia haemolytica
MHA.Sh.MOR19 strain is 2,434,458 bp with a G1C content of 41%.
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Data availability. This whole-genome shotgun project has been deposited at DDBJ/
ENA/GenBank under the accession number JAFIRP000000000. The version described in
this paper is the first version, JAFIRP000000000.1. The Illumina reads are available in the
SRA under accession number SRR14069062.
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