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Abstract
Outbreaks of reduced milk yield and diarrhoea were investigated in four Jersey dairy herds on Jersey,
Channel Islands, in July 2026. Faeces and sera from two farms tested positive by pan-Simbu RT-qPCR
but negative for Schmallenberg virus. Next-generation sequencing identified a Shamonda virus, with L, M
and S genome segments clustering within European clade II. Detection of SHAV clade II in Jersey,
indicates wider distribution of this clade in western Europe, with implications for surveillance, and
preparedness in north-west Europe.

FullText
In early July 2026, disease outbreaks occurred in four pedigree Jersey dairy herds in Jersey, Channel
Island. Affected animals were lactating cows and clinical signs included abrupt reductions in milk yield,
reduced rumination, foul-smelling diarrhoea and, in severe cases, recumbency. In the most severely
affected herd, 47/120 (39.2%) milking cows developed clinical signs, including 34 (28%) that became
recumbent during the outbreak. The outbreak evolved over approximately three weeks, with new cases
occurring daily. Similar but less severe syndromes were observed on other holdings. No significant
disease was observed in youngstock, heifers or bulls.

Farmers and veterinarians observed increased incidence of reproductive problems, including returns to
service, abortions and stillbirths, although causality could not be established. Most affected animals
remained normothermic. Oral electrolytes and non-steroidal anti-inflammatory drugs appeared to reduce
progression to recumbency. 

The outbreak was unusual in the context of Jersey's historically high animal health status [1], prompting
investigation for emerging infectious causes. The combination of diarrhoea, sudden reductions in milk
production and reproductive losses led to consideration of orthobunyaviruses recently detected
elsewhere in Europe. Here we describe the investigations leading to the identification of Shamonda virus
(SHAV) strain 0209/2026 and its genomic characterisation. 

Respiratory swabs, faeces and blood samples were submitted from four dairy farms. Initial differential
diagnoses included heat stress, dietary changes, mycotoxin exposure and infectious causes of diarrhoea
in adult cattle, including Salmonella spp., Johne's disease and liver fluke infestation. However,
investigations for these infectious diseases returned negative results.

Viral RNA was extracted from the clinical samples using the Qiagen QIAamp Viral RNA mini kit and
tested using two pan-Simbu RT-qPCRs [2,3], together with a Schmallenberg virus (SBV) RT-qPCR assay
(virotype SBV 2.0 RT-qPCR Kit, Indical Bioscience). Sera and faeces from two of the four farms tested
positive in both pan-Simbu RT-qPCRs, with a lowest Cq value of 19, but were negative in the commercial
SBV assay. 
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Two SHAV-positive serum samples (0209 and 0221) and two pooled respiratory swab samples from
affected farms underwent Illumina MiSeq sequencing. Near complete L, M and S genome segment
sequences were obtained from combined next-generation sequencing (NGS) data of the two sera. Reads
were mapped to recently described German SHAV sequences (GenBank accession numbers
OZ502471.1,  OZ502472.1,  OZ502473.1 for the L, M and S genome segments, respectively) to assemble
this SHAV segments’ sequences. Serum 0209 generated 13,098,122 sequence reads, of which 3,457,
2,263, and 280 mapped to the assembled L, M, and S genome segments, respectively. Similarly, serum
0221 generated 11,428,012 sequence reads, with 58, 24, and 6 reads mapping to the L, M, and S genome
segments, respectively. No additional viral pathogens were detected in either the serum samples or the
pooled respiratory swab samples.

No evidence of SHAV infection was identified on the two PCR-negative holdings, where heat stress and
management-related factors were considered the most likely explanation for the observed clinical signs.

Phylogenetic analysis of near-complete L, M and S genome segments was conducted using MegAlign
software of the DNASTAR Lasergene 17 package and MEGA X [4]. The analysis placed SHAV 0209/2026
within European clade II [5], clustering with German strains detected in 2026 (Fig. 1). Sequence identity
was also the highest with contemporary European clade II viruses (99.7-99.9% across all three genome
segments) (Table 1). Similar phylogenetic placement across all three genome segments provided no
evidence of recent reassortment. Compared with SBV, the virus showed high conservation of the S
segment but marked divergence within the M segment, confirming its classification as SHAV.

The clinical syndrome, observed in Jersey, shared several features with recent SHAV outbreaks
described elsewhere in Europe, including reductions in milk yield and diarrhoea [6]. Recumbency was
also a prominent feature of Jersey outbreak. Although recumbency has not been widely described in
recent European SHAV outbreaks, Jersey breed cattle are recognised as being more susceptible than
many other dairy breeds to conditions associated with recumbency, particularly those linked to
hypocalcaemia [7]. Nevertheless, the high morbidity observed in the most severely affected herd (47/120
milking cows affected, including 34 recumbent animals) indicates a substantial impact on animal
welfare and productivity. Reproductive problems, including returns to service, abortions and stillbirths,
were also observed, although their association with SHAV infection remains uncertain. In contrast,
investigation of the remaining affected farms suggested heat stress as the most likely cause of the
observed clinical signs.

The route of introduction remains uncertain. However, the close genetic relationship to European clade II
viruses is consistent with introduction from mainland Europe. As orthobunyaviruses are primarily
transmitted by Culicoides spp., windborne dispersal of infected midges represents a plausible
mechanism of introduction. Additional sequence data from animals and vector populations in Jersey
and neighbouring European countries would help to clarify the geographical distribution and movement
of related viruses.
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SHAV has historically been detected only sporadically in Africa [8] and Asia [9], but has recently been
recognised as an emerging pathogen in Europe [10]. The detection of a virus almost identical to
contemporary German clade II strains suggests that SHAV may be more widely distributed across
western Europe than current surveillance data indicate. Furthermore, the identification of genetically
related viruses in multiple European countries over a relatively short period supports the possibility of
recent regional spread, although direct evidence for the routes and mechanisms of transmission remains
lacking.

Although SHAV was detected in samples from only two holdings, the similarity of the clinical
presentation observed across all four farms and the recognised limitations of testing animals outside
the viraemia period mean that wider involvement cannot be excluded. Further serological investigations
would be required to assess the extent of virus circulation during the outbreak. To our knowledge, this
represents the first detection of SHAV in the British Isles and extends the known geographic range of
European clade II SHAV into the north-west European Atlantic region.

The outbreak affected pedigree Jersey dairy herds, a breed that represents the foundation of the dairy
industry in Jersey. Consequently, even limited circulation of SHAV could have disproportionate economic
significance for the island's livestock sector.

Taken together, the identification of SHAV clade II in Jersey, Channel Islands, extends the known
geographic distribution of this clade and demonstrates close genetic relationship to contemporary
strains detected in Germany. These findings suggest wider circulation of SHAV in western Europe and
highlight the importance of continued surveillance and genomic sequencing of emerging Simbu
serogroup viruses.

Abbreviations
SHAV, Shamonda virus; SBV, Schmallenberg virus; S, M and L, small, medium and large genome
segments
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Tables
Table 1: Sequence identity (%) of Jersey Island SHAV 0209/2026 and representative of
orthobunyaviruses across L, M and S gene segments. 

Jersey SHAV 0209/2026

L segment M segment S segment  

87.8 - 88.0 86.7 96.1 - 96.4 European Clade I

99.7 99.8 - 99.9 99.8 - 99.9 European Clade II

96.7 95.5 - 97.1 98.5 - 99.2 Asia (Japan)

- - 98.1 Africa (S. Africa)

90.0 89.0 97.4 Africa (Nigeria)

88.8 52.4 96.4 SBV

84.1 - 84.3 53.3 92.0 - 93.3 Sathuperi

Figures
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Figure 1

Maximum-likelihood phylogenetic trees of the L, M and S genome segments of the SHAV 0209/2026,
detected in sera of affected cattle in dairy farms on Jersey Island, and representative of closely related
orthobunyaviruses from 1965–2026 including the SHAV strains recently detected in Germany, France
and Switzerland.
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