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Supplementary Figure S1. The use of different Next-Generation Sequencing platforms in livestock viral
metagenomics studies conducted during 2009-2019. X-axis shows the publication year of included studies. Y-
axis shows number of papers. Bars are color-coded by the use of sequencing platforms as shown in the figure
legend.
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Supplementary Figure S2. Types of specimens tested in different farm animals by frequency (%), stratified by
reported health conditions. Categories per variable are color coded as shown in the legend. GI = gastrointestinal.
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Search strategies
Embase.com (Embase incl. Medline): 1806

(‘'virome'/de OR 'virus classification'/de OR (('metagenomics'/de OR 'metagenome'/de OR 'high throughput
sequencing'/de OR (metagenom* OR ((high-throughput OR shotgun) NEAR/3 (sequenc*))):ab,ti, kw) AND
(‘virus'/exp OR 'virology'/de OR 'virus infection'/exp OR (virus OR viral* OR virolog*):ab,ti,kw)) OR (virome*
OR ((virus* OR viral*) NEAR/3 (classif* OR taxonom* OR phylogen*))):ab,ti,kw) AND ('livestock'/exp OR
'pig'/exp OR 'bovine'/exp OR 'goat'/exp OR 'sheep'/exp OR 'ruminant'/de OR 'cattle disease'/exp OR 'sheep
disease'/exp OR 'swine disease'/exp OR 'foot and mouth disease'/de OR 'turkey (bird)'/exp OR 'duck'/exp OR
'bird disease'/exp OR (Livestock* OR ((farm* OR domestic*) NEAR/3 (animal*)) OR cattle* OR Cow* OR calve*
OR bovine OR ovine OR porcine OR goat* OR sheep* OR lamb* OR ruminant* OR 'foot-and-mouth' OR 'hoof-
and-mouth' OR poultry OR broiler* OR chicken* OR duck* OR pig OR pigs OR piglet* OR swine* OR boar OR
hog):ab,ti) NOT ('Conference Abstract' OR Editorial)/it

Medline (Ovid): 1384

(((Metagenomics/ OR Metagenome/ OR High-Throughput Nucleotide Sequencing/ OR (metagenom* OR
((high-throughput OR shotgun) ADJ3 (sequenc*))).ab,ti, kw,kf.) AND (exp Viruses/ OR Virology/ OR exp Virus
Diseases/ OR (virus OR viral* OR virolog*).ab,ti, kw,kf.)) OR (virome* OR ((virus* OR viral*) ADJ3 (classif* OR
taxonom* OR phylogen*))).ab,ti,kw,kf.) AND (exp Animals, Domestic/ OR exp Swine/ OR Cattle/ OR exp
Goats/ OR exp Sheep/ OR Ruminants/ OR exp Cattle Diseases/ OR exp Sheep Diseases/ OR exp Swine
Diseases/ OR Goat Diseases/ OR Foot-and-Mouth Disease/ OR Ducks/ OR exp Bird Diseases/ OR (Livestock*
OR ((farm* OR domestic*) ADJ3 (animal*)) OR cattle* OR Cow* OR calve* OR bovine OR ovine OR porcine OR
piglet* OR goat* OR sheep* OR lamb* OR ruminant* OR foot-and-mouth OR hoof-and-mouth OR poultry OR
broiler* OR chicken* OR duck* OR pig OR pigs OR piglet* OR swine* OR boar OR hog).ab,ti.) NOT
(congresses OR editorial).pt.

Cochrane Central (trials): 1

((((metagenom* OR ((high-throughput OR shotgun) NEAR/3 (sequenc*))):ab,ti) AND ((virus OR viral* OR
virolog*):ab,ti)) OR (virome* OR ((virus* OR viral*) NEAR/3 (classif* OR taxonom* OR phylogen*))):ab,ti)
AND ((Livestock* OR ((farm* OR domestic*) NEAR/3 (animal*)) OR cattle* OR Cow* OR calve* OR bovine OR
ovine OR porcine OR goat* OR sheep* OR lamb* OR ruminant* OR 'foot-and-mouth’ OR 'hoof-and-mouth’ OR
poultry OR broiler* OR chicken* OR duck* OR pig OR pigs OR piglet* OR swine* OR boar OR hog):ab,ti)

Web of Science: 977

TS=(((("metagenomics"/de OR "metagenome"/de OR "high throughput sequencing”/de OR (metagenom* OR
((high-throughput OR shotgun) NEAR/2 (sequenc*)))) AND ((virus OR viral* OR virolog*))) OR (virome* OR
((virus* OR viral*) NEAR/2 (classif* OR taxonom* OR phylogen*)))) AND ((Livestock* OR ((farm* OR
domestic*) NEAR/2 (animal*)) OR cattle* OR Cow* OR calve* OR bovine OR ovine OR porcine OR piglet* OR
goat® OR sheep* OR lamb* OR ruminant* OR "foot-and-mouth" OR "hoof-and-mouth" OR poultry OR broiler*
OR chicken* OR duck* OR pig OR pigs OR piglet* OR swine* OR boar OR hog))) AND DT=Article

Google Scholar: 200 (top relevant refs)
"metagenomic | high-throughput-sequencing | shotgun virus | viral | virology" | virome | "virus | viral

classification | phylogeny" Livestock | "farm | domestic
animal"| cattle| Cow | pig | piglet| swine | goat|sheep | poultry | chicken
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