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Table 1. List of viruses with near to complete-length genome assemblies from DNA and RNA sequencing.

Method Family Genus Species Contigs Length Prevalence Seen with
(kb) ASFV before?
DNA-seq Anelloviridae lotatorquevirus  lotatorquevirus suidala 159 15-58 58.67T% Yesl
Kappatorquevirus Kappatorquevirus suidak2a 29 15-28 20% No
Kappatorquevirus suidak2b 16 15-3.0 21.33% No
Circoviridae  Circovirus Circovirus porcine2 17 1.7 21.33% Yes2,3
Parvoviridae  Tetraparvovirus etraparvovirus ungulate2 1 5.2 1.33% Yes4
Copiparvovirus ~ Copiparvovirus ungulate2 1 5.6 1.33% No
Copiparvovirus ungulate4 3 3.4-5.7 4% No
RNA-seq Sedoreoviridae Rotavirus Rotavirus alphagastroenteritidis 6* 05-23 14.29% No

*Near to complete-length sequences of this virus’ coding regions were assembled

In summary, 63 out of 75 (84%) DNA samples and 2 out of 14 (14.29%) RNA samples showed the
presence of at least one viral species other than ASFV.
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These findings provide baseline data on swine
@ viral diversity to aid in further investigations of
p 4 viral co-infections in correlation with clinical signs.
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