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Virues Genome type Genome size Particle size Envelope  Chemicalresistance

REO Seg ds-RNA 23.6 kb 80 nm Non-Env Medium-high

Linear (+)ss-RNA
MLV 8 kb 90 nm Env Low
(dimeric); RT

VSV (-)ss-RNA 11 kb 200 nm Env Low-medium
PCV Cir-ss-DNA 1.8 kb 16-18 nm Non-Env High
EBV Linear ds-DNA 172 kb 122-180 nm Env Low-medium
BVDV Linear (+)ss-RNA 125 kb 40-60 nm Env Low
MVM Linear ss-DNA 5.1kb 26 nm Non-Env Medium-high
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