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Functional analyses of endo?gngus retroviruses expressed in melanoma and their
application in veterinary clinical practice.
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Endogenous retroviruses (ERVs) are remnants of ancestral retroviruses that
infected host germ cells in the past. Most ERVs are thought to be non-functional elements, but some
ERVs retain open reading frames (ORFs) capable of expressing proteins. The proteins encoded by
ERV-ORFs have potential roles in oncogenesis; however, studies on mammals other than humans and mice

are limited. Here, we identified ERV-derived genes expressed in canine oral malignant melanoma
(OMM). We identified 11 ERV-derived genes in our OMM samples. Differential expression gene analysis
revealed that four ERV-derived genes (PEG10, L0C102155597, and two newly identified genes) were
upregulated in OMM compared to healthy tissues.
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