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Introduction

HPV, HBV, HCV and EBV viruses are causally
linked to over 11% of cancers worldwide while
KSHV, HTLV and MCYV are linked to an additional
1%. As use of immunotherapy expands to a
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tumor and tumor microenvironment from a single
sample. As part of the platform assay design we
developed targeting for the following oncoviruses:
HPV, HBV, HCV, EBV, KSHV and HTLV.
Furthermore we developed analytics for detecting
these viruses from both the DNA and RNA data.
For all the experiments reported here we

Results

EBV Cell Lines

To test the ability of the platform to detect oncoviruses, we identified a set of 11 EBV cell lines from
Coriell in which EBV was used as a transformant. We detected EBV in all the Coriell cell lines in both

Oncoviruses Fraction

Much less than 1% of the overall exome/transcriptome reads map to oncoviruses in all positive cases
tested. DNA and RNA had similar low fractions.

Mixed Oncoviral Cell Lines
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We obtained 22 cell lines from ATCC containing HPV16, HPV18, HPV45, HPVG68, HBV, EBV, KSHV, HTLV1 and HTLV2 in which the oncoviruses
were known to be in the tumors from which the cell lines were created. In the ATCC samples we detected 23 out of 23 oncoviruses expected in
both the DNA and RNA. We detected all the different types of oncoviruses that we targeted except for HCV because it wasn’t in any sample. In all
but one case the signals were strong.

Tumor Samples

We looked for oncoviruses in a series of tumor samples of unknown status that we had run for other experiments. There were 44 melanoma
and 18 colon tumors. These cancer types are not expected to be associated with oncoviruses. We did not observe any oncoviral detections
further attesting to the high specificity of the assay. We also tested 6 head and neck samples that were p16 negative and also negative by our
assay. We are in the process of obtaining positive tumor samples for additional testing.
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Oncovirus detection integrated into an augmented exome and transcriptome assay is sensitive and specific for cell line data. We are planning
additional studies on tumor samples to continue to characterize the performance of our platform. Oncoviral characterization of the tumor as
part of a comprehensive tumor immunogenomics platform can serve and an important additional biomarker for understanding immunotherapy
response.
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