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Current landscape of viral associations in cancer
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VirMAP — A powerful tool for cancer virome interrogation

Cluster

Build

Refine

Classify

—‘ Input sequences — ‘—

(T Dereplication. |
1 \ digital normalization J 1
E NT alignment AA al
===t
= =
=== Putative viral
genome list
e —— el
L Super-scaffold | ]
l — @ Multi k-mer
(8] assembly
Combined assembly
F NT alignment . AA alignment
—_ Filtered putative —_—
viral contigs
(8] —_—
Iterative contig
> improvement
= Improved viral
I contigs I
E NT alignment Es AA alignment
(@

L Viral taxonomic J
classification

\ARRZV:Nsd FOR CANCER

Hallmarks of the
VirMAP algorithm

[ 17,625
samples

Viral genomic reconstruction

Accurate taxonomic
classifications

Quantitative viral signals

Primary Tumor

Blood Derived Normal
Solid Tissue Normal
Metastatic

Recurrent Tumor
Additional

| JURIRIRiRi|

TCGAE)

N|H NATIONAL CANCER INSTITUTE

RNA Sequencing

Whole genome sequencing
Whole exome sequencing




=== MD Anderson | VirMAP for Cancer 4

Serotype-level virome resolution allows for nuanced exploration
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