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Head and neck squamous cell carcinoma (HNSCC) is known as a heterogeneous disease, mainly
separated into two subgroups — human papilloma virus (HPV)-driven tumors and HPV-negative !
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Multilevel analysis of HNSCC

28 metabolite signature predicts HPV status

MALDI MSI performance do not show significant influence on the
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lasso-based glmnet machine
learning approach
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comparison to HPV tumors Further observations

*  The amount of nucleic acid from a single tissue section of the MALDI MSI
measurement is sufficient to perform genomic and transcriptomic analyzes

*  This method combination can also be successfully performed on FFPE
tissues

Future directions
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*  Which pathways are relevant for HPV* and HPV tumors?

*  Which impact has the HPV status on the clinical outcome?

* Can therapy success be predicted by metabolic or proteomic signatures?
* How beneficial are HPV signature-based heterogeneity analyses?

* What degree of consistence do the different molecular levels show?
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