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Supplemental Figure 1. ALDEFLUOR assay for HPV16+ and HPV- HNSCC cell lines.
Representative FACS plot for each cell line is presented. 
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Supplemental Figure 2

Supplemental Figure 2. Violin plots for AVS distribution in the HPV16+ and HPV-
HNSCC TCGA cohort. (a) Cohort stratified based on HPV status. (b) Cohort 
stratified based on p53 states. (c) Cohort stratified based on HPV status and 
p53 states.
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Supplemental Figure 3. Five-year Kaplan-Meier plots for overall and disease-specific survival 
in HPV16+/p53WT and HPV-/p53HRmut HNSCC patients. Log-rank test was used to compare
the Kaplan-Meier plots.



Supplemental Figure 4

Supplemental Figure 4. Aneuploidy score and MATH. (a) Spearman test was used to determine
the association between AVS and aneuploidy acore, and AVS and MATH in the combined
HPV16+/p53WT (red dots) and HPV-/p53HRmut (black dots) cohort. (b) Aneuploidy score and MATH 
are lower in HPV16+/p53WT than in HPV-/p53HRmut HNSCC tumors. Wilcoxon test.
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Supplemental Figure 5

Supplemental Figure 5. Cytokeratin (KRT) variance score was calculated using the same methodology
as AVS. Dashed line represents the median KRT variance score. Median KRT variance score for the 
combined cohort was used to stratify into two groups, high and low, and analyzed using Fisher’s exact test.
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