Additional Table S1: Description of the datasets used in our study

	Datasets
	Sample type
	Total
(n=)
	Platform
	Normalization
	Ref

	

NCI60
	

Cancer cell lines

	
174 samples
(two or three replicates)
59 unique cell lines
	

Affymetrix Human Genome U133 Plus 2.0 
	Raw data (CEL files) were processed using quantile normalization and the robust multi-array average (RMA) algorithm, in addition to the custom CDF version 18 from brainarray. Data was then log2 transformed.
	

[1, 2]


	
GSE79368
	
HNSCC cell lines
	
32
	
Illumina HumanWG-6 v3.0
	Normalized data as described in the original publication were directly extracted from Gene Expression Omnibus data portal.
	
[3]

	

GSE21644
	

HNSCC cell lines
	

5
	

Affymetrix Human Genome U133 Plus 2.0
	Raw data (CEL files) were processed using quantile normalization and the robust multi-array average (RMA) algorithm, in addition to the custom CDF version 18 from brainarray. Data was then log2 transformed.
	

[4]

	

[bookmark: _GoBack]E-MTAB-3610
	

Sanger cell lines
	
1,018
(659 cell lines with available IC50 data)
	

Affymetrix Human Genome U133 Plus 2.0
	Raw data (CEL files) were processed using quantile normalization and the robust multi-array average (RMA) algorithm, in addition to the custom CDF version 18 from brainarray. Data was then log2 transformed.
	

[5]

	

GSE6631
	
Paired normal and cancer HN samples
	

44
	

Affymetrix Human Genome U95 v2
	Raw data (CEL files) were processed using quantile normalization and the robust multi-array average (RMA) algorithm, in addition to the custom CDF version 18 from brainarray. Data was then log2 transformed.
	

[6]

	
TCGA
	HNSCC


Normal mucosa
	518
(421 HPV-negative)

43
	
Illumina HiSeq 2000 RNA sequencing
	
RNA seq version 2 (level III). Normalized read counts using the RPKM method were log2 transformed
	
[7]

	
GSE39366
	
Primary HNSCC
	
138
(82 HPV-negative)
	
Agilent-UNC-custom-4X44K 
	Normalized data as described in the original publication were directly extracted from Gene Expression Omnibus data portal.
	
[8]

	
GSE65858

	
Primary HNSCC
	
252
(179 HPV-negative)
	
Illumina HumanHT-12 V4.0
	Normalized data as described in the original publication were directly extracted from Gene Expression Omnibus data portal.
	
[9]



HNSCC: Head and Neck Squamous Cell Carcinomas; IC50: half maximal inhibitory concentration
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