Figure 1

Sample and data cohorts:

[1]-Retrospective HNSCC survival data (n=544)
[2]-HNSCC RNA-Seq our cohort (n=23)
[3]-HNSCC RNA-Seq Cancer Genome Atlas data
(public data from TCGA)

[4]-Purified B cells from HNSCC

Figure 2

Survival Analysis of HNSCC cohort [1] (n=544)
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(Estimating cell-type influences on gene expression
results via:
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* IHC analysis
* Lymphocyte surface markers
»  Computational predictions

J L Figure S1 and S3
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J L Figure S3

(" Validation of DEGs gene‘s' in an independent RNA- )
Seq dataset:

+ Visualisation of TIL corrected DEGs (437) in

HNSCC TCGA cohort [3]
{} Figure S2 and Table S1
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\
Identification of genes from external transcriptome-
based studies and gene ontology databases

J L Figure 5
Validation of target genes in an independent
RNA-Seq dataset:
» Visualisation of target genes (8) in

HNSCC TCGA cohort [3]
. J

J L Figure 6 and 7

( Validation of target genes (8) by IHC and RT- \
gPCR:
* RT-qPCR of target genes in tumor B cells
(independent cohort [4])
» RT-qPCR analysis of selected target genes in
tumors (our cohort [2] )

! IHC analysis of tumors (our cohort [2]) j
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Figure 4
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