
a

b

c

d

Transcripts

CpG positions

Regulatory build

%GC

Regulatory legend

Transcription start site

mRNA expression [n.c.]

500 100
Methylation [%]

0 157.5

-0.8 -0.7 -0.6 -0.5 -0.4 -0.3 -0.2 -0.1 0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8

Spearman's ρ

21.67Mb 21.68Mb 21.69Mb 21.70Mb 21.71Mb

 CTCF  Enhancer Open chromatin  Promoter Promoter flank

Reverse strand 45.05 kb

> FGF9-201 ENST00000382353.6

447

448

449

450

468
469

477
478

CpG sites 447 448 449 451 468 469 477 478
NAT

 All tumors
HPV+ tumors
HPV- tumors

HNSCC cell lines

CNV mRNA 447 448 449 451 468 469 477 478
PD 173074

AZD4547

CpG sites

mRNA 447 448 449 451 468 469 477 478
HNSCC cell lines

CpG sites

e

FGF9  methylation [%] and mRNA [n.c.] in normal tissues and tumors; *P<0.05, *P Corrected<0.05

 Correlation (Spearman's ρ ) with mRNA expression; *P<0.05, *P Corrected<0.05

Correlation (Spearman's ρ )  with response [ln(IC50)] to FGFR inhibitors in HNSCC cell lines; *P<0.05, *P Corrected<0.05

 Correlation (Spearman's ρ ) with FGF9 copy number variation; *P<0.05, *P Corrected<0.05
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