
Study of origin

FGFR1

FGFR4

1.9%*

1.1%*

Genetic Alteration Missense Mutation
 (unknown significance)

Splice Mutation 
(unknown significance)

Amplification Deep Deletion No alterations Not profiled

Study of origin Pancreatic Adenocarcinoma (QCMG, Nature 2016) Pancreatic Adenocarcinoma (TCGA, PanCancer Atlas)

A

B C

Not mutated Not profiled for mutations
Amplification Gain
Diploid Shallow Deletion

FGFR1: Putative copy-number alterations from GISTIC
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FGFR4: Putative copy-number alterations from GISTIC
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