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Figure S2-A

Number of focal events per sample

(excluding samples without arm-level changes)
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Figure S2-B

Number of arm-level events per sample
(excluding samples without arm-level changes)
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Figure S3

Multi-copy Alterations

(using sample-specific thresholds and excluding samples without arm-level changes)
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Figure S4-A
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Figure S4-B
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Figure S5-A

Colorectal Carcinoma
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Figure S5-B
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Figure S5-C

Esophageal Adenocarcinoma
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Figure S6

Colorectal Gastric Esophageal

FDR g-value
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Figure S7
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Figure S8
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Figure S9

— - -. m | | J

O O O (e o ()

LT O v ~
(40d-14b)

1199/591d09 Z349 JO JSqUINN

Samples with FGFR2 Amplification



Figure S10

Commonalities across all cancer types
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Figure S11
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Figure S12

Colorectal — SNP 6.0 (n=62)
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Figure S13
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