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SUPPLEMENTARY INFORMATION
Supplementary table 1

(Please see accompanying Excel file “Table S1 – Pathogenic variants”)

Supplementary table 2

(Please see accompanying Excel file “Table S2 – Custom panel design”)
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Figure S1

Figure S1: Read coverage across 515 amplicons. Average coverage of 2,575.5 reads per amplicon. 

Figure S2
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Figure S2: IGV visualization of the BRAF mutation p.V600E (c.1799A>T) in serially diluted DNA (1:1, 1:3, 1:24, 1:49, 1:99, 1:999 resulting in 25%, 12.5%, 2%, 1%, 0.5% and 0.05% dilutions of the mutated allele) isolated from two cell lines (HT-29 and Caco-2). The mutation was detected in the forward (red in IGV) and reverse (blue in IGV) strands. 
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Figure S3:
Figure S3: Classification in four genomic subtypes [BRAF, RAS, NF1 (69%; 69/100) and triple-wt (31 %; 31/100)]. Prevalence of mutations in the triple wt subtype. 
 Figure S4

Figure S4: Associations of TERT promoter mutation status and clinicopathological features. P values were derived from logistic regression and considered statistically significant if <0.05.
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