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Supplementary Figure 1: Expression of transcripts in affected tumor samples. 
The expression of indicated transcripts was analyzed by semi-quantitative real-time 
PCRs following reverse transcriptions of primary RNA isolated from affected cancer 
samples. Letters below the blots indicate PCR templates: (H) water, (R) non-reverse 
transcribed RNA, and (D) cDNA.
The transcript of HPRT was analyzed as positive expression control. For each sample, 
all HPRT PCR products were run on the same gel.
CA – colon adenocarcinoma, NHL – non-Hodgkin lymphoma, ALL – acute 
lymphoblastic leukemia, AML – acute myeloid leukemia, OS – osteosarcoma.
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Supplementary Figure 2: Schematic representations of uAUG-mutant or polymorphic TLSs.
Upstream ORFs affected by uAUG-associated mutations and polymorphisms (p) are highlighted by 
red and orange colors, additional uORFs that remain devoid of genetic alterations in the analyzed 
set of human cancers are displayed in gray.



Supplementary Figure 3: uORF-coverage and somatic mutations in colon adenocarcinoma.
(A and B) Read coverage at uAUG and uStop codons in whole exome sequencing (WES) datasets of colon 
adenocarcinoma and corresponding normal controls. WES datasets were obtained trough NCI´s Genomic Data 
Commons portal (https://gdc-portal.nci.nih.gov).
(C) Venn diagram displaying the number of somatic mutations in WES-data of colon adenocarcinoma, as 
detected by indicated SNP-calling platforms.
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