
Supplementary Figure 1: Coverage analysis by center for both tumor 
and normal sequencing. 
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Supplementary Figure 2 a: Reasons for missed variant calls as reported 
by the centers. b: Histogram of missed variant by the count of centers 
that missed the variant.
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Supplementary Figure 3: a: Fraction of missense variants and 
insertions and deletions in original data (left), unfiltered calls 
(middle), missed variants (right). b: Missed variants in relation to 
sequencing depth, each point corresponds to a sequenced 
sample.



Supplementary Figure 4: Hierarchical clustering of somatic variant calls annotated by 
wet-lab and dry-lab tools. 



Supplementary Figure 5: Germline variant call comparisons. a: Variant calls and 
classifications. b: Classification criteria.
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Supplementary Figure 6: CNV analysis a: Matching genomic region by the central 
bioinformatic pipeline b: Clustering with central CNV calling. c,d: Gene amplifications 
and deep or LOH deletions in relation to the five center consensus of the central 
bioinformatic pipeline. 
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Supplementary Figure 7: CNA of targetable genes. a: Amplifications with four  
copies more than the overall ploidy (red). b: Deletions with two copies or less (light 
blue) than the overall ploidy or zero copies (dark blue).



Supplementary Figure 8: Center by center Pearson correlations of complex biomarkers.



Supplementary Figure 9: Complex biomarker results from the central bioinformatic 
pipeline based on the raw data from each center. Sorted by the original tool for 
comparability.



Supplementary Figure 10: Hierarchical clustering by HLA calls. Distance is defined as the 
number of overlapping HLA calls, while partial overlaps (match of the allele group, but 
mismatch of the specific HLA protein) are counted as ½ point. The bioinformatic tools 
utilized are annotated on the right. 


