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Supplementary Figure 1. Correlation matrix of Cell Painting profiles for a subset of alleles with 
functional annotation. After ordering rows and columns according to the hierarchical clustering, 
the matrix can be divided in two parts: one enriched with oncogenes and the second enriched 
with tumor suppressor genes. Enrichment here is defined as the proportion of alleles in one 
functional category that are present in the group with respect to all alleles of that category. 
 



 
Supplementary Figure 2. Disaggregation of the metadata in the raw dataset. The  
x_mutation_status column tags the content of each assay. It contains 594 unique values (a), 
589 (b) corresponds to alleles, EMPTY (c) corresponds to the control tag, and ctl_vectors (d) 
are not considered in this analysis. Out of the 589, 430 (e) are VARIANTS and 159 (f) are 
REFERENCE alleles. We discarded 19 variants (g) without reference, and 86 TP53 Variants (h) 
resulting in the 325 alleles(i). We also discarded 74 references that do not match with any 
variant (j), ending up with 50 (k) REFERENCE alleles. The enclosed subset represents the data 
used in this study. 
 

 
Supplementary Table 1. Benchmark classification. 
 



 
Supplementary Table 2. Results of the false-positive analysis with mock alleles. 
 
 


