
S5 Fig. Mutational signature for YCC#18. (A) The fraction of single base substitutions in each 

trinucleotide context (top). The reconstructed fraction of mutations obtained by multiplying the 

weight of signatures (middle). The error between top and middle panels (bottom). (B) 

Mutational signature fraction. dMMR, DNA mismatch repair deficient; MSI, microsatellite 

instability.




