
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
S2 Fig. SCLC-specific splicing alterations. From top to bottom, the number of mapped spliced reads, the 
expression of the MYC genes (known to be amplified or overexpressed in SCLC and to drive splicing 
alterations), mutations on core spliceosome factors, tumor mutation burden and the number of the different 
event types detected by ISOTOPE for the SCLC samples (blue from George et al. [1], red from Rudin et al. 
[2], green from Iwakawa et al. [3]).  
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