










 

 Figure 1. CN effect on CRISPR knock-out sensitivity The sensitivity to CRISPR-mediated knock-out is 
dependent on the level of amplification of the underlying genomic region. Above for mkn45, 84 out 
of 191 guides in amplified regions (CN of at least 4 (log2(CN)=2)) score below -0.5, while 274 out of 
397 guides score below -0.5 in sf268. 
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 Figure 2. YAP1 Specific LDO correction Sensitivity, calculated as LogFC, conferred by each guide 
(black dots) within the YAP1 amplicon in the sf268 cell line summarized by a boxplot for each gene in 
the amplicon. To ease the interpretation, the red line displays the inverted copy number value 
scaled to the data. The left panel displays the uncorrected sensitivity scores, while the right panel 
shows the sensitivity scores after LDO correction. 
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 Figure 3. Global LDO Correction The sensitivity to CRISPR-mediated knock-out after LDO correction 
is not dependent on the level of DNA amplification of the underlying genomic region anymore. 
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 Figure 4. MET Specific LDO correction in mkn45 Sensitivity conferred by each guide (black dots) 
within the MET amplicon in mkn45 summarized by a boxplot for each gene in the amplicon. The red 
line displays the inverted copy number value scaled to the data. 
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Figure 5. MET Specific LDO correction in mkn45’s second screen Sensitivity conferred by each guide 
(black dots) within the MET amplicon in mkn45 summarized by a boxplot for each gene in the 
amplicon. The red line displays the inverted copy number value scaled to the data. 
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