
 Additional File 3. Copy number and LOH likelihood values for selected deleted regions in primary cultures and corresponding tissues, as calculated 

by CNAG v3.0 software.  

 

 

Starting from the Hidden Markov Model (HMM) copy number log2ratios exported for each SNP by CNAG v3.0 software, we calculated the mean 

CN log ratio value for each region (start and end positions are reported), both in primary cultures and parental tumor tissues. Also, mean LOH 

likelihood values were calculated for primary cultures and corresponding tissues. In the “CNAG detection” column, we define “CN loss signed” 

those deletions reaching software threshold to be visualized in the color-coded HMM-CN state track; similarly, “LOH signed” are those events 

considered as statistically significant by CNAG (with LOH likelihood higher than 30) and thus visualized in the color-coded HMM-LOH track. 

Abbreviations: chr, chromosome; p, short arm; q, long arm; CN, copy number; LOH, loss of heterozygosity.  

 


