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Figure S1. Cross patients’ gene expression consistency. (A) Consistency in gene expression levels 

across tissue samples from three lung cancer patients. X and Y axis indicates absolute expression value 

in fragments per kilobase per million mapped reads (FPKM) for each gene. Pearson correlation 

coefficient for each pairwise comparison is given in the upper right-hand section of the matrix. (B) 

Consistency in gene expression levels across blood samples from three lung cancer patients. X and Y 

axis indicates absolute expression value in FPKM for each gene. Pearson correlation coefficient for 

each pairwise comparison is given in the upper right-hand section of the matrix. 
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Figure S2. Cross control samples gene expression consistency. (A) Consistency in gene expression levels 

across lung tissue samples from two controls. X and Y axis indicates absolute expression value in FPKM for each 

gene. Pearson correlation coefficient for each pairwise comparison is given in the upper right-hand section of 

the matrix. (B) Consistency in gene expression levels across blood samples from two controls. X and Y axis 

indicates absolute expression value in FPKM for each gene. Pearson correlation coefficient for each pairwise 

comparison is given in the upper right-hand section of the matrix.  
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Supplementary Figure S3. Cont. 

 

Figure S3. RNAseq gene expression analysis in tissue and blood. (A) Summary of differential expression 

patterns between LC patient tissue and blood (Tissue–Blood), LC patient blood and healthy blood controls 

(Blood–Control), and LC patient tissue and healthy tissue controls (Tissue–Control). Red dots indicate genes 

with a significant change in expression between the two analysed conditions (p < 5 × 10−5). Cyan dots indicate 

genes with a statistically significant (p < 0.05) change in expression between the two analysed conditions and a 

minimum fold change (FC) in expression (defined as of log2 (FC)), higher than 1. (B) Correlation coefficient 

between the gene expression levels in tissue and blood samples for each patient. 
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