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Figure S1: Correlation of the PDX/pool protein ratios from the TMT10plex experiment using 

patient-specific only and together with mouse database search. 

Figure S2: Hierarchical clustering of patient tumor tissue proteome. 

Figure S3: Comparison of lung and lymph node tissue proteome. 

Figure S4: Comparison of phosphoproteome of lung and lymph node tissues. 

Figure S5: Confirmation of the mutant peptide, HNRNPF-A105T identified from DDA data 

searched by the patient-specific database. 

Figure S6: List of transitions monitored for each mutant peptide.  
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Table S1: Proteins and peptides identified in super-SILAC experiment (Excel document).  

Table S2: Proteins, peptides and phosphopeptides identified in TMT experiment searching against 

human patient specific database (Excel document). 

Table S3: Proteins, peptides and phosphopeptides identified in TMT experiment searching against 

human patient specific database plus mouse database (Excel document). 

Table S4: List of proteins identified from both patient specific database and mouse database.  

Table S5: List of validated variant peptides. 
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Figure S1: Correlation of the PDX/pool protein ratios from the TMT10plex experiment using 

patient-specific only and together with mouse database search. X-axis is the ratio from the patient 

specific database search, Y-axis is the ratio from the combined search of patient specific database and 

mouse database. 
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Figure S2. Hierarchical clustering of patient tumor tissue proteome.  

(A) Hierarchical clustering of proteins and three biopsy tumor tissues from super-SILAC experiment 

shows that LN1 is separated from lung and LN2 tissues. (B) Hierarchical clustering of proteins and nine 

tissues from TMT experiment. Two clusters of tissues are grouped based on the protein expression.  
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Figure S3. Comparison of lung and lymph node tissue proteome.  

(A) Correlation of protein expression between the three tumor biopsies, one PDX, and five autopsy 

samples from the TMT experiment. (B) Principal component analysis of the tissues based on the protein 

expression shows two clusters, the same as the hierarchical clusters.  
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Figure S4. Comparison of phosphoproteome of lung and lymph node tissues.  

(A) Correlation of protein phosphorylation between the three tumor biopsies, one PDX, and five autopsy 

samples from the TMT experiment. The five autopsy samples show higher correlation than the other 

samples (the blue box). (B) Principal component analysis of the tissues based on the protein 

phosphorylation differentiates the autopsy tumor tissues from the other tumor biopsies and PDX sample. 
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Figure S5. Confirmation of the mutant peptide, HNRNPF-A105T identified from DDA data 

searched by the patient-specific database. MS/MS spectrum of the light endogenous mutant peptide 

(left panel) and the heavy amino acid labelled synthesized peptide (right panel) show the presence of the 

mutation in HNRNPF. 
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Figure S6: List of transitions monitored for each mutant peptide.  

 


