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Supplementary Figure 2 

Mutation Type Cancer CRC 

CRC Predominant mutations Exist (IGV) & Filter Non-PASS Filter PASS 

Primary Predominant mutations Filter PASS Exist (IGV) & Filter Non-PASS 
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( A53-B/A2 : santa cruz sc-6278, mouse monoclonal) 
Dilution  1:100, resolution rate 200X 

Vimentin 
(D21H3 : #5741, Cell signaling technology, mouse 
monoclonal) Dilution 1:100, resolution rate 200X 

Insulin 
(santa cruz  sc-8033, mouse monoclonal) Dilution 
1:100,  resolution rate 200X 

YPAC - IF 
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