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Supplementary Figure 1 | The extracted ion chromatograms for DDA-MS data of FF, FFPE 

punches and FFPE slices. The DDA-MS data are acquired on a nanoflow DIONEX UltiMate 3000 

RSLCnano System coupled to a Q Exactive HF hybrid Quadrupole-Orbitrap with an effective LC 

gradient of 90 min and a total run time of 105 min. 

  



 

 

Supplementary Figure 2 | The extracted ion chromatograms for PulseDIA-PASEF MS data of 

cancer tissues. The PulseDIA-PASEF MS data are acquired on a nanoElute System coupled to a 

timsTOF Pro mass spectrometer with an effective LC gradient of 60 min and a total run time of 65 

min. 
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