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S1 Fig. Evaluations of some parameters for MS instrument and database search.
Investigations of (A) different resolutions for MS1 analysis by Orbitrap, (B) different
normalized collision energy (NCE) for HCD, (C) different maximum injection times
for MS2 analysis by Orbitrap, and (D) different tolerances for MS2 mass while
performing database search by Sequest-PeptideProphet. Human cell sample (PANC-1)
was used for A, B and C. The MS data of yeast by HCD-IT analysis of Orbitrap
Fusion was downloaded from ChorusProject.org under project name

SignleShot Fusion.



