
ZenoTOF 8600 system 
Intact data share
Biologics Explorer – intact spectral 
deconvolution template



Data file
1.	 Double click on “Load Raw Data”

2.	 Click on          to select the .wiff2 
data file from your output

Native MS Analysis



Pre-processing parameters
1.	 Select the appropriate pre-

processing parameters

a)	 Define the m/z range of interest

b) 	Define the spectrum baseline 
subtraction as 50%



Deconvolution parameters
1.	 Define the deconvolution parameters 

a)	 Select the RT range to be used

b) 	Define the deconvolution settings



Peak detection parameters
1.	 Define the spectrum 

baseline subtraction



Protein mapping parameters
1.	 Define the protein 

mapping parameters 

a)	 Modifications

b)	 Glycosylation

c)	 Disulfide



Expected annotation results



Data file
1.	 Double click on “Load Raw Data”

2.	 Click on           to select the .wiff2 
data file from your output

RPLC-MS Intact



Pre-processing
1.	 Select the appropriate pre-

processing parameters

a)	 Define the m/z range of interest

b) 	Define the spectrum baseline 
subtraction as 50%



Deconvolution parameters
1.	 Define the deconvolution parameters 

a)	 Select the RT range to be used

b) 	Define the deconvolution settings



Expected annotation results
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