
Mi-Youn Brusniak (mbrusniak@systemsbiology.org) Page 1 

 

TIQAM-Viewer tutorial 

1. Double Click short cut of TIQAM-

Viewer. 

2. File >> Import 

            Select “A new project”  

             Click “Next” 

3. Fill out the Create Project wizard as 

shown in the left figure 

4. Click “Next” 

5. Fill out the Experiment wizard as 

shown in the left figure 

 

 

 

 

 

6. Click “Manually select files” and 

select the following files located in 

the “My Document/TIQAM-
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ClassDemoData” : Transition File (StreptococcusPyogene.csv), mzXML 

(0223House4.mzXML, 0223House5.mzXML), pepXML 

(StreptococcusPyogene_pep.xml). Select Peptides only before click “Next” . 

 

7. When it’s imported, it will show the 

summary dataset shown in the right 

figure 

8. Click “refresh” button to show your 

imported project and experiment. 

 

9. Select “all proteins” in Queries 

section and you will have the screen 

shown below 
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10.  Exercise. 

Go through the transitions and you can decide the level of validation 

whether the transition sets for a given peptide validate the peptide 

identification. 

For example, the peptide AVQGAVEER of ALF_STRP1 Protein generates 

strong peptide (shown below figure). You can annotate this as strong 

category in Peptide Validation. 

Which three transitions would you like to use for quantifying AVQGAVEER 

peptide? Please find your top three candidates from transitions table and 

write. 

You may go through more peptides and proteins to see how you would like 

to annotate peptide validation and select best transitions. 
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