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Hello,everyone, I’m glad to share some of my work with you. My topic is: 


Potential Problems
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In a clinical projects, patients’ samples come to us from time to time, we can’t  ‘analyze them in a short period. And you can easily find retention time shift/drift between samples (click), so here comes the problem! Let me show you an example from my data in this project. Traditionally, we just throw all DDAs to Skyline and create a project-dependent library. 


Our Solution
Build a “DIA-dependent library” for each DIA file

>
m RT calibration for peptide x

Reference Reference Reference Reference RS Reference Reference
Peptide 1 : Peptide 2 Peptide 1 Peptide 2 IRT Peptide 1 ; Peptide 2
Peptide g : Peptide
< I |- I calibration |- ¢ I
RT: 10’ 30’ 50’ RT: 13’ 53’ RT: 13’ 33’ 53’
13 33.51 53
o = | Each DIA File - l ------------ ol
31.54 53’
gets its own Library ! \ /

* Assign “median RT” for Pep x

write into “DIAx-dependent Library”
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Here’s my solution to share with you. 


Data Improvement
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