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Introduction Results 2. Create in-silico spectral library 3. Extend to non-targeted workflow Application

Skyline, a powerful software primarily designed for pro- 1. Ta rg eted ||p idomics workflow Each lipid standard was measured with multiple colli- A) LipidCreator provides different workflows. Lipid mediator profile in human platelets with different stimulus.[4]
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teomics applications, was successfully extended to tar- sion energles in one run to calculate the prediction B) PRM (parallel reaction monitoring) data analysis oy CTETE
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ﬁow for tllole strgightforvzafd method desyign and analysis C) Select the type of product ions, or add user-defined B) normalize obtained intensity with total ion scan. C). DL‘A* (o}a'ta 1ndepend§nt acquisition) data ana.ly?c,ls ziﬂl‘ mﬂi
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