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. Data analysis is a challenge for development of clinical
biomarkers using targeted mass spectrometry
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. Panorama and skyline simplify data management and
analysis for targeted MS assays
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. Enabling targeted MS post-processing on Panorama
centralizes data archiving and analysis

= Centralized archiving and analysis
model

= Automated and objective QC

= Generation of results within minutes

post data acquisition
JASMS, November 2016
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. Targeted MS data analysis pipeline

Skyline Skyline/Panorama (MP 637)
| |
TargetedMSQC (WP 320) MSstats
[Panorama compatible R package] [Panorama compatible R package]
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Profile Plots
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