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Global climate models predict changes in 
environment conditions  → need of understanding 
how forest ecosystems are affected → environmental 
metabolomics provides valuable insights into 
dynamic processes and external stimuli → LC-MS non-
target analyses → annotation → exploratory statistics 
→ pathway analyses → metabolite fingerprint

METHODS
● LC-MS data can be overwhelming
● Understanding data leads to better results
● Preprocessing is usually overlooked

NEW R package
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library
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RESULTS

MetaboPeak in short:
● Simplify and automate processes commonly done in Excel
● More in-depth understanding of LC-MS data
● Offers options to link files and filter data

● Designed to work with processed data from 
 a mass spectrometry software (MS-DIAL, MZmine, 

GeneData etc)
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FUTURE PROSPECTS

Bug fixes MetaboPeakDocumentation
Vignettes
Test files ???

New functions

Looking for collaborators:
● Better efficiency in R code
● Shiny App
● Beta testers

GitHub MetaboPeak

Got interested or an idea?
Contact me!
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