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uv MetaboPeak in short:
Heat e Simplify and automate processes commonly done in Excel
Intens‘itp e More in-depth understanding of LC-MS data

e Designed to work with processed data from
a mass spectrometry software (MS-DIAL, MZmine,
GeneData etc)
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o Offers options to link files and filter data
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Global climate models predict changes in L e ® 4
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e LC-MS data can be overwhelming ; v v
e Understanding data leads to better results ; . N
e Preprocessing is usually overlooked E X §
Raw data input
libraryHits peakFilter
Raw data processing
Sample data Peak In-house
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NEW R package —— Annotation Exploratory . ... : peakFilterNA/CV E peakFilterRT
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Results and interpretation
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Important feature detection

peakInfo
Peak-fragment correlation
. : checkCorr
Positive and negative mode correspondence
Background noise variability check barPeaks Q Documentation Bug fixes New functions MetaboPeak
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Looking for collaborators:
Annotation Exploratory statistics ° Be.t.ter efﬁciency in R COde

e Shiny App

Merging with in-house libraryHits Filters peakfiilter
ibrary
’ Filter by NA peakFilterNA ® Beta teSterS
Filter by CV peakFilterCV
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Filter by RT I — Got mtgrgr?fggt?rr]gln idea”
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