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LIFS implements and provides bioinformatics for lipidomics services within
oneweb portal, offersbioinformatics consulting services and organizesrk-
shops and informatics courses as part of the de.NBI education activities

[1,12]. Completed:

LIFS1 provides integration with the tools LipidXplorer, LipidCreator, and » LIFS web application portal with LUX Score, LipidXplorer, Clover, Ix
LUX Scorevia the web portal and the exchange format mzTab-M and de Postman, PaLiNom and mzTab Validator web application [9] available
velops a new and redesigned database of theoretical lipids based on Lipid- since September 2018, continued updates, ~50 registered users.
Home. It further provides computational resources for the web-based ser * Platelet Lipidome publication [8] (data comparison and visualization)
vices of the LIFS partners, as well as technical systems for support and colla « Reference implementations of mzTab-M [6, 9, 11].

boration, building, testing, and deployment of these services. e LipidCreator & Skyline, LipidCreator available as plugin from Skyline

Tool Store [10].
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o Support of mzTab-M in LDA2, GNPS, MS-DIAL (external of LIFS).
Next Steps:
« mzTab-M support in LipidXplorer, Skyline, LUX Score, Clover, IxPostman

to simplify exchange of result data and import into LipidCompass.
« Testing phase and release of LipidCompass (LipidHome + LIPID-DB).
 Make web applications available via de.NBI Cloud.
* Integration of mzTab-M data import from MetaboLights.
« Extend international lipidomics standardization efforts [13].

2018:

* LIFS software and pipelines workshop at Lipidomics Forum, Nov. 2018,
Dortmund, Germany (20 applicants, 19 participants)

20109:

* Lipidomics workshop at DGMS, March 2019, Rostock, Germany (6 appli-
cants, 6 participants)

e e:Med summer school LipoSysMed, March 2019, Leipzig, Germany (25
applicants, 19 participants)

 LIFS MS Data Processing & LIFS Statistical Analysis workshops at

Lipidomics Forum, Nov. 2019, Borstel, Germany (13 & 6 applicants, 13 &

6 participants)
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