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Figure 2: Graphical user interface of SearchGUI User satisfaction of workshops during period of March 2015 until September 2019
— PeptideSh aker General workshop satisfaction Teaching materials Hands-on exercises
o _ o o _ Poor 0% Poor 0% Poor 0%
e Builds consensus protein identificati- Weak  8.45% Weak  7.63% Weak  7.27%
on lists from several runs Good 22.07% Good 24.43% Good 27.88%
: : : : 0 0 0
e Contains extensive command line in- Excellent 69.48% Excellent 67.94% Excellent 64.85%
terface for high-throughput batches Upcoming:
e Connected with proteomics data re- e Workshop at Lipidomics Forum, Sep. 2020, Regensburg, Germany
pository Pride e Proteomics Summer School, 2021
e High user acceptance, launched over
Figure 3: Result window after PeptideShaker analysis run . . o o
g " y 77,000 times in 2019 Publications
5 g g |1] Kopczynski, D., Barsnes, H., Njglstad, P. R, Sickmann, A., Vaudel, M., & Ahrends, R. (2017).
General lnfo rmatlon on the ro eCt PeptideMapper: efficient and versatile amino acid sequence and tag mapping. Bioinformatics,
g g
C . ; / : 33(11): 2042-2044.
ooperation partners w BioIlnfra.Prot - Dort- |2] Kopczynski, D., Coman, C., Zahedi, R. P,, Lorenz, K., Sickmann, A., & Ahrends, R. (2017). Mul-
Bergen, Norway - _ ti-OMICS: a critical technical perspective on integrative lipidomics approaches. Biochimica et
Marc Vaudel A mund’_ ISAS (2019): _ Biophysica Acta (BBA)-Molecular and Cell Biology of Lipids, 1862(8): 808-811.
Harald Barsnes e Dominik KOpCZynSkl } Kopczynski, D., Sickmann, A., & Ahrends, R. (2017). Computational proteomics tools for iden-
1 FTE, de.NBI [3] tification and quality control. Journal of Biotechnology.
Ghent, Belgium e 1 PhD student (1 / 4 FTE) Vogtle, F. N., Burkhart, J. M., Gon_czarowska-]orge, H., Kiicijkk('js_ef C., Taskin, A. A., KopczynskKi,
4] D., Ahrends, R., Mossmann, D., Sickmann, A., Zahedi, R.P,, & Meisinger, C. (2017). Landscape of
Lennart Martens Alb Sick PI
* ert SiIckmann, submitochondrial protein distribution. Nature Communications, 8(290).
e Robert Ahrends, Coordi- [5] Kopczynski, D., et al. (2020). Simple targeted assays for metabolic pathways and signaling: a
nator powerful tool for targeted proteomics. In submission.
Toulouse. France |6] Peng, B, ..., Kopczynski, D., et al. (2018). Identification of key lipids critical for platelet activa-
David Bou,yssié tion by comprehensive analysis of the platelet lipidome. Blood, 132(5):e1-e12.

und Forschung 1\7 |

N\

R
A




