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Summary
Label-free quantification based on precursor ion intensity is a widely used method for quantifying differentially expressed
proteins across different conditions or samples. An ideal software solution should allow the production of reliable and
comprehensive results, and be flexible enough to allow the integration of existing tools without compromising ease-of-use.
Importantly, it should also offer a graphical user interface (GUI) to manually check and fix erroneous quantitative results (bad
signal extraction or wrong mapping between identification and quantification data).
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Proline performances on label-free
quantification have been assessed
with a proteomic standard dataset
composed of an equimolar mixture
of 48 human proteins (UPS1, Sigma)
spiked at different concentrations
(from 10amol to 50fmol) into a
yeast cell lysate background.
Compared to MaxQuant, Proline
shows a lower rate of missing values
and a better similarity between
observed and expected ratios.

Yeast
50f-500a
50f-5f
50f-25f

Welch t-test difference

Welch t-test difference

Median of 48 proteins ratio
experimental log2(ratio)

experimental log2(ratio)

Expected linearity

-log10(pvalue)

Proline

theoretical log2(ratio)

theoretical log2(ratio)

User
can
inspect
quantification results and
decide to validate or reject
PSMs based on several
views
presenting
the
abundance measurement
details of each protein.

Conclusion
Proline provides high quality label-free quantitative results and constitutes a very interesting alternative to competing
solutions, combining robustness, performance, modularity and user-friendliness.
Proline can be downloaded from the ProFI website: http://www.profiproteomics.fr/proline/ (or scan the QR code)

