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results.

n

Density

DDA
DIA

Coefficient of Variation
FIGURE 10. Histogram of coefficients of variation obtained from raw peptide intensities for 5
replicate datasets acquired using either DDA or DIA methods.

CONCLUSIONS
•

Data dependent acquisition in combination with a new untargeted label-free
quantification workflow based on the Minora algorithm has demonstrated higher accuracy
and sensitivity than data independent acquisition methods.

•

The combination of the label-free quantification workflow integrated into the scaling,
normalization, and study management features of Proteome Discoverer provide a
powerful means for analyzing highly complex proteomics data.

•

These results clearly surpass the current standards in the proteomics paradigm and rival
quantitation results derived from DIA methods in terms of reproducibility and depth of
analysis, but with greater efficiency, as there is no need to first generate a spectral library.

•

The use of 75cm columns increased number of peptide and protein identifications, as
well as the number of proteins quantified in both acquisition modes.
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