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Introduction
The timsTOF mass spectrometer has become a frontrunner in the proteomics research sector, 
noted for its incredible speed and sensitivity. Realizing its full potential hinges on combining this 
revolutionary technology with proficient chromatography and peptide separation techniques, a role 
seamlessly filled by the Aurora Series packed emitter columns. These columns are specially 
designed to boost peptide separations and increase ion transmission efficiency, transforming the 
robustness and sensitivity of proteomic analyses and facilitating unparalleled depth in proteome 
coverage. 

Moreover, integrating Aurora Series columns with the timsTOF mass spectrometer significantly 
expands capabilities in proteome exploration. These columns are characterized by superior 
resolving power, enabling the effective separation of complex peptide mixtures, and resulting in 
improved signal intensity and sensitivity, an asset particularly in single-cell studies. They not only 
enhance the identification of a vast array of proteins from single-cell samples but also substantially 
reduce the analysis time. This cohesive combination promises to mark the beginning of a robust 
and reproducible era in proteomic analyses, allowing scientists to uncover a vast spectrum of 
proteins from diverse research samples at an accelerated rate, hence propelling advancements in 
the field of proteomics.

Figure 1. A dilution series of a HeLa tryptic digest was 
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Figure 2. A HeLa tryptic digest (1 ng) was separated on an 
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Scientific Vanquish Neo UHPLC and TSQ Quantis across a 
15 min sample gradient at 100 nL/min. The extracted ion 
chromatograms for 7 selected peptides from the analysis are 
shown. The average Full Width at Half Maximum (FWHM, 
seconds) for each peptide across 30 runs is shown above 
each peak.

Conclusion
In conclusion, the integration of Aurora Series packed emitter columns with the timsTOF mass spectrometer has unequivocally set a new benchmark in proteomics 
research. This pairing not only harnesses the individual strengths of both technologies but elevates their combined capabilities to unprecedented heights, 
promising superior peptide separation, and vastly improved sensitivity and dynamic range. The profound depth and quality of proteome coverage achievable with 
this combination pave the way for comprehensive insights into complex biological systems. As we venture further into this era of scientific exploration, this 
pioneering approach promises to be a catalyst in driving groundbreaking discoveries and innovations, potentially ushering in a golden era of proteomics research 
with far-reaching implications in the scientific community.
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data. Expected ratios are indicated with dashed lines.
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