Nanoflow LC-MS application of the Rheos 2200
In proteomics

The following chromatograms and spectra are taken from an analysis of 100 fmol (2 niL
injected) of a tryptic digest of horse cytochrome C on a 100 nm ID column (100mm long,
Magic C18, Spectronex, CH) coupled to a Thermo LTQ™ jon trap mass spectrometer.

The Flux Rheos 2200 delivered the gradient at 100 ni/min (solvent A was 0.1% formic acid
in water, solvent B was 0.1% formic acid in MeCN, gradient slope 1%/min).

Using a custom made splitter a column flow rate of 400 nL/min was achieved, as measured
with the AFM 2 flow monitor over the entire gradient.

Sequest/Bioworks™ (Thermo) was used for identification of the peptides.

With this setup a sequence coverage of 58% was achieved. The chromatographic peak
shape and peak widths are excellent.
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Reconstructed ion chromatogram
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Sequence coverage: 58%



