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pressure region extraction ion trap?, was lowered along with that of the IRM, primarily
to reduce the number of ions lost to collisional scatter.
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Figure 2. Astral mass spectra of intact 17 kDa myoglobin showing a) the charge
state distribution and b) the isotopic envelope of at m/z 738.

Figure 4. Comparison of carbonic anhydrase m/z 855 MS/MS measured in
Orbitrap and Astral analyzers.

Figure 6. MS chromatogram and example 10 yscan MS/MS spectrum from a
Topl0 DDA measurement of Pierce 6-protein mixture.

these products in any manner that might infringe the intellectual property rights of others.
P0O149-2024-EN



	Slide 1

