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Fig. 1 Native Top-Down MS" Workflow Overview.

Conflicts of Interest
JN, MK, DB, IB, AS and DP are employees of Bruker, which develops and manufactures advanced mass

. . . t try platf for life sci lications. Thi tation includes data and findi lated i i i
© 2026 Bruker For Research Use Only. Not for use in diagnostic procedures. e e i e B TSRS EE S G e e et Innovation with Integrity



	Advanced Native and Top‑Down MSⁿ Workflows on the timsOmni Platform Enable Deep Structural Analysis of Membrane Protein Complexes

