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High-throughput bacterial profiling via MALDI spot analysis:
Precise characterization of antibiotic-induced metabolic responses
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High-throughput metabolic fingerprinting by MALDI-TIMS-MS Results

The MALDI-TIMS-MS workflow enabled rapid acquisition of The speed, combined with high reproducibility, confirms the
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metabolomics. Series plots confirmed concentration-dependent trends for

antibiotic specific features, demonstrating high confidence and
specificity of the developed MALDI spot analysis workflow (Fig 5).

concentrations (MIC).

MALDI spot analysis Diluted samples (1:10) were spotted on an AnchorChip™ MALDI target (800 um) using
the dried-droplet method with HCCA matrix solution (85% ACN, 0.1% TFA, T mM ammonium phosphate).

MALDI-TIMS-MS measurements were acquired in Full-MS positive ionization mode on a timsTOF fleX with Conclusion

automated laser acquisition at 10 kHz.

Data analysis Data were processed in MetaboScape 2026 using the new “MALDI spot” workflow. MALDI = High-throughput, TIMS-enhanced MALDI spot analysis for efficient and confident bacterial profiling

spectra acquired from blank cultivation medium served as the background reference, and features with » Complemented by software workflow for intuitive interpretation of antibiotic-induced metabolic responses
intensities <10 were excluded from statistics.
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