A Multiomic and Highly Multiplex Method of Imaging Metabolites, Targeted Proteins and Targeted Transcripts
on the Same Lung Cancer Tissue Microarray Using Novel Mass-Tagged Affinity Probes
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metabolites. However, macromolecular MSI of proteins and mRNA
presents several challenges. These include the need for in situ
proteolytic digestion which generates highly complex biomolecular
mixtures imaged at each “pixel” in the tissue. This results in signal
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 Multiomic Data Collection: MALDI-MSI for untargeted detection of small molecules can be combined with MALDI-IHC and MALDI-ISH for
targeted detection of intact proteins and transcripts, respectively, for obtaining highly multiomic data across tissue sections and microarrays;

« Data Integration: Al/ML algorithms can be used to seamlessly integrate different datasets from the same sample for subsequent analyses;

 Multiomic Correlative Analyses: Unsupervised Al/ML clustering analyses including all detected biomarkers, or a subset, can identify clusters
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