Cross-normalization for MALDI MSI data improves site-to-site reproducibility (<)
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Fig. 1. MALDI MSI data from a human Fig. 2: Experiment design and classification tasks used on the Table 1: Prepro- iic Total ion count normalization
teratoma. Histological annotations of seven teratoma and tumor TMA datasets. Different configurations of cessing methods ¢,  Inter-sample median fold change TTBO 12 . - 1
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Conclusions

® Proposed cross-normalization
is highly effective in reducing
technical variation, preserves
biological information.

® Joint evaluation of multiple
experiments is feasible even
under conditions where prepa-
ration and acquisition proto-
cols are subject to variation.

® Conventional normalization
methods fail to compensate
batch effects in slide-to-slide,
inter-lab  or  cross-protocol
scenarios.
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