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Step4: Differential Analysis

Differential Feature Identification

abundant metabol

« Wilcoxon ranksum test with Bonferroni correction
« Thresholds: log2FC|>0.26 & adjusted p-value <0.05
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Metabolomics [log2Fc] threshold:
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Transcriptomics [log2FC] threshold:

Differential Feature Summary

« Helghtindicates feature counts
= Annotations show total diffrential features per modality
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& Download image & Export differential features
Differential Feature Characterization
rutt-dimensional visuaization of diferential features:
UMAP: Gene

UMAP: Metabolite

« Points represent spatial spots
+ Color indicates treatment red) vs control (blue) groups
« Separation distance reflects group dissimilarty
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& Download image & Export coordinates.

« Points represent spatialspots
« Colorindicates treatment (rec) vs control (blue) groups
« Separation distance reflects group dissimilarity
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Volcano Plot: Metabolite

« Xaxis:log2 fold change (effect sze)

« Vi Hog10(adjusted p-value) (sgnificance)

« Red:significantly upregulated features

« Blue:significantly downregulated features.
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& Download image exportdata

Spatial Distribution of Differential Features

Jexamine spatial expression patterns of significant features:

Volcano Plot: Gene

 Xaxis: log2 fold change (effectsize)
« Yeaxis:-log10{adjusted pvalue) (sgnificance)
« Red: significantly upregulated features

« Blue:significantly downregulated features
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& Download image L Exportdata

Differential Metabolite Distribution

Select DAM to visualize:

gamma-Aminobutyric acid

Metabolte

& Download image & Exportintensity data

Differential Gene Distribution

Select DEG to visualize:
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