Long-term fluoxetine administration causes substantial lipidome alteration of the
juvenile macaque brain
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Supplementary Figures
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Supplementary Figure S1

T-test statistic values for each lipid class. Grey lines: t-test statistics for all lipids, ordered from smallest to largest
value, plotted against the lipids’ corresponding ordinal values. ‘X’ marker points: the ordered t-test statistics and
corresponding ordinal values for lipids from each lipid class, marked on the top. Colors indicate lipid classes
demonstrating significant enrichment in the treatment-control differences and are the same as colors in Figure 2A.
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Supplementary Figure S2

Base two log-transformed fold change (log2 FC) values calculated between treated and control animals for lipids

d classes.
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Supplementary Figure S3

Base two log-transformed fold change (log2 FC) values calculated between treated and control animals for lipids

containing one (top, dark blue), two (bottom, green) and three (bottom, light blue) fatty acid residues, excluding

sphingolipids. Lipids are ordered by increasing unsaturation. Dashed lines demarcate lipids with the same number

of double bonds (k).
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Supplementary Figure S4
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Base two log-transformed fold change (log2 FC) values calculated between treated and control animals for lipids
in free fatty acid class (FFA) depending on abundance (left), chain length (middle) and level of unsaturation
(right). Dashed lines indicate linear regression lines fitted to each group, corresponding p-values are indicated in

the top right corner.
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Supplementary Figure S5

Gene ontology (GO) terms enriched in gene expression differences between treated and control animals (GSEA,
adjusted p < 0.05). One point indicates one GO term. Colors show negative (blue) and positive (red) normalized
enrichment score values, which correspond to the dominant direction of expression change between treated and
control animals within the GO term. Symbol size is proportional to the number of genes in the GO term. Edges
connect functionally related GO terms.



