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Figure S1. Correlation graph settings for network analysis with Graphia Professional
The correlation threshold for each gene-to-gene analysis was chosen to optimise the
number of nodes and edges in order to generate meaningful clusters.

A. Settings for the overall atlas.

B. Settings for the analysis of liver samples.

C. Settings for the analysis of central nervous system samples.
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Figure S2. Sample to sample networks

A. Networks generated for the overall atlas. Colours show the organ system of the samples. Upper panel
shows the result for all nodes (samples) at R > 0.38; lower panel shows the network at R = 0.85, which
clusters samples of related origin together. Note that muscle, heart, spleen, liver and testis samples from
BioProject PRINA297855 are separated from the other samples of the same tissues. These samples are
from a study of Guizhou minipigs which may be very different from the full sized breeds of the other
samples.

B. Network generated for the liver analysis. Colours indicate the BioProject from which the samples were
drawn.

C. Network generated for the central nervous system analysis.
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