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Supplement Figure 3. The highest scored signaling map “ephrin signaling” with the
activated gene expression data for donor Group 1 (left indicator) and 2 (right indicator).
The blue ribbons represent plasma membrane. The complete legend of symbols for the
map objects is shown in Supplement Table II.



Role of VDR in regulation of genes involved in osteoporosis Experiments order
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Supplement Figure 4. Activated VDR signaling shown on a standard signaling pathway map from
MetaCore. The major participants are c-Fos (up-regulated in both groups), AR (donor group 2), p57
(both donor groups), osteoporin (group 1) and cytochromes CYP27B1 and CYP3A4. Gene expression
level indicators: 1, donor Groupl; 2, donor Group 2
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Supplement Figure 14a. The “disease” DI network for the combined G/DE proximity data set connected 102 out of 119 edges
implicated in glaucoma. The major hubs are highlighted by blue circles. Experimental data is omitted for better visualization of the
network topology. The gene expression data is shown on Supplement Figure 14b.
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Supplement Figure 14b. The “disease” DI network connecting 102 nodes from the combined G/DE proximity data set implicated
in glaucoma with experimental and literature-derived data mapped. Red and blue circles indicate up- and downregulated genes

correspondingly. The genes from the “G-set” are not marked for expression.
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