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Supplementary Figure S1. Interactome of GO terms differentially expressed in the 
saliva of horses with EGUS, and their intermediate proteins. These analyses have been 
done with the Cytoscape application ClueGO and the REVIGO tool for GO terms 
selection. GO terms and proteins over-expressed in EGUS are in green, lower-expressed 
are in red. GO terms in grey could not be attributed specifically to over or lower expressed 
terms/proteins. GO terms in bold represent GO terms selected to be the most 
representative of their GO group defined by the REVIGO tool. 
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Supplementary Figure S2. Interactome of GO terms differentially expressed in the 
saliva of horses with EGGD compared with controls, and their intermediate proteins. 
These analyses have been done with the Cytoscape application ClueGO and the REVIGO 
tool for GO terms selection. GO terms and proteins over-expressed in EGGD are in green, 
lower-expressed are in red. GO terms in grey could not be attributed specifically to over 
or lower expressed terms/proteins. GO terms in bold represent GO terms selected to be 
the most representative of their GO group defined by the REVIGO tool. 
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Supplementary Figure S3. Interactome of GO terms differentially expressed in the 
saliva of horses with ESGD compared with controls, and their intermediate proteins. 
These analyses have been done with the Cytoscape application ClueGO and the REVIGO 
tool for GO terms selection. GO terms and proteins over-expressed in ESGD are in green, 
lower-expressed are in red. GO terms in grey could not be attributed specifically to over 
or lower expressed terms/proteins. GO terms in bold represent GO terms selected to be 
the most representative of their GO group defined by the REVIGO tool. 
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Supplementary Figure S4. Interactome of GO terms differentially expressed in the 
saliva of horses with ESGD compared with horses with EGGD, and their intermediate 
proteins. These analyses have been done with the Cytoscape application ClueGO and the 
REVIGO tool for GO terms selection. GO terms and proteins over-expressed in ESGD 
are in green, lower-expressed are in red. GO terms in grey could not be attributed 
specifically to over or lower expressed terms/proteins. GO terms in bold represent GO 
terms selected to be the most representative of their GO group defined by the REVIGO 
tool. 
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Supplementary Figure S5. Interactome of GO terms differentially expressed in the 
serum of horses with EGGD compared with controls, and their intermediate proteins. 
These analyses have been done with the Cytoscape application ClueGO and the REVIGO 
tool for GO terms selection. GO terms and proteins over-expressed in EGGD are in green, 
lower-expressed are in red. GO terms in grey could not be attributed specifically to over 
or lower expressed terms/proteins. GO terms in bold represent GO terms selected to be 
the most representative of their GO group defined by the REVIGO tool. 
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Supplementary Figure S6. Interactome of GO terms differentially expressed in the 
serum of horses with ESGD compared with controls, and their intermediate proteins. 
These analyses have been done with the Cytoscape application ClueGO and the REVIGO 
tool for GO terms selection. GO terms and proteins over-expressed in ESGD are in green, 
lower-expressed are in red. GO terms in grey could not be attributed specifically to over 
or lower expressed terms/proteins. GO terms in bold represent GO terms selected to be 
the most representative of their GO group defined by the REVIGO tool. 
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Supplementary Figure S7. Interactome of GO terms differentially expressed in the 
serum of horses with ESGD compared with horses with EGGD, and their intermediate 
proteins. These analyses have been done with the Cytoscape application ClueGO and the 
REVIGO tool for GO terms selection. GO terms and proteins over-expressed in ESGD 
are in green, lower-expressed are in red. GO terms in grey could not be attributed 
specifically to over or lower expressed terms/proteins. GO terms in bold represent GO 
terms selected to be the most representative of their GO group defined by the REVIGO 
tool 
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