
Supplementary Figure S1 

691 
43.65% 

892 
56.35% 

Infected 

922 
43.14% 

1215 
56.86% 

Mock 

Figure S1. Gene ontology distribution of light-labeled proteins in indicated 
samples collected at 24hpi from Mock- and T3D-infected HeLa cells;        , 
nuclear-annotated proteins;        , non-nuclear-annotated proteins. Total 
numbers of proteins and percentages indicated within each pie section. 



Supplementary Figure S2. Top-ranked Ingenuity Canonical Pathways 

Supplementary Figure S2-A: Glycogen degradation II 
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(see Fig. 5) 



Supplementary Figure S2-B: PDGF signaling 



Supplementary Figure S2-C: Glycogen degradation III 



Supplementary Figure S2-D: Role of pattern recognition receptors in recognition of bacteria and viruses  



Supplementary Figure S2-E: Antigen presentation pathway 



Supplementary Figure S2-F: Prolactin signaling 



Supplementary Figure S2-G: Protein ubiquitination pathway 



Supplementary Figure S2-H: EGF signaling 



Supplementary Figure S2-I: Thrombopoietin signaling 



Supplementary Figure S2-J: Glioma invasiveness signaling 



Supplementary Figure S2-K: T cell receptor signaling 



Supplementary Figure S2-L: Activation of IRF by cytosolic pattern recognition receptors 
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Supplementary Figure S3 

Figure S3. Comparison of reovirus-induced protein identifications and 
regulation in HEK293 cells [21] and in HeLa cells (this study). A. Venn 
diagram of numbers of identified proteins, and their overlap, from the 2 
studies. B. Dot plot distributions of the Z-scores of each of the 194 
proteins identified in both studies. C. Comparative distributions of 
regulated proteins, using Z-score category cutoffs of ± 1.960 (upper value 
in each cell) and ± 1.000 (lower italicized value in each cell). For example, 
1 protein had a Z-score > 1.960 in both the HEK293 and HeLa cell lists and 
2 proteins had a Z-score > 1.000 in both the HEK293 and HeLa cell lists. 


