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Supplementary Figure S1. Cellular overview of quantified proteins from spores and vegetative cells of C. difficile 630. The overview is 

generated using the BioCyc pathway analysis tool. The quantified proteins that are spore-predominant (red), commonly shared yet spore-enriched, 

commonly shared but cell-enriched (grey) and cell-predominant proteins (purple) are represented with the pathways to which they belong. Refer 

to Supplementary Table S1 and Supplementary Figure S2 for more details. 

 

 

 









Supplementary Figure S2. Pathways and proteins shared by the vegetative cells and spores of C. difficile 630. The colored scale represents 

the levels of the proteins belonging to (A) amino acids and phosphoribosyl diphosphate i.e. PRPP biosynthesis, (B) purine, pyrimidine and 

adenosine nucleotide biosynthesis and (C) glycolysis, tri-carboxylic acid i.e. TCA, acetate formation as well as reductive acetyl-CoA (also known 

as the Wood-Ljungdahl pathway) pathways. Refer to Supplementary Table S1 for more details. 

 

 

 




