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Figure S1. Import of phosphates or change in pH do not account for the effects of extracellular 
ATP on the cellular response to nutrient stress.  
 
A) Early exponential prototroph wt cells, grown in EMMG, were filtered into EMMP which has had its pH 
adjusted to pH5.5 through the addition of HCl, to simulate the change in pH when ATP is added to media. 
Samples were taken to at the indicated time points to calculate the proportion of dividing cells. B) 
Measurements of nucleotide levels in cell grown in EMMG. C) Early exponential prototroph wt cells, 
grown in EMMG, were filtered into EMMP or to EMMP to which 10mM phosphate P04

3- at pH 6.5 was 
added. Samples were taken to at the indicated time points to calculate the proportion of dividing cells. 
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Figure S2. Detection of phosphorylated SRm300 pS1129 in HEK293T cells. 
 
A,B) Fragmentation pattern of the SRRM2 phosphopeptide  
S(p)GMSPEQSRFQSDSSSYPTVDSNSLLGQSR indicating S1129 to be phosphorylated in 
HEK293T cells and HEK293T + ATPγS cells. 
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Genotype Cell length  
at division (µm) 

wt 13.7 ± 0.06 

tsc1.Δ 10.3 ± 0.08 

tsc1.Δ + ATP 13.3 ± 0.08 

tsc2.Δ 11.0 ± 0.08 

tsc2.Δ + ATP 13.3 ± 0.1 

Table S1: Cell length at division of indicated strains. 
 
Cell were grown in EMMG +/- ATP and cell length at division +/- SD 
were measured, more than 100 cell were measured for each strain. 
 

Table S2: . Yeast Strains used in this study  
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