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Figure S1. While promoting IFN-γ production, acetate does not affect expression of surface 

markers, granzyme B, or cell size of glucose-restricted T cells. Related to Figure 1. 

 

A, FACS analysis of IFN-γ production by T cells cultured continuously for 5 or 9 days in 25 mM 

glucose or switched to 1 mM glucose on day 3 and cultured as described in Fig. 1A. Numbers show 

percentage of IFN-γ+ cells. FACS plots are representative of n=3 independent experiments. B, 

Quantification of IFN-γ production as MFI of the CD8+ population as shown in A. Values were 

normalized to the 1 mM condition. Mean ± SEM; Student’s t test; n=3 independent experiments. C, 

Quantification of lactate production, as measure of aerobic glycolysis, in the medium of cells cultured 

for 24 hours in the indicated conditions. Mean ± SEM; n=3 independent experiments. D, FACS 

analysis of surface expression of the indicated markers on T cells cultured as described in Fig. 1A. 

FACS plots show representative data of n=2 independent experiments. E, FACS analysis of the 

physical parameters forward scatter (FSC, indicating cell size) and side scatter (SSC, indicating the cell 

shape complexity) of T cells cultured as in Fig. 1A. Analysis was performed at day 5 post-activation. 

No previous gating strategy was applied before plotting FSC and SSC. The gate indicates the FSC/SSC 

gate used throughout the manuscript for further analysis. F, FACS analysis of Granzyme B production 

by T cells cultured as described in Fig. 1A. Numbers show percentage of Granzyme B+ cells. FACS 

plots are representative of n=2 independent experiments. 



Figure S2. Acetate is incorporated into lipids and histones of glucose-restricted T cells. Related to 

Figure 2. 

A, Western blot analysis of ACSS-2 and MCT-4 in T cells cultured in different glucose concentrations. 

Data are representative of n=3 (for ACSS2) and n=1 (for MCT-4) independent experiments. B, 

Western blot analysis of MCT-1 in T cells cultured in different glucose concentrations. Data are 

representative of n=1 experiment. C, Quantification of [1,2-14C] acetate-derived 14C incorporation in 

lipids extracted from T cells cultured in 10 mM glucose media. Mean ± SEM; n=2 independent 

experiments. D, Quantification of western blots of H3K9/14 and H3K27 acetylation in T cells treated 

as described in Fig. 1A. Data are representative of n=2 (n=1 for Ac-H3K9/14) independent 

experiments.  



Figure S3. Effect of acetate on CD8+ T cells from HCV-infected patients. Related to Figure 4.

A-C, Chemokine and cytokine expression in PBMCs isolated from the blood of patients 
chronically infected with hepatitis C virus (HCV). Cells were treated overnight with either PBS or 
5 mM acetate. Data show MFI of the indicated parameters. Values are normalized to the PBS 
counterparts. Mean ± SEM; Paired Student’s t test; data from n=9 donors.



 
 

Table S1. Acetate enhances chromatin accessibility of genes associated with T cell signaling. 

Related to Figure 3. 

 

A, List of the 263 genes associated with the 255 open chromatin peaks resulting from acetate treatment 

of day 9 glucose-restricted cells, as in Fig. 3B. B, Pathway enrichment analysis of the genes indicated 

in A. Gene ontology terms are listed in order of ascending p value and the number of genes associated 

to each gene ontology term is indicated.  

 




