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Inflammatory cytokines that enhance antigen
responsiveness of naive CD8* T lymphocytes modulate
chromatin accessibility of genes impacted by antigen
stimulation
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Supplementary Figure S1. Quality control of chromatin accessibility peaks in AgS cells. (A) Distribution of rlogFC
values for comparison between CytP versus N and AgS versus N cells. (B) Fragment length distribution analysis of
ATACseq reads from AgS cells randomly subgrouped to sub-AgS1 and sub-AgS2 reads. (C) Comparison of the opening
and closing peaks in sub-AgS1 and sub-AgS2 ATACseq reads compared to naive cells.
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Supplementary Figure S2. Protein interaction network analysis of genes in the vicinity of the ATACseq peaks
modulated in cytokine-primed PMEL-1 cells compared to naive cells.
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Supplementary Figure S3. Other examples of chromosome accessibility peaks opening (Cd3e), closing (II7ra, P2rx7) or
both opening and closing (Ctla4) in Ag-stimulated but not in cytokine-primed cells.
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Supplementary Figure S4. Chromosome accessibility peaks that are closing in both CytP and in AgS cells (A) or only

in AgS cells (B).
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Supplementary Figure S5. (A-C) RT-qPCR analysis of additional genes implicated in T cell activation, signaling,
effector differentiation, negative regulation and exhaustion in naive (N), cytokine-primed (CytP) and Ag-stimulated
(10 or100 nM of PMEL-1 peptide) cells without (AgS) or with cytokine priming (CytP_AgS). Fold induction was
calculated based on the expression level in naive PML-1 cells. Mean + SEM for 3 independent experiments are shown.
Comparison by one-way ANOVA with Tukey’s multiple comparison test. *, p <0.05, ** <0.01, *** <0.001, **** <0.0001.



Supplementary Figures 7of7

XN gﬁgv.o? Naive (N)

Py
N & &
5000
51000
‘::]000
H
£ 2000
; /\ k\
1000
: ]
s
% sl 8 8 g é&lsl gl &E ol

Cytokine-primed (CytP)

GB: 20171020-RAMS001 B

f»&

o ol dl el elsl ol Es

" =
Ag-stimulated (AgS)
f;w & & s’f
e
i
;QZOW
d sl 8 o gels 5§|§[ wl

Supplementary Figure S6. Bioanalyzer quality assessment of ATACseq libraries of naive, cytokine-primed and Ag-
stimulated PMEL-1 TCR transgenic CD8+ T lymphocytes.



