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DNMT3a is a de novo DNA methyltransferase expressed robustly
after T-cell activation that regulates plasticity of CD4+ T-cell cyto-
kine expression. Here we show that DNMT3a is critical for direct-
ing early CD8+ T-cell effector and memory fate decisions. Whereas
effector function of DNMT3a knockout T cells is normal, they de-
velop more memory precursor and fewer terminal effector cells in
a T-cell intrinsic manner compared with wild-type animals. Rather
than increasing plasticity of differentiated effector CD8+ T cells,
loss of DNMT3a biases differentiation of early effector cells into
memory precursor cells. This is attributed in part to ineffective re-
pression of Tcf1 expression in knockout T cells, as DNMT3a localizes
to the Tcf7 promoter and catalyzes its de novo methylation in early
effector WT CD8+ T cells. These data identify DNMT3a as a crucial
regulator of CD8+ early effector cell differentiation and effector
versus memory fate decisions.
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During normal CD8+ T-cell adaptive immune responses, an
antigen-specific T-cell clone undergoes massive prolifera-

tion and clonal expansion, generating a heterogeneous pop-
ulation of daughter cells (1). Shortly after activation, CD8+ T
cells down-regulate CD62L and CD127 and have been termed early
effector cells. These further divide and differentiate into CD127−

killer cell lectin-like receptor G1 (KLRG1)+ terminal effector and
CD127+KLRG1− memory precursor cells (2–4). Several factors have
been identified that influence the differentiation and polarization of
early effector cells toward either terminal effector cells or memory
precursor cells. The initial CD8+ T-cell clonal frequency (5, 6), in-
flammatory signals driving transcription factor expression (2, 7), cy-
tokine stimulation (8, 9), and transcription factor expression levels (10,
11) all impact the fate of early effector CD8+ T cells. As these T cells
are genetically identical, cellular processes of epigenetic regulation
would also be predicted to play a key role in determining and
perpetuating the fate decisions of individual CD8+ T cells.
Epigenetic gene regulation encompasses the heritable covalent

DNA and histone posttranslational modifications made in individ-
ual cells at specific gene loci that function to regulate the accessi-
bility of these genes within chromatin to transcriptional activation
(recently reviewed in ref. 12). Epigenetic regulation within T cells
has been studied in detail for individual genes (13, 14) and more
recently on the whole genome scale (15–17). These studies have
identified patterns of histone marks and DNA methylation that
differ across the genome between naïve, activated, and memory T
cells and correlate with patterns of gene expression.
DNA methylation on the cytosine of CpG dinucleotides in gene

promoter regions is associated with silencing gene expression.
Of the DNA methyltransferases, only DNA methyltransferase 3a
(DNMT3a) and 3b (DNMT3b) are capable of adding de novo CpG
methylation marks and thus may dynamically regulate gene silenc-
ing. We and others have previously shown that DNMT3a is the

dominant DNA methyltransferase active in T cells (18, 19). In
CD4+ T cells, DNMT3a plays a key role in lineage stability and
restricting plasticity. DNMT3a mediates CpG DNA methylation
and silencing of the Ifng promoter during Th2 differentiation
(20) and the Il13 promoter in an asthma model (19). In both of
these models, DNMT3a functions in CD4+ T cells to control the
stability, but not the acquisition, of the differentiated state.
Here we report a critical role for DNMT3a in effector CD8+

T-cell fate. Using T-cell–specific DNMT3a knockout (KO) models,
we found that DNMT3a was critical for restraining the number of
memory precursor effector cells and limiting long-term T-cell
memory. Interestingly, the effect of DNMT3a on memory pre-
cursor cells was observed at the early effector stage generated
within a few days of T-cell activation and was not due to altered
plasticity of more differentiated CD8+ T-cell subsets. Mechanisti-
cally, DNMT3a expression is necessary for methylation of the T cell
specific transcription factor 7 (Tcf7) gene promoter in early effector
cells to restrict the frequency of Tcf1hi memory precursor cells.

Results
DNMT3a Is Required for Normal CD127+KLRG1− Memory Precursor
Cell and CD127−KLRG1+ Terminal Effector Cell Differentiation Following
Viral Infection. To assess the role of DNMT3a in CD8+ T cells, we
used T-cell conditional DNMT3a KO mice generated as described
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below, referred to as DNMT3a KO mice and DNMT3a KO T cells
throughout the rest of this report. DNMT3a is deleted at or slightly
before the double positive stage or very late at the double positive
stage of T-cell thymic development in CD4-Cre (21) and distal Lck
(dLck)-Cre mice (22), respectively. Thus, in both models, peripheral
T cells lack DNMT3a in both CD4+ and CD8+ T cells. As described
previously, 6- to 8-wk-old T-cell conditional DNMT3a KOmice have
normal numbers of thymocytes and normal numbers of peripheral
CD4+ and CD8+ single positive T cells (18).
Three different acute viral infection models: recombinant vac-

cinia virus expressing ovalbumin (VacOva) (23), influenza (PR8
strain), and lymphocytic choriomeningitis virus (LCMV Arm-
strong strain), were used to assess the CD8+ T-cell virus-specific
responses in WT and DNMT3a KOmice. Mice were infected with
virus and immunodominant CD8+ T-cell responses were assessed by
MHC I viral epitope-tetramer staining: H-2Kb

–restricted Ova257–264,
H-2Db

–restricted influenza nucleoprotein366–374, and H-2Db
–

restricted LCMV gp33–41. At the peak of the CD8+ T-cell response
to each type of infection (VacOva = day 7, influenza and LCMV =
day 10), no significant differences in the absolute numbers of
CD8+-tetramer+ cells were noted between WT and DNMT3a KO
mice (Fig. 1A and Fig. S1A).
Strikingly, at the peak of the antiviral responses, we observed

significant differences in the phenotype of the antigen-specific ef-
fector cells with significantly fewer KLRG1+ terminal effector cells
(Fig. 1B) and increased CD127+KLRG1− memory precursor cells
(Fig. 1C) in the absence of DNMT3a. Independent of the type of
viral infection, the mice all showed the same pattern of differen-
tiation: an increased frequency of CD127+KLRG1− cells and a
decreased frequency of CD127−KLRG1+ cells in DNMT3a KO
mice compared with WT. The increased proportion of CD127+

KLRG1− memory precursor cells persisted during the contrac-
tion phase following LCMV infection (Fig. S1A) and was inde-
pendent of the tissue analyzed (Fig. S1B). Importantly, the
increased CD127+KLRG1− population in DNMT3a KO mice was
not explained by enhanced proliferation (as assessed by Ki-67 stain
and BrdU incorporation) (Fig. S2A) nor by differences in expres-
sion of pro- or antiapoptotic proteins (BIM and BCL-2) (Fig. S2B).
Also, the increase in the memory precursor population could not be
explained by a higher initial T-cell precursor frequency in DNMT3a
KO mice as assessed by tetramer-enrichment analysis (Fig. S2C).

Differentiation Effects Following Loss of DNMT3a Expression Are
Intrinsic to CD8+ T Cells. To determine whether the effects of
DNMT3a are intrinsic to CD8+ T cells, we performed adoptive
transfer experiments using T-cell receptor transgenic (TCR-Tg)
mice. OT1 (TCR specific for Ova257–264) DNMT3a KO CD8+

T cells were compared with Cre-negative littermate control WT
OT1 T cells following adoptive transfer into congenic WT mice.
We adoptively transferred 500 DNMT3a KO or WT OT1 T cells
to simulate the frequency of the endogenous T-cell repertoire (6)
and to avoid the nonphysiologic effects on effector differentiation
observed using transfer of large numbers of TCR-Tg T cells (5).
Following VacOva infection, there was no difference in absolute
number of DNMT3a KO OT1 T cells compared with WT OT1
T cells during early expansion (day 4), at the peak of T-cell ex-
pansion (day 8), and during the contraction phase (day 20) (Fig.
1D). However, a significantly greater proportion of the KO OT1
T cells were CD127+KLRG1− memory precursor cells and sig-
nificantly fewer were CD127−KLRG1+ terminal effector cells at
Day 8 and Day 20 (Fig. 1E). Conversely, when WT P14 TCR-Tg
cells (specific to LCMV gp33–41) were transferred into a WT or
DNTM3a KO host, the P14 effector/memory precursor balance
developed normally (Fig. 1F). Meanwhile, the endogenous host
CD8+ gp33–41-specific T cells in recipient DNMT3a KO mice
showed the consistent increase in the CD127+KLRG1− memory
precursor cells and decrease in the CD127−KLRG1+ terminal
effector cell population seen in the absence of WT P14 adoptive

transfer (Fig. 1F). Taken together, these data provide strong evi-
dence for a cell intrinsic effect of DNMT3a on effector/memory
precursor development.

DNMT3a KO Mice Clear Acute Infections and Have Evidence of
Improved CD8+ T-Cell Memory. As effector CD8+ T-cell differen-
tiation can be influenced by antigen load and inflammation, we
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Fig. 1. DNMT3a is required for normal CD127+KLRG1− memory precursor cell
versus CD127−KLRG1+ terminal effector cell differentiation. (A) Absolute
number of tetramer+CD8+ splenocytes in DNMT3a KO mice and WT littermates
after VacOva (day 7), influenza (day 10), or LCMV (day 10) infections. Bar graph
(mean ± SEM) compares WT (n = 4) and DNMT3a KO (n = 4) mice. (B) Sple-
nocytes from A were stained for KLRG1. Bar graphs (mean ± SEM) depict the
percent of tetramer+CD8+ that are KLRG1+. (C) Bar graphs (mean ± SEM) depict
populations defined by CD127 and KLRG1 surface staining gated on CD8+

Ova257–264-tetramer+ cells 7 d after VacOva infection (Left) or gp33–41-tetramer+

CD8+ T cells day 10 post-LCMV infection (Right) from WT (n = 4) and DNMT3a
KO (n = 4) mice. (D) Absolute numbers of splenic OT1 DNMT3aWT or KO T cells
recovered postinfection. Data points depict mean ± SD. WT (n = 4) and
DNMT3a KO (n = 4) OT1 for each time point. (E) Percent of CD127−KLRG1+

terminal effector cells (Left) and the percent of CD127+KLRG1− memory pre-
cursor cells (Right) gated on WT or DNMT3a KO OT1 T cells after adoptive
transfer and VacOva infection. Bar graphs (mean ± SEM) compare WT (n = 4)
and DNMT3a KO (n = 4) mice for each time point. (F) Adoptive transfer of WT
P14 CD8+ T cells into WT or DNMT3a KO congenic hosts followed by LCMV
infection. Host gp33–41-specific CD8+ T cells and P14 transferred cells were phe-
notyped 10 d after infection. Bar graphs (mean ± SEM) compare WT gp33–41-
specific host, DNMT3a KO gp33–41-specific host, WT P14 CD8+ T cells in WT host,
and WT P14 CD8+ T cells in DNMT3a KO host (n = 3 mice per group). All ex-
periments in A–F were performed at least three times with similar results. For all
panels, n.s. P > 0.05, *P < 0.05, **P < 0.01, ***P < 0.0005, ****P < 0.0001 (un-
paired two-tailed Student’s t test).
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determined whether DNMT3a deficiency affected CD8+ T-cell ef-
fector function and viral clearance. T-cell lytic function, measured by
in vivo cytotoxic T lymphocyte (CTL) assay 7 d after VacOva in-
fection, demonstrated no difference in specific target lysis between
WT and DNMT3a KO mice (Fig. S3A). Additionally, intranasal
influenza infection with a dose sublethal to WT mice resulted in no
differences in weight loss betweenWT and DNMT3a KOmice (Fig.
S3B) and elicited similar influenza NP366–374 peptide-specific cyto-
kine production from CD8+ T cells isolated from spleen and lungs
(Fig. S3C). Thus, loss of DNMT3a expression in T cells does not
significantly impair acute functional responses to viral infection.
We next determined if the increase of CD127+KLRG1− memory

precursor cells during the acute infection resulted in increased T-cell
memory responses. LCMV-infected WT and DNMT3a KO mice
were assessed for their CD8+ T-cell memory response 60 d after
infection. Indeed, DNMT3a KO mice had increased numbers of
gp33–41-specific CD8+ T cells compared with WT mice as assessed by
tetramer staining (Fig. 2A) and cytokine secretion (Fig. 2B). We also
compared endogenous spontaneous arising memory cells from aged
WT and KO mice that had not been subject to experimental in-
fection. Splenocytes from DNMT3a KO mice greater than 6 mo old
had a significantly greater proportion of CD8+ T cells with a central
memory phenotype compared with age-matched WT mice (Fig. 2C).
Together, these data show that DNMT3a-deficient T cells expand
normally, acquire effector function normally, but have a significant
enhancement of cells with a prememory phenotype at the expense of
those having a terminal effector phenotype.

DNMT3a Controls the CD127−KLRG1− Early Effector Cell Transition to
CD127+KLRG1− Memory Precursor Cells or CD127−KLRG1+ Terminal
Effector Cells. The primary factor regulating DNMT3a expression
in CD8+ T cells is TCR stimulation (18). CD8+ T cells have very
low DNMT3a expression in naïve cells with up-regulation upon
stimulation that peaks during early activation (Fig. S4). Based on
this expression pattern, we hypothesized that the predisposition
toward becoming a CD127+KLRG1− memory precursor cell
could be manifest early following activation in DNMT3a KO
mice. Upon activation, naïve CD8+ cells proceed from a CD127+

state to become early effector cells that are CD127−. Using OT1
adoptive transfer, day 4 early effector CD8+ T cells from both
WT and DNMT3a KO T cells equally down-regulate CD127 and
up-regulate CD44 (Fig. 3A). Thus, no difference in the transition
from naïve to early effector CD8+ T cells was noted between WT
and DNMT3a KO T cells.

Importantly, and in contrast to the role of DNMT3a in stabilizing
the phenotype and limiting the plasticity of CD4+ Th2 cells (20),
DNMT3a KO CD127−KLRG1+ terminal effector cells did not
show increased plasticity. Sorted gp33–41-specific CD127−KLRG1+

terminal effector cells from WT and DNMT3a KO mice 7 d post-
LCMV infection were adoptively transferred into timed-infected
recipient animals. There was no difference in the phenotype of WT
versus DNMT3a KO donor cells in recipient animals 1 wk after
transfer (Fig. 3B). Thus, DNMT3a is not required to maintain the
terminal effector phenotype of emerging CD8+ T cells.
Next, we reasoned that DNMT3a may exert its critical role in

CD127−KLRG1− early effector cells as they differentiate into either
CD127+KLRG1− memory precursor cells or CD127−KLRG1+

terminal effector cells (2, 3). To test this possibility, we sorted gp33–41-
specific CD127−KLRG1− early effector cells from day 6 LCMV-
infected WT or DNMT3a KO donor mice, adoptively transferred
them into synchronously infected host WT mice, and assessed their
differentiation in vivo 4 d later. The proportion of CD127+KLRG1−

memory precursor cells increased significantly with a commensurate
decrease in the CD127−KLRG1+ terminal effector cell pop-
ulation comparing DNMT3a KO T cells to WT T cells (Fig.
3C). These experiments demonstrate a critical function of
DNMT3a in regulating the transition from CD127−KLRG1− early
effector cells to CD127+KLRG1− memory precursor cells or
CD127−KLRG1+ terminal effector cells.
Many transcription factors have functions in the generation of

memory precursor or terminal effector CD8+ T cells, including
Id2, Id3, Tcf1, Tbet, Eomes, Blimp1, Zeb2, Bcl6, Irf4, Batf, Gfi1,
and Foxo1 (24–26). We sorted CD127−KLRG1− early effector
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infected mice. Bar graphs (mean ± SEM) compare WT (n = 4) and DNMT3a KO
(n = 4) mice. (C) Splenocytes from 6-mo-old littermate WT or DNMT3a KO
mice were stained for markers of central memory T cells. Representative plots
of CD62L versus CD44 are gated on CD8+ T cells. Bar graph (mean ± SEM)
compares WT (n = 9) and DNMT3a KO (n = 13) mice. All experiments in A–C
were performed three times with similar results. For all panels, *P < 0.05, **P <
0.01, ****P < 0.0001 (unpaired two-tailed Student’s t test).
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cells from VacOva- and LCMV-infected WT and DNMT3a KO
mice and assessed expression of these transcription factors using
nanoString, quantitative PCR (qPCR), and/or flow cytometry. A
small 1.6-fold increase in Eomes protein expression was noted by
flow cytometry in WT T cells (Fig. S5C), but this was not related
to differences in Eomes transcription between WT and DNMT3a
KO T cells. We observed no other significant differences in ex-
pression among the T-cell transcription factors we examined
(Fig. S5). As IL-2 signaling can impact CD127−KLRG1+ ter-
minal effector cell differentiation (10, 27), we also measured
Il2ra transcript expression and saw no difference between WT and
DNMT3a KO T cells (Fig. S5B). A broader analysis of 547 im-
mune-related genes using nanoString technology resulted in
18 genes with significantly different expression; however, 17 of
these were less than 2-fold different. Only CD79b had 2.47-fold
higher expression in DNMT3a KO T cells (Dataset S1). These
findings indicate DNMT3a expression is dispensable for early
signaling-related changes in transcription following T-cell ac-
tivation. It also suggests a model where DNA methylation
mediated by DNMT3a and generated as a result of early sig-
naling influences later time points in the differentiation of ef-
fector and memory CD8+ T cells.
Seeking insight into the genes potentially regulated by DNMT3a-

mediated DNA methylation, we performed a whole genome
methylation analysis using methyl-CpG binding domain sequencing
(MBD-seq). This uses recombinant MBD protein to selectively
enrich for genomic DNA fragments containing methylcytosine and
identifies them using high throughput sequencing (28). Methylation
analysis was performed on four sorted populations of CD8+ OT1
T cells: naïve CD62L+CD44− OT1 cells from WT and DNMT3a
KO mice and activated WT and DNMT3a KO OT1 cells isolated
8 d after adoptive transfer and VacOva infection. We identified
between 86,988 and 95,051 regions of genomic DNAmethylation in
each sample; however, the vast majority of these were common to
all samples. We filtered the list to include methylation sites present
only in WT day 8 T cells but not in WT naïve, DNMT3a KO naïve,
or DNMT3a KO day 8 T cells, thus, leaving only activation-induced,
DNMT3a-dependent de novo methylation sites. This filtering yielded
8,600 regions (Dataset S2), including 1,134 regions in gene pro-
moters (defined as within 5 kb upstream or 2 kb downstream of
transcription start sites) (Dataset S3). We examined the intersection
of this subset with a list of genes whose expression is acutely down-
regulated with T-cell activation (4); a short list of 19 genes with
expression potentially inhibited by gene promoter DNAmethylation
was identified. Notably this list includes the critical T-cell memory
gene Tcf7 (Dataset S4).

DNMT3a Establishes a CpG DNA Methylation “Signature” of Terminal
Effector Cells During the Early Effector Cell Stage in the Tcf7 Promoter.
As shown above, the initial transcriptional regulation of key
regulators of CD127−KLRG1− early effector cell differentiation
is not dependent on DNMT3a. However, we hypothesized that
DNMT3a-mediated methylation of some genes suppressed during
early activation may be critical to prevent their reexpression, which
could shape the cell’s capacity to acquire a terminal effector phe-
notype. Tcf7, which encodes the Tcf1 protein, has high expression in
naïve CD8+ T cells and drops quickly following activation, resulting
in low Tcf1 expression in CD127−KLRG1+ terminal effector cells
(29, 30). Memory T cells regain high expression of Tcf1, similar to
naïve T cells (11). Furthermore, T cells lacking all Tcf1 expression
are impaired in memory T-cell differentiation (11, 31, 32). Based on
our MBD-seq results (Fig. 4A), we hypothesized that the Tcf7 gene
is one of the targets of selective de novo DNA methylation in early
effector T cells. Defective Tcf7 silencing in DNMT3a KO CD8+

T cells could generate more CD127+KLRG1− memory precursor
cells with fewer CD127−KLRG1+ terminal effector cells.
Consistent with defective Tcf7 silencing, experiments showed

increased Tcf7 transcript in sorted Ova257–264-tetramer+ T cells

from DNMT3a KO mice 8 d after VacOva infection compared
with those from WT mice (Fig. 4B). Next, we demonstrated
DNMT3a localization to the Tcf7 promoter by ChIP following
T-cell activation. DNMT3a was not bound to the Tcf7 promoter
region in naïve WT or DNMT3a KO T cells but binding was seen
in activated WT but not in activated DNMT3a KO CD8+ T cells
(Fig. 4C). No enrichment of DNMT3a was observed at the highly
expressed Gapdh gene promoter. To determine if DNMT3a is
functional at the Tcf7 promoter in the activated WT CD8+

T cells, we compared CpG methylation in the Tcf7 promoter
via bisulfite sequencing from sorted WT and DNMT3a KO T-cell
populations: CD62L+CD44− naïve, CD62L+CD44+ central mem-
ory (both of which have high Tcf1 expression), CD127−KLRG1−

early effector cells (mix of high and low Tcf1 expression), and
CD127−KLRG1+ terminal effector cells (low Tcf1 expression)
isolated 6 d post-VacOva infection. Very few CD127+KLRG1−

memory precursor cells are present at this time following infection.
Minimal CpG DNA methylation was observed in both naïve and
central memory CD8+ T cells from WT or DNMT3a KO mice,
correlating with high Tcf1 expression in these populations. In contrast,
WT CD127−KLRG1− early effector cells and WT CD127−KLRG1+

terminal effector cells showed significantly increased Tcf7
promoter CpG methylation compared with naïve T cells or
DNMT3a KO T cells (Fig. 4D). The increased Tcf7 promoter
methylation inversely correlates with Tcf1 protein expression in
CD8+ T cells. Notably, after OT1 transfer and VacOva in-
fection, DNMT3a KO CD8+ T cells have a smaller proportion
of cells that are Tcf1loKLRG1+ compared with WT (Fig. 4E).
In addition, knockdown of Tcf7 expression using lentivirus ex-
pressing shRNA (Fig. S6) in activated DNMT3a KO OT1 T cells
or in DNMT3a KO P14 T cells partially reverted their phenotype,
resulting in an increased percentage of CD127−KLRG1+ terminal
effector cells following adoptive transfer and either VacOva or
LCMV infection, respectively (Fig. 4F). These data provide strong
evidence that DNMT3a mediates a de novo methylation signature
in a key memory-associated gene during the CD127−KLRG1−

early effector cell stage, and that such a signature persists in ter-
minal effector cells but is not present in memory T cells.

Discussion
We have sought to determine the role DNMT3a-mediated de novo
methylation plays in CD8+ T cells following activation and during
differentiation. Our findings support a model where DNMT3a
expression peaks early following CD8+ T-cell activation and es-
tablishes de novo CpG methylation in gene regulatory regions that
influence cell fate decisions. Whereas this de novo methylation
does not appear to control early changes in expression of key
transcription factors, it does contribute to later transcription factor
expression patterns that influence the proportion of CD8+ T cells
destined to become CD127+KLRG1− memory precursor cells or
CD127−KLRG1+ terminal effector cells. This process is illustrated
by the DNMT3a-mediated de novo methylation of the Tcf7 pro-
moter during the early effector cell stage. DNMT3a establishes
a methylation signature found in terminal effector cells which
maintain low Tcf1 expression and is not found in memory T cells
that reexpress Tcf1 at high levels. The resulting phenotype is
consistent across three different models of viral infection and in
experiments performed independently in two different laboratories.
In contrast to the role of DNMT3a reported for CD4+ T cells

(19, 20), we did not find evidence of increased plasticity or in-
stability of cell phenotype in differentiated CD8+ T cells. We and
others have shown that DNMT3a is required to stably silence
expression of cytokines with polarized expression such as IFN-γ
in CD4+ Th2 cells and IL-13 in Th1 cells (19, 20). Whereas not
specifically attributed to DNMT3a, differential methylation patterns
are also observed between CD4+ naïve and CD4+Th17 T cells at the
Il17a locus (33). These features in CD4+ T cells suggest DNMT3a’s
role is to maintain polarization/differentiation established via other
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epigenetic mechanisms, e.g., histone modifications. In the experi-
ments we report here with CD8+ T cells, DNMT3a expression is
required to develop normal proportions of effector and memory
precursor phenotypes. However, when DNMT3a KO T cells dif-
ferentiate into terminal effector cells, their fate appears to be “locked
in” based on our adoptive transfer experiments. Interestingly, the
DNMT3a-mediated effects localize to the early effector cell stage
when CD8+ T cells remain susceptible to alteration of their potential
fates depending on their current inflammatory milieu (2).
Whereas our data provide important insights into the role

DNMT3a plays in the CD8+ T-cell differentiation process, other
epigenetic regulatory mechanisms appear to function normally in
the DNMT3a KO T cells. The paucity of gene expression differ-
ences between WT and DNMT3a KO early effector cells supports
this, as does the ability of DNMT3a KO T cells to generate some
(although fewer) CD127−KLRG1+ terminal effector cells. Our
observations are consistent with a mechanism described in other cell
types in which histone modifications are established first, followed
by DNA methylation (34). How the processes of DNA methylation
and repressive histone modifications are linked in T cells remains a
subject of active investigation.
We detail an epigenetic signature established by DNTM3a in

the Tcf7 promoter. Scharer et al. reported global methylation
patterns observed in CD8+ T cells comparing naïve and day 8 ef-
fector T cells (17). Our data provide strong evidence that DNMT3a
mediates these de novo methylation changes in T cells. Their

extensive analysis indicates multiple genes that are modified by
methylation following activation, one of which was Tcf7. We fo-
cused our analysis by restricting target genes to those undergoing
de novo promoter DNA methylation following activation, however
we expect that many other gene targets are regulated by de novo
DNA methylation in nonpromoter regions such as intragenic en-
hancers. Analysis of such targets is ongoing.
Finally, little is known in T cells about what targets DNMT3a

to regions of DNA that become de novo methylated. As key
genes such as Tcf7 appear to be regulated in part by DNA CpG
methylation, we hypothesize that transcriptional repressors may
complex with DNMT3a directly or indirectly to target its activity
to specific genes. One possible binding partner is G9a (Ehmt2),
which catalyzes the repressive H3K9me2 histone mark and has
been shown to complex with DNMT3a in stem cells and direct
DNA de novo methylation (34). G9a has also been shown to
complex with transcriptional repressors in T cells—specifically
Blimp1 (35) and Gfi1 (36) along with other epigenetic-modifying
enzymes such as HDAC1. As described by Scharer et al. (17),
particular transcription factor motifs are also more frequently
found in methylated regions of DNA in CD8+ T cells. It remains
to be shown if any such transcription factors directly form
complexes with DNMT3a and the DNA methylation machinery
following T-cell activation, as has been suggested by in vitro studies
of recombinant DNMT3a (37).
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Fig. 4. DNMT3a establishes a CpG DNA methylation signature of terminal effector cells during the early effector cell stage in the Tcf7 promoter. (A) Tracks
depicting MBD-seq reads from indicated samples are plotted at the Tcf7 promoter in the University of California Santa Cruz genome browser. A region of differential
methylation is indicated below the Tcf7 promoter as a horizontal bar. (B) Relative qPCR expression of Tcf7 transcripts from sorted Ova257–264-specific CD8

+ T cells post
VacOva infection. Bar graphs (mean ± SEM) show the relative expression (normalized to 18s RNA expression) from individual mice (n = 4 per group). This experiment
was performed three times with similar results. (C) ChIP of DNMT3a from WT or DNMT3a KO CD8+ T cells that were freshly isolated naïve cells or activated 72 h
in vitro. Bar graphs (mean ± SD) compare WT and DNMT3a KO, naïve and 72-h stimulated samples (n = 3 replicates per qPCR) and depict fold-enrichment compared
with control IP for indicated gene targets. The experiment was performed three times with similar results. (D) Tcf7 promoter methylation determined by bisulfite
sequencing in sorted polyclonal naïve and central memory CD8+ T cells and day 6 post-VacOva CD127−KLRG1− and CD127−KLRG1+ CD8+ WT or DNMT3a KO OT1
T cells. Bar graphs depict fraction of alleles with indicated frequency of methylated CpG sites of the 18 possible per clone. Number of unique alleles sequenced per
sample was between 15 and 33. Distributions were compared by Mann–Whitney test. ***P < 0.0005, ****P < 0.0001. The experiment was performed two times with
similar results. (E) Representative plots of KLRG1 surface and Tcf1 intracellular staining of adoptively transferredWT or DNMT3a KOOT1 CD8+ T cells 10 d post-VacOva
infection. Numbers indicate percentage in each quadrant. (Right) Bar graphs (mean ± SEM) compare WT (n = 4) and DNMT3a KO (n = 4). The experiment was
performed three times with similar results. (F) Normalized frequency of CD127−KLRG1+ DNMT3a KO OT1 T cells (%CD127−KLRG1+/mean of control % CD127−KLRG1+

from an individual experiment) transduced with the indicated lentivirus constructs 7 d after adoptive transfer into recipients infected with VacOva. Normalized
frequencies from individual mice, mean, and SD are shown; control (n = 15) and Tcf7 shRNA (n = 13) are pooled from three independent experiments (Left). Frequency
of CD127−KLRG1+ WT or DNMT3a KO P14 T cells transduced with the indicated lentivirus constructs 7 d after adoptive transfer into recipients infected with LCMV
(Right). *P < 0.05, **P < 0.01 (unpaired two-tailed Student’s t test).
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In summary, our work provides important first insights into the
role of DNMT3a in mediating key differentiation pathways in CD8+

T cells following activation. Specifically, DNA methylation events
occur during the early effector cell stage and influence the forma-
tion of daughter memory precursor or terminal effector cells. This
effect on CD8+ T-cell differentiation contrasts with its reported role
in CD4+ T cells where loss of DNMT3a expression results in more
plasticity in polarized populations. An important area of inquiry for
the future is to identify mechanisms that target DNMT3a to par-
ticular genomic locations in response to T-cell activation.

Materials and Methods
Mice. All mouse experiments were performed according to protocols ap-
proved by the Institutional Animal Care and Use Committees of Johns
Hopkins University (Baltimore) and Cincinnati Children’s Hospital Research
Foundation (Cincinnati, OH). Detailed mouse strain information is provided
in SI Materials and Methods.

Flow Cytometry. Cell processing techniques and a complete list of antibodies
used for staining is provided in SI Materials and Methods.

Gene Expression Analysis. Specified T-cell populations from individual mice
were directly sorted into RLT lysis buffer (Qiagen) for subsequent RNA pu-
rification. Purified RNA was converted to cDNA and analyzed using qPCR
with specified Taqman primer/probe sets (Applied Biosystems). Additional
experimental details are provided in SI Materials and Methods.

ChIP Analysis. DNMT3a ChIP was performed as previously described (20).
Primer sequences are provided in SI Materials and Methods.

DNA Methylation Analysis. Samples used for MBD-seq were processed as
previously described (38) with additional experimental details in SI Materials
and Methods. For bisulfite sequencing, DNA was bisulfite treated using the
EpiTect bisulfite kit (Qiagen). Bisulfite-specific primer sequences are pro-
vided in SI Materials and Methods. The PCR product was purified and cloned
using TOPO TA cloning vector kit (Life Technologies). Sequences of 30–40
individual clones per sample were compared with published genomic se-
quence using BiQAnalyzer (39). Only unique clones were retained for
final analysis.

Statistical Analysis. Data were analyzed using GraphPad Prism software.
Student’s t test was used to compare WT and DNMT3a populations. The
Mann–Whitney test was used to compare CpG methylation data.
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SI Materials and Methods
Mice.Wild-type C57BL/6 mice were purchased from The Jackson
Laboratory. DNMT3a2loxp/2loxp mice (generously provided by E. Li;
Novartis Pharmaceuticals, Basel, Switzerland) were backcrossed
more than 12 generations with C57BL/6 mice. C57BL/6 T-cell
conditional DNMT3a KO mice (18) were generated by crossing
homozygous DNMT3a2loxp/2loxp mice with C57BL/6 mice expressing
Cre-recombinase under the control of the CD4 promoter (21) or
the dLck promoter (22) (The Jackson Laboratory). Experiments
compare littermate Cre-negative WT mice with Cre-positive
DNMT3a KO mice. Thy1.1+ C57BL/6 TCR transgenic mice ex-
pressing the OT1 TCR (specific to the H-2Kb-restricted Ova257–264
peptide from chicken ovalbumin, The Jackson Laboratory) or
CD45.2 C57BL/6 mice expressing the P14 TCR (specific to the
H-2Db-restricted LCMV gp33–41 peptide, a gift fromMichael Jordan,
Cincinnati Children’s Research Foundation, Cincinnati, OH) were
crossed with the DNMT3a KO mice.

Viral Infection Models.Ova-expressing vaccinia virus (VacOva) is a
recombinant attenuated vaccinia virus strain expressing full-
length chicken ovalbumin (23) given in a dose of 106 pfu i.v. by
retroorbital injection. Mice infected with lymphocytic chorio-
meningitis virus (LCMV Armstrong strain) were administered
2 × 105 pfu intraperitoneally. Influenza-infected mice were
given intranasal inoculation with 5 × 104 egg-infective dose in-
fluenza strain PR8 (Charles River). Mice were weighed daily and
killed if weight loss was >30% of baseline.

Flow Cytometry. Single cell suspensions were made from spleens
by mechanical disruption through a 70-μm cell filter. Single cells
from lungs were obtained by perfusing lungs with 10 mL of
HBSS, harvesting lungs and digesting for 30 min with Collage-
nase IV (Roche)/DNase (Roche) digest solution. Cells were in-
cubated with anti-mouse CD16/CD32 to block Fc receptors
(eBioscience) and viability stain was performed using eFluor 780
fixable live/dead stain (eBioscience). Antibodies specific to the
following antigens were used for cell surface staining: (from
BD Biosciences) CD44 (clone IM7), CD62L (clone MEL-14),
Thy1.1 (clone HIS51), CD45.2 (clone 104), CD45.1 (clone A20),
and CD122 (clone TM-β1); (from eBioscience) CD127 (clone
A7R34), KLRG1 (clone 2F1); and (from BioLegend) CD8α
(clone 53–6.7). Intracellular staining used TNF-α (clone MP6-
XT22; BD Biosciences), IFN-γ (clone XMG1.2; BD Biosci-
ences), BIM (clone C34C5; Cell Signaling Technology), BCL-2
(grown in-house), Ki-67 (clone SolA15; eBioscience), DNMT3a
(H-295; Santa Cruz Biotechnology), TCF1 (clone C63D9; Cell
Signaling Technology), Id2 (polyclonal ab85990; Abcam), Id3
(clone D16D10; Cell Signaling Technology), Bcl-6 (clone K112-
91; BD Biosciences), Irf4 (clone 3E4; eBioscience), Foxo1 (clone
C29H4; Cell Signaling Technology), Tbet (clone 4B10; BioL-
egend), Eomes (clone Dan11mag; eBioscience), and Blimp1
(clone C14A4; Cell Signaling Technology). Goat anti-rabbit IgG
Alexa Fluor 488 (Life Technologies) was used as secondary an-
tibody to stain for DNMT3a and TCF1. In vivo proliferation
was assessed by first staining cells with the proliferation dye
eFluor 450 (eBiosciences). MHC I tetramer staining was per-
formed using streptavidin-conjugated H-2Kb-Ova257–264 (MBL
International), H-2Db-influenza nucleoprotein366–374 (NIH Tet-
ramer Core), and H-2Db-LCMV gp33–41 (produced in-house).
Intracellular cytokine staining was performed using the Fixation/
Permeabilization Solution Kit (BD Biosciences). Intracellular pro-
tein stain was performed using the Foxp3/Transcription Factor

staining buffer set (eBiosciences). Naïve and memory T-cell pop-
ulations were defined as: naïve (CD8+CD62L+CD44−CD127+),
central memory (CD8+CD62L+CD44+CD122+), and effector
memory (CD8+CD62L−CD44+). Data were acquired using a BD
LSR2 or BD Fortessa multicolor flow cytometer. Data were
analyzed using FACSDiva (BD Biosciences) and FloJo software.

Functional Studies. For in vivo CTL assay, congenic Thy1.2 sple-
nocytes were isolated and incubated with the H-2Kb-restricted
Ova257–264 peptide or no peptide. After incubation, peptide-
pulsed splenocytes were differentially labeled with the eFluor
450 dye (eFluor450lo cells = Ova257–264 peptide-pulsed, eFluo-
r450hi cells = no peptide control) and injected into control or
VacOva-infected mice. After 8 h, mice were killed and analyzed
by flow cytometry collecting >5,000 eFluor 450hi cells. The per-
cent-specific lysis was calculated using the following formula: %
specific lysis = 1 − [rnaive/rinfected] × 100 where r = (% eFluor450lo

cells) ÷ (% eFluor450hi cells). Peptide-specific in vitro cytokine
production was assessed following a 4- to 6-h incubation of iso-
lated immune cells with designated peptides in the presence of
brefeldin A (BD Biosciences).

Tetramer Enrichment of Naïve T Cells. The 3 × 108 splenocytes
from pooled WT or DNMT3a KO mice (n = 5–6 per group)
were Fc blocked and stained with PE-conjugated H-2Db-LCMV
gp33–41-tetramer for 60 min at 4 °C. Cells were washed and stained
with anti-PE coupled MACS MicroBeads (Miltenyi Biotec) for
30 min with occasional shaking at 4 °C. Cells were then washed and
the tetramer-bound cells enriched on a magnetized MACS column
(Miltenyi Biotec). After elution of the positive fraction from the
column, cells were stained for markers used to enhance gating of
tetramer+ CD8+ T cells (CD8 and CD3 as a positive gate; B220,
CD4, CD11b, and CD11c to exclude false positives), and to de-
termine activation status (CD44, CD49d, CD122, and Ly6C). A
total of 6 million events per group were collected by flow cytometry.
Total tetramer+ cells per spleen were extrapolated based on initial
cell counts.

Primer Sequences. For ChIP experiments: primers used for
SYBR Green quantitative PCR were Gapdh primers: forward
5′-CCTATCAGTTCGGAGCCCA-3′, reverse 5′-GCCCTG-
CTTATCCAGTCCTA and Tcf7 primers: forward 5′-CTGGC-
GGAGGATCAAAGAGA-3′, reverse 5′-AGGGCGCTGA-
TAGGATCTGA-3′.
For DNA quantitation, a standard curve was generated by

dilution of standardized purified mouse DNA.
For bisulfite sequencing, a 345-bp region of the Tcf7 pro-

moter containing 18 CpG motifs located 950 bp proximal to
the transcription start site was amplified by PCR using the
following bisulfite-treated DNA primers: forward 5′-GTA-
AGGTTTGGTTTTTTTGATTTTT-3′, reverse 5′-TCTTCAA-
TAACATCTCCTTAACACC-3′.

The nanoString Gene Expression Analysis. RNA was purified from
individual mice that had received WT or DNMT3a KO T-cells
before infection (n = 3 per group). Purified RNA was checked
for purity and quality and all samples had RNA integrity number
(RIN) score of >9.5. RNA was hybridized and data acquired for
gene expression using the nanoString nCounter mouse immu-
nology code set by the Johns Hopkins Deep Sequencing and
Microarray Core Facility. Expression data were analyzed using
nSolver v2.6 software available from nanoString. Data were
normalized by using as a correction factor of the geometric mean
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of the top 100 expressed genes. Genes whose expression was
below 15 counts were not included in downstream analysis.

Gene Expression Analysis by qPCR. Purified RNA was converted to
cDNA using the SuperScript III Reverse Transcriptase (Thermo-
Fisher Scientific). qPCRwas performed by standard techniques with
specified Taqman primer/probe sets (Applied Biosystems). We
quantified relative gene expression levels standardized to expression
levels of Hprt in each sample using the ΔCT method.

MBD-Seq Data and Analysis. Splenocytes from DNMT3a WT and
KO OT1 mice were stained for CD8, CD62L, and CD44 and
naïve cells were sorted as CD8+CD62LhighCD44low. DNMT3a
WT and KO OT1 cells were isolated 8 d after adoptive transfer
and VacOva infection in WT Thy1.2 congenic hosts by staining
splenocytes and flow sorting for CD8+Thy1.1+ cells. Genomic
DNA was isolated from sorted T cells using the DNEasy kit
(Qiagen) and submitted for MBD-seq analysis by the Next
Generation Sequencing Center at the Sidney Kimmel Compre-
hensive Cancer Center at Johns Hopkins University. Details of
the protocol have been previously published (38). DNA libraries
were constructed using the NEBNext DNA Library Prep Set
(New England Biolabs). Methylated regions were affinity enriched
using 6xHis-MBD2-MBD protein immobilized on magnetic beads.
The methylation-enriched fraction was amplified using 10–12 cycles
using the NEBNext amplification module, and a nonenriched input
fraction underwent 4–6 cycles of amplification. Samples were se-
quenced using a 5500xl Wildfire Genetic Analyzer. XSQ Tools was
used to convert XSQ to CSFASTA+QUAL files using default
parameters. SOLiD BioScope Software (Applied Biosystems) was
used to align sequences to the mouse mm9 reference genome using
default parameters. MACS-1.4.1 was used to identify peaks of
methylation comparing sequence reads from enriched versus
input libraries using the default P < 10−5 as a cutoff. BEDTools
as implemented in the Galaxy platform was used to filter MACS
peaks unique to the WT day 8 samples using the intersect
function (Dataset S2). BEDTools intersect was also used to de-
termine MACS peaks found in gene promoter regions (Dataset
S3) using promoter genomic coordinates downloaded from Uni-
versity of California Santa Cruz genome browser and expanded
5,000 bp upstream and 2,000 bp downstream of transcription start
sites using the slop function in BEDTools.

Published Gene Expression Data to Determine Down-Regulated
Genes. We analyzed the gene expression data previously pub-
lished by Sarkar et al. (4), which is publically available in the GEO

Database, series GSE10239. We compared expression between
CD8 P14 naïve cells 1 and 2 (GSM257826 and GSM257827)
and CD8 P14 d 4.5 postinfection KLRG1 Intermediate (Int)-sorted
cells 1, 2, and 3 (GSM257832, GSM257833, and GSM257834).
In the publication, the KLRG1 Int cells are analogous to the
CD127−KLRG1− early effector cells we are describing. The gene list
was sorted based on genes whose expression was down-regulated
more than threefold from naïve cells to the day 4.5 cells. A total of
576 genes fit these criteria. This gene list was used to determine the
19 genes whose expression was down-regulated in CD127−KLRG1−

early effector cells and whose promoter was de novo methylated
(Dataset S4).

Tcf7 Knockdown by Lentiviral Transduction of T Cells with Tcf7 shRNA.
The pLKO.1 plasmid construct containing shRNA construct
TRCN0000012678 targeting Tcf7 generated by the Broad Institute’s
Genetic Perturbation Program was obtained from the Johns
Hopkins University ChemCORE. It encodes the hairpin sequence
5′-CCGG-GCCACAAGTCTAAACAATAAT-CTCGAG-ATTA-
TTGTTTAGACTTGTGGC-TTTTT-3′, which target the 3′-UTR
of the Tcf7 transcript under the control of the hU6 promoter. We
replaced the puromycin resistance gene in the plasmid with GFP
to facilitate isolating T cells transduced with the lentivirus by
FACS sorting. A control vector encoded GFP and a stuffer se-
quence driven by the hU6 promoter. Lentivirus was produced
using 293T cells (ATCC) cotransfected with the pLKO.1 shRNA
plasmid, the lentiviral packaging plasmid pCMV-deltaR8.91, and
envelope plasmid pMD2.G using Lipofectamine 2000 (Life
Technologies). Cell culture media containing lentiviral particles
were collected at 24 and 48 h, pooled, and stored at −80 °C.
Viral titers were calculated following spinfection of diluted
aliquots onto cultured 293T cells and measuring the frequency
of GFP+ cells by flow cytometry.
In vivo-activated T cells for transduction were obtained by

isolating CD8+ T cells using the Miltenyi mouse CD8 negative
isolation kit from the spleens and lymph nodes of OT1 or P14
TCR-Tg mice that were infected with VacOva or LCMV 48 h
before harvest. CD8+ T cells were spinfected with lentivirus at a
goal multiplicity of infection of 6, according to standard proce-
dures including polybrene and IL-2 and IL-12 (for OT1 T cells)
or IL-2 alone (for P14 cells). At 48 h after transduction, GFP+

cells were sorted and 10,000–30,000 cells were transferred into
congenic virus-infected hosts. By gating on congenic markers,
transferred cells were analyzed for CD127 and KLRG1 expres-
sion 7 d after adoptive transfer.
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Fig. S1. Differences in CD127+KLRG1− memory precursor cell versus CD127−KLRG1+ terminal effector cell differentiation persist throughout the contraction
phase of the immune response and are independent of the tissue examined. Cohorts of WT and DNMT3a KO mice were infected with LCMV and killed at
different times as indicated and antigen-specific T cells identified by gp33–41-tetramer staining. (A) Analysis of splenocytes on different days postinfection. (Left)
Absolute number of antigen-specific T cells per spleen (each data point = mean ± SD). (Center) Percent of CD127−KLRG1+ antigen-specific CD8+ terminal
effector cells. (Right) Percent of CD127+KLRG1− antigen-specific CD8+ memory precursor cells versus time postinfection. Bar graphs (mean ± SEM) compare WT
(n = 4) and DNMT3a KO (n = 4) mice for each time point. The experiment was performed three times with similar results. (B) Different tissues were isolated and
stained independently from mice killed day 10 postinfection. (Left) Percent of CD127−KLRG1+ antigen-specific CD8+ terminal effector cells. (Right) Percent
of CD127+KLRG1− antigen-specific CD8+ memory precursor cells in each tissue. Bar graphs (mean ± SEM) compare WT (n = 3) and DNMT3a KO (n = 3) mice.
This experiment was performed three times with similar results. For all panels, *P < 0.05, **P < 0.01, ***P < 0.0005, ****P < 0.0001 (unpaired two-tailed
Student’s t test).
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Fig. S2. DNMT3a loss does not affect CD8+ T-cell proliferation, survival, or precursor frequency. (A and B) WT or DNMT3a KO littermate mice were infected with
LCMV and splenocytes were isolated 6 d later. Some mice were administered BrdU in their drinking water for 1 d before being killed. Antigen-specific gp33–41-
specific CD8+ T cells were detected by H-2Db gp33–41-tetramer and surface stained for CD127 and KLRG1 along with intracellular Ki67 (A, Left) and anti-BrdU (A,
Right), BIM (B, Left), or BCL2 (B, Right). All bar graphs display mean ± SEM, n = 4 mice per group. No differences are statistically significant. This experiment was
performed three times with similar results. (C) Naïve gp33–41-specific CD8

+ T-cell number before LCMV infection was determined by staining pooled lymphocytes
from the spleens and lymph nodes of naïve WT or DNMT3a KO mice with H-2Db gp33–41-tetramer-PE. Tetramer+ T cells were enriched by magnetic separation
following incubation with anti-PE microbeads. No increase in number of naïve gp33–41-specific CD8

+ T cells was seen in DNMT3a KO mice.
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Fig. S3. DNMT3a expression is dispensable for acute CD8+ T-cell function in response to viral infection. (A) Cohorts of DNMT3a WT or KO mice were infected
with VacOva and T-cell lytic function was measured 7 d later by in vivo lysis of adoptively transferred eFluor 450high-labeled Ova257–264-pulsed splenocytes and
eFluor 450low-labeled control splenocytes. Bar graph (mean ± SEM) compares specific lysis in WT (n = 10) and DNMT3a KO (n = 6) mice. This experiment was
performed three times with similar results. (B) WT and DNMT3a KO mice were infected with influenza PR8 intranasally and followed for weight loss and
survival. Mean ± SEM weight versus day postinfection is shown. This experiment was performed two times with similar results. (C) Cytokine production (mean ±
SEM) 10 d postinfluenza PR8 infection from lung-resident lymphocytes measured by intracellular cytokine staining 6 h after stimulation with T2-Db cells
presenting NP366–374-peptide. N = 5 mice per group. This experiment was performed three times with similar results. n.s. = P > 0.05 (unpaired two-tailed
Student’s t test).
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Fig. S4. Kinetics of DNMT3a expression after activation. WT OT1 CD8+ T cells were adoptively transferred into congenic hosts. Splenocytes were isolated 3 or
6 d after infection with VacOva. Representative plots are gated on CD8+Thy1.1+ T cells from uninfected (Left) or VacOva-infected (Middle and Right) mice. MFI,
DNMT3a mean fluorescence intensity in transferred OT1 T cells that were either naïve and undivided, in the third division 3 d postinfection, or had undergone
multiple divisions 6 d postinfection. n = 3 mice per group. This experiment was performed three times with similar results.
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Fig. S5. DNMT3a loss does not affect CD8+ early effector cell expression of critical transcription factors or IL2ra. Expression of indicated transcription
factors/key genes was measured by: (A) Quantitative PCR of cDNA from adoptively transferred OT1 DNMT3a WT and KO early effector cells sorted 4 d after
VacOVA infection, normalized to Hprt expression. Bar graphs show the mean ± SD of expression from cells sorted from individual mice. (WT n = 10, DNMT3a
KO n = 9 individual mice). No significant differences were seen between the groups. (B) Nanostring analysis of RNA from adoptively transferred WT and
DNMT3a KO OT1 early effector cells sorted 4 d after VacOva infection (mean ± SD, n = 3 individual mice per group). No signficant differences were observed
between the groups. (C) Flow cytometry gated on CD8+ gp33–41-specific CD127

−KLRG1− early effector cells from WT and DNMT3a KO mice 5 d following LCMV
infection. Indicated proteins were detected by intracellular staining after fixation and permeabilization. (MFI ± SEM, n = 3 mice per group). *P < 0.05.
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Fig. S6. Tcf7 shRNA specifically decreases expression of Tcf1 protein and Tcf7 mRNA. (A) The murine lymphoma line EL4, which constitutively expresses high
levels of Tcf1 protein, was transduced with control lentivirus or lentivirus expressing Tcf7 shRNA. Transduced GFP+ cells were isolated by FACS sorting and
whole cell lysates were prepared, separated by SDS/PAGE, and transferred to PVDF membranes. Tcf1 expression was detected by Western blot, and then the
membrane was stripped and reprobed to measure Actin expression. One of three experimental replicates with representative results is shown. (B) DNMT3a KO
OT1 T cells were activated in vivo by VacOva infection, isolated after 48 h, and transduced with control or Tcf7 shRNA expressing lentivirus in vitro. GFP+

transduced cells were isolated by FACS sorting after 48 h and RNA was extracted and converted to cDNA. Expression of Hprt and Tcf7 transcripts was measured
by Taqman qPCR using 18S RNA expression to normalize input. Target gene expression is normalized to that of control transduced cells. Plots depict mean ± SD
of triplicate technical replicates.
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