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ABSTRACT

The NF-kB transcription factor c-Rel is a critical regulator of regulatory T cell (Treg) ontogeny,
controlling multiple points of the stepwise developmental pathway. Here, we found that the
thymic Treg development defect in c-Rel-deficient (cRel”") mice is quantitative not qualitative
based on analyses of T cell receptor (TCR) repertoire and TCR signalling strength. However,
these parameters were altered in the thymic Treg-precursor population, which is also markedly
diminished in cRel”~ mice. Moreover, c-Rel governs the transcriptional programme of both
thymic and peripheral Tregs, controlling a core of genes involved with immune signalling, and
separately in the periphery, cell cycle progression. Lastly, the immune suppressive function of
peripheral cRel”~ tTregs is diminished in a lymphopenic model of T cell proliferation and is
associated with decreased stability of Foxp3 expression. Collectively, we show that c-Rel is a
transcriptional regulator that controls multiple aspects of Treg development, differentiation and

function via distinct mechanisms.



INTRODUCTION

Regulatory CD4" T cells (Tregs) expressing the transcription factor Forkhead box P3 (Foxp3)
are critical for maintaining immune homeostasis by restraining abnormal immune responses
and suppressing auto-reactive T cells [1-3]. The majority of Tregs in lymphoid organs develop
in the thymus (tTregs) from precursors with high affinity for self-antigens [4-6]. However,
Foxp3 expression may also be induced in conventional CD4* T cell (Tcon) that have left the
thymus, producing peripheral Tregs (pTregs), or in culture following T cell receptor (TCR)
and TGF-B engagement to produce induced Tregs (iTregs). Each Treg subset has immune
suppressive properties and complementary functions [7, 8]. Similar to CD4" Tcon, circulating
Tregs cells also comprise many sub-populations with distinct functions and properties [9-11].
Most Tregs in peripheral lymphoid organs have a naive, or central (cTreg), phenotype typically
defined by high levels of L-selectin (CD62L) and lower expression of T cell activation markers
such as CD44, ICOS and GITR [11-13]. Conversely, a smaller proportion of Tregs in lymphoid
tissues, and most Tregs in non-lymphoid organs, have an activated or effector-like phenotype

(eTregs) and are thought to have enhanced suppressive function [11-13].

The diverse properties of different sub-populations reflect the various transcriptional
programmes instructed in Treg cells. While Foxp3 is essential for the immune suppressive
properties of Tregs, alone it is unable to maintain these functions [14-16]. Instead, Foxp3
functions by stabilizing transcriptional programmes created through the combined activity of
other transcription factors during Treg development [17-19]. The development of de novo
thymic Tregs occurs as a step-wise process that has been proposed to first involve pre-Treg-
precursors [20], CD4"CDI122"CD25Foxp3- thymocytes, that then become CD4"CD8

CD25"GITRMFoxp3™ Treg precursors (pre-Treg) following T cell receptor (TCR) and co-



stimulatory signals, after which Foxp3 is stably induced in response to IL-2 and/or IL-15 [21,
22] locking-in the pre-existing transcriptional landscape [18, 23]. Following thymic egress, the
basic transcriptional blueprint that defines a naive Treg is further refined during eTreg
differentiation by transcription factors such as T-bet, Irf4, Gata3, Roryt and Bcl6, which are
essential for the differentiation of Treg populations that can control specific conventional CD4*

T helper (Th) subsets [24-29].

Among the various transcriptional regulators controlling Treg development and differentiation
are the canonical NF-«xB factors, proteins comprising homodimers or heterodimers of RelA, c-
Rel and NF-xB1 [30-32]. c-Rel is the most important NF-kB protein during thymic Treg
development, with its absence resulting in a loss of ~85% of the Treg precursors (pre-Tregs)
and tTregs [33-38]. RelA serves a minor role in tTreg development, while NF-kB1 appears to
be dispensable [33, 39]. Notwithstanding its major role in thymic Treg development, the impact
c-Rel has on peripheral function and homeostasis are poorly understood. Conditional targeting
of upstream regulators of the canonical NF-xB pathway in T cells confirms that Tregs require
NF-kB activity to maintain peripheral tolerance [40-44]. This peripheral requirement for NF-
kB in part depends on RelA [39, 45], although the heightened severity of the IKKf3 knockout
in particular compared to that of RelA-deficient Tregs, points to other canonical NF-«xB

proteins such as c-Rel contributing to peripheral Treg function.

Here we undertake a comprehensive survey of how c-Rel controls tTreg development and its
subsequent impact on peripheral Treg biology. c-Rel is important for controlling the size of the
thymic pre-Treg population by providing survival signals during clonal deletion but not
selection of high affinity TCRs. We also provide evidence that the activation of c-Rel during

the pre-Treg to Treg transition, and its putative role in controlling Foxp3 induction, is linked



to GITR-augmented IL-2 signalling. Importantly, a shared core of genes is controlled by c-Rel
in both thymic and peripheral tTregs, confirming that c-Rel is responsible for establishing a
subset of the Treg transcriptional landscape. Further analysis of peripheral Tregs found that
eTregs were under-represented in cRel”~ mice, consistent with the preferential activation of c-
Rel in this Treg subset. While c-Rel was found to be dispensable for eTreg differentiation per
se, including expression of the effector Treg master regulator Blimp, the homeostatic
proliferation of cRel”~ Tregs was impaired. Finally, an examination of the immune suppressive
capacity of peripheral cRel”~ tTregs revealed that these cells are less effective at restraining
conventional T cell proliferation and exhibit increased instability associated with a loss of
Foxp3 in a lymphopenic environment. Collectively this study firmly establishes c-Rel as a
transcriptional regulator that controls multiple aspects of Treg development, differentiation and

function via distinct mechanisms.



RESULTS

c-Rel is present in the nucleus of pre-Tregs and newly developed thymic Tregs

We have shown previously that c-Rel is critical for thymic Treg development (Fig. 1A) [33].
To better understand the relationship between c-Rel activity and tTreg development,
electrophoretic mobility gel shift assays were conducted on nuclear extracts prepared from ex
vivo purified pre-Tregs [CD4"CD25"GITR"Foxp3(RFP) ] and newly generated CCR7" thymic
Tregs [CD4"CD25MGITR "Foxp3(RFP)*] (Figs. 1B-D and Sup. 2). Pre-Tregs exhibited nuclear
NF-«B activity (Fig. 1B, first lane) that included c-Rel (Fig. 1C). A similar pattern of nuclear
NF-«xB, including c-Rel expression was observed in thymic CCR7" Tregs (Fig. 1B, second
lane; 1D). These findings indicate that c-Rel is in an active state prior to and following the

induction of Foxp3 in thymocytes disposed to becoming Tregs.

c-Rel is not required for thymocytes to register a strong TCR signal

To understand why the pre-Treg population size is reduced in cRel”~ mice, we assessed
whether c-Rel affects the capacity of CD4"CDS§ single-positive (CD4SP) thymocytes to
register a strong TCR signal. In the 3A9 x insHEL double-transgenic model, insHEL
recognition induces strong TCR signalling in CD4SP thymocytes which then undergo clonal
deletion or Treg differentiation [46]. While the absence of c-Rel markedly reduced the
frequency of insHEL-specific (TCR**%") Foxp3™ Tregs, as expected, it did not impair the
insHEL-mediated reduction of TCR3A%*CD4" Tcon in the thymus or spleen (Fig. Sup. 3A-E).
CD25*Foxp3- thymic pre-Treg tended to be reduced in frequency in cRel”3A9 x insHEL mice,
although this was not statistically significant (Fig. Sup. 3C). These findings suggest self-

reactive CD4" T cells can receive a strong TCR signal and adopt a pre-Treg phenotype in cRel”



/~ mice, but most such cells are physically eliminated before reaching the Foxp3 upregulation

step in thymic Treg development.

Certain abnormalities are detectable within cRel”~ pre-Tregs, but not cRel”~ thymic
Tregs

Thymic Tregs typically express TCRs with a higher affinity for self-antigens than conventional
CD4" T cells [4-6, 47, 48], with pre-Treg development intimately associated with the receipt
of stronger TCR signals [20, 21, 37]. To test whether the absence of c-Rel affects TCR
signalling in developing Treg cells, we used a Nur778P transgenic reporter mouse [48] in which
GFP expression correlates with TCR signal strength (cRel” Foxp37? Nur77¢7). While the MFI
of Nur77(GFP) was normal in Tcon and thymic Tregs from cRel”~ mice, this parameter was
subtly but significantly reduced in cRel”~ pre-Tregs, compared to cRel** counterparts (Fig.
2A). We excluded the possibility that c-Rel is itself required for the induction of Nur77, as the
absence of c-Rel did not affect Nur77(GFP) induction in CD4"Foxp3- Tcon stimulated with

various concentrations of anti-CD3 and a fixed concentration of anti-CD28 (Fig. Sup. 3F).

To assess whether the absence of c-Rel affects the Treg TCR repertoire, we sequenced TCRa
chains expressed by thymic pre-Treg and Treg populations purified from mice expressing the
Yae62 TCRP transgene (Yae62p-tg) [49]. The presence of certain, predominantly
hydrophobic, amino acids at positions 6 and 7 of the complementarity-determining region 3
(CDR3) promotes T cell self-reactivity [50]. Compared to cRel*’" counterparts, the frequency
of unique sequences with hydrophobic doublets (the hydrophobic index) was normal in cRel”
/~thymic Tregs, but subtly decreased in cRel”~ pre-Tregs (Fig. 2B). We also assessed the extent
of TCR sharing between our dataset and a published dataset from wild-type Yae62B-tg mice

[51]. In thymic Tregs, the extent of overlap with the published Treg TCR catalogue was similar



for the cRel'"*, cRel"~ and cRel”~ groups, indicating that c-Rel deficiency does not detectably
change the thymic Treg TCR repertoire. However, compared to cRel"" controls, the cRel"~
and cRel”~ pre-Treg TCR repertoires showed greater overlap with the published CD4" Tcon
TCR dataset (Fig. 2C). Thus, the changes in Nur77(GFP), the hydrophobic index and TCR
sharing converge on the pre-Treg stage as being altered by c-Rel deficiency, whereas these
abnormalities were not detected in the thymic Treg population. Rarefaction and extrapolation
curves based on the observed number of TCRa clones (Fig. 2D, left) were converted to curves
based on sample coverage (Fig. 2D, middle) to enable the comparison of 7rav—Traj diversity
at an equal level of completeness [52, 53]. The diversity of Trav-Traj combinations in thymic
pre-Treg and Treg TCRa repertoires were normal in cRel”~ mice (Fig. 2D, right and data not

shown).

We also surveyed the expression of cell surface markers normally upregulated during pre-Treg
development [54]. Notably, expression of the TNF receptor super family (TNFRSF) members
GITR, OX40 and TNFRII were all significantly lower on cRel” pre-Tregs (Fig. 3A). To
determine whether additional changes in pre-Tregs coincide with a lack of c-Rel, RNA-seq
transcriptome analysis was conducted on cRel*" and cRel”~ CD4"CD25MGITR *Foxp3- pre-
Tregs. Surprisingly, the gene expression patterns in cRel™* and cRel”~ pre-Tregs were highly
similar, with only nine genes exhibiting a significantly altered pattern of expression (Fig. 2E).
Tnfrsf18 (Gitr), Tnfrsf1b (Tnfir2) and Tnfrsf4 (Ox40) mRNA levels were reduced in cRel”~ pre-
Tregs, as expected based on protein expression, however the differences when compared to
cRel"" pre-Tregs were not significant. Collectively, these results demonstrate that despite a
marked reduction in cRel”~ pre-Treg numbers, nuclear c-Rel activity does not exert a major

influence on the transcriptional programme of pre-Treg cells.



GITR co-stimulation fails to augment the induction of Foxp3 in pre-Tregs lacking c-Rel
Compared to wild-type controls, a reduced percentage of c-Rel-deficient CD4SP Foxp3-
thymocytes or pre-Tregs, up-regulate Foxp3 when cultured with IL-2 or IL-15 [37, 38].
Recently, it was shown that engagement of the TNF receptor superfamily (TNFRSF) members,
GITR, OX40 and TNFRII augments the IL-2-mediated induction of Foxp3 in pre-Tregs [54].
Given these TNFRSF members are reduced on cRel”~ pre-Tregs, we assessed the TNFRSF-
mediated augmentation of IL-2 induced Foxp3 expression in cultured pre-Tregs. Foxp3
induction was compared in cRel*" and cRel”~ CD4"CD25"Foxp3(RFP) pre-Tregs incubated
for 24 h with a 100-fold range of IL-2 concentrations in the presence of soluble recombinant
GITRL. GITRL enhanced the ability of IL-2 to upregulate Foxp3 in cRel™* pre-Tregs, but not
in cRel” pre-Tregs (Fig. 3B), even when using higher concentrations of GITRL (Fig. Sup.
4A). In contrast to the findings of Mahmud et al. (2014), soluble recombinant OX40L was
unable to augment the IL-2 induction of Foxp3 in either cultured cRel*" or cRel”~ pre-Tregs

(Fig. Sup. 4B).

The involvement of c-Rel in the GITRL/GITR-dependent induction of Foxp3 in pre-Tregs
raised the possibility that in addition to a pre-Treg intrinsic role, c-Rel-dependent defects in
APCs may also contribute to the impaired generation of Tregs in cRel”~ mice. To assess this
possibility, thymic Treg development was examined in mice that lack c-Rel only in T lineage
cells. Floxed c-Rel mice [55] expressing a Lk transgene (Lck*cRel"f") revealed that a T cell
restricted absence of c-Rel generated a pre-Treg and Treg profile akin to that observed in cRel”
~mice (Fig. 3C), and additionally display a similar decrease in GITR expression on developing
Tregs (Fig. Sup. 4C). This finding is also in agreement with our previous work where mixed

bone marrow chimeras revealed a defect in thymic Treg numbers in the cRel”~ compartment

[33], suggesting that the provision of IL-2 by wild-type thymic APCs or by-stander T cells is



not sufficient to overcome the block in thymic Treg development resulting from a lack of c-
Rel. Collectively these in vitro and in vivo findings confirm a critical T cell intrinsic
requirement for c-Rel in the induction of Foxp3, and that one mechanism by which c-Rel
contributes to IL-2-dependent induction of Foxp3 appears to be by modulating GITR

expression and function.

cRel”~ mice display reduced thymic populations of effector-like Tregs

In adult mice, the thymic Treg population comprises a heterogeneous mix of sub-populations.
This includes newly generated (de novo) CCR7*CCR6™ Tregs, and a mature CCR7-CCR6" Treg
population that appears to result from recirculation back, and/or retention of, Tregs in the
thymus [56, 57]. The proportion of mature Tregs in the thymus increases with age and reaches
50%-80% of the Treg compartment in an adult mouse thymus [58]. An examination of cRel"""
and cRel”~ mice revealed that irrespective of age, the frequency of mature CCR6" Tregs was
significantly lower in cRel”~ thymi (Fig. 4A). Tregs re-circulating through the thymus
generally display an activated or effector Treg (eTreg) phenotype, as indicated by the high
levels of CCR6 expression [58]. Cells expressing phenotypic markers of eTregs, which include
low levels of CD62L plus high levels of CD44 (CD44MCD62L), as well as ICOS, TIGIT and
CD103 expression, were significantly under-represented in cRel”~ mice (Figs. 4B and Sup. 5).
To ascertain if this change is due to T cell intrinsic or extrinsic factors, the CCR7" to CCR6"
Treg ratio was also compared in 6 wk old Lck"*Rel*""" and LckRel™" mice (Fig. 4C). Like
cRel”~ mice, the frequency of CCR6" thymic Tregs was still markedly lower in Lck“*Rel™!
mice, indicating that the reduced thymic CCR6" Treg population is likely a T cell-intrinsic

defect.

The absence of c-Rel alters gene expression in Foxp3*CCR7* thymic Tregs



c-Rel involvement in GITR-augmented Foxp3 induction raised the possibility that c-Rel might
serve a broader role regulating gene expression during the pre-Treg to Treg transition. This
was examined using RNA-seq to compare the transcriptome of newly generated
CD4*CCR7"CD25MGITR *Foxp3™ thymic Tregs from 6 wks old cRel™*Foxp3" and cRel”~
Foxp3'" mice. Unlike the minimal changes in gene expression seen in cRel”~ pre-Tregs, we
observed a marked disruption in the transcriptome of thymic Tregs in c-Rel-deficient mice.
735 significant differences in gene expression were seen in cRel”~ CCR7"' Tregs, of which 343
genes were upregulated and 392 down regulated when compared to cRel™* cells (Fig. 5A). Of
the nine genes altered in cRel”~ pre-Tregs, eight were also altered in cRel”~ thymic Tregs (Fig.
5B). Pathway analysis using the Ingenuity program revealed that the main functions impacted
by the gene expression changes seen in CCR7" cRel”~ thymic Tregs impinge upon T helper
cell activation and differentiation, with protein synthesis and translation, apoptotic signalling
and leukocyte extravasation also significantly changed by the loss of c-Rel (Fig. 5C). Amongst
the altered genes were 33 known transcription factors. Notable amongst these were 8
transcriptional co-factors (Fig. 5D) previously shown to interact with Foxp3 to establish the
Treg gene signature [12, 23, 59]. Of these, Ahr [60], Irf4 [61], Stat5a [62] and Tkzf4 [38], are
known or putative NF-«B target genes. These findings suggest that c-Rel controls thymic Treg
development in part by regulating the expression of transcription factors that co-ordinate

Foxp3-dependent transcription.

The influence of c-Rel on peripherally derived Tregs depends on anatomical location

The importance of c-Rel in tTreg development is well established, however, its role in pTreg
generation and function is largely unknown. The sub-division of splenic and pooled
subcutaneous lymph node (pLN; comprising inguinal, axial, brachial and superficial cervical

lymph nodes) Tregs into Nrp1* tTreg and Nrp1- pTreg cells [63, 64] revealed that the frequency



of Nrp1- pTregs is significantly higher in cRel”~ mice. However, due to the difference in overall
Treg population size, similar numbers of Nrpl- pTregs were detected in the spleen and pLN of
cRel™* and cRel”~ mice (Figs. 6A and Sup. 6A). By contrast, Nrp1- pTreg numbers in the liver
were significantly lower in mice lacking c-Rel, indicating that the impact of c-Rel on the pTreg

population is greater at anatomical sites enriched for pTregs [65].

To understand how c-Rel activity might impact pTregs, iTreg conversion assays were
performed using naive [CD44°CD25"°Foxp3(RFP)] cRel*"" and cRel”~ splenic CD4 T cells.
Initially, different concentrations of anti-CD3 antibody (Ab) and a fixed concentration of anti-
CD28 Ab were used in conjunction with soluble TGF-f to assess the impact of c-Rel on iTreg
generation [66, 67]. Although the number of cRel”~ iTregs was markedly lower at all anti-CD3
Ab concentrations, the frequency of cRel”~ Foxp3™ cells was only reduced at low (0.5 and 1
ug/mL) antibody concentrations (Fig. 6B). Moreover, the viability of cRel”~ Foxp3" cells was
lower at 0.5 pg/mL of anti-CD3 Ab, but otherwise only slightly reduced at higher anti-CD3 Ab
concentrations (Fig. 6C). Thus, the difference in cRel*" and cRel”~ iTreg numbers was mainly
due to reduced proliferation of cRel”~ iTregs. This was evident by the mean cellular division
of cRel”~ T cells that induced Foxp3 as assessed by CellTrace Violet dilution (Fig. 6D). While
c-Rel can be activated in conventional T cells by CD28 signals [68], increasing the anti-CD28
Ab levels did not enhance iTreg generation in cRel”~ cells (Fig. Sup. 6B). These findings
indicate that c-Rel contributes to iTreg generation by promoting the TCR-dependent

proliferation of conventional CD4 T cells prior to or following the induction of Foxp3.

We have shown previously that c-Rel-deficient T cells have a reduced capacity to proliferate
in response to TCR stimulation due to a defect in IL-2 production [69]; specifically, the

addition of exogenous IL-2 restores the proliferative response of cRel”~ T cells in response to



anti-CD3/anti-CD28 stimulation. Therefore, we examined the effect of exogenous IL-2 on the
ability of cRel” naive CD4" T cells to proliferate and up-regulate Foxp3 in response to TCR
and TGF-P signals in culture. Foxp3 induction in cRel”~ naive CD4" T cells was restored by
the addition of 1 ng/mL IL-2 (Fig. 6E), suggesting the reduced responsiveness of cRel”~ T cells
to lower concentrations of anti-CD3 antibody is due to a deficiency in the production of IL-2,

which in turn limits proliferative responses and/or the induction of Foxp3 in T cells in culture.

Effector Tregs are under-represented in peripheral cRel”~ Treg populations

Analysis of activated/effector Tregs in cRel”* and cRel”~ mice based on CD44 and CD62L
expression found that the frequencies of CD44"MCD62L"° eTregs cells were similar in the
spleen, whereas the frequency of CD44MCD62L" eTregs in cRel”~ pLNs was elevated (Fig.
7A). By contrast, the frequency of cRel”~ Tregs that expressed high levels of other eTreg
markers, including ICOS, CD103 and TIGIT were all significantly lower in the spleen (Figs.
7A and Sup. 7A). Given eTregs are highly enriched in non-lymphoid tissues, SI, lung, liver
and visceral adipose tissue (VAT) were examined with the frequency of total Tregs at these
peripheral sites also markedly reduced in cRel”~ mice (Fig. 7B). Collectively, these findings
indicate that an absence of c-Rel leads to a reduction in the frequency of Tregs with effector
function. To explore NF-kB activity in peripheral Treg sub-populations, gel shift assays were
performed on nuclear extracts isolated from splenic cTregs (ICOS"®) and eTregs (ICOS™) (Fig.
7C). Low levels of NF-kB were detected in cTregs, whereas two distinct NF-kB/DNA
complexes were present in eTregs. Antibody super shifts revealed that C1 consisted of NF-kB1
homodimers, whereas C2 was a mix of NF-kB proteins of similar mobility comprising
heterodimers of c-Rel or RelA and NF-«kB1. This indicates that a higher level of c-Rel activity

in peripheral Tregs is associated with an activated/effector phenotype.



Whether the lower number of eTregs in cRel”~ mice reflects a defect in eTreg differentiation,
homeostasis, or both, was unclear. An examination of the capacity of cRel*" and cRel”~ cTregs
(CD44°ICOS"*Foxp3™) to upregulate CD44 and ICOS following TCR and IL-2 activation in
culture over 3 days showed that these markers were able to be induced similarly by cRel** and
cRel”~ cTregs (Fig. Sup. 7B). Given the Blimp transcription factor is a key regulator of eTreg
differentiation and function [10, 11], a Blimp(GFP) (Prdm1%?) reporter strain [70] was used to
independently quantify eTregs in cRel”~ mice. Compared to controls, the frequency of
Blimp(GFP)" splenic Tregs in 12 wk old cRel” Foxp37?Prdm ¥ mice tended to be reduced,
although this trend was not statistically significant (Fig. 7D). As expected, Blimp(GFP)
expression was associated with the expression of ICOS in both cRel”* and cRel”~ splenic Tregs
(Fig. Sup. 7C). Collectively, these data indicate that c-Rel is dispensable for generating an
activated eTreg-like phenotype, although the frequency of eTregs is disproportionally

diminished in c-Rel-deficient mice.

Splenic Tregs lacking c-Rel exhibit a proliferative defect

While the frequency of splenic eTregs as defined by Blimp expression appears normal, the
impact of c-Rel on the properties of peripheral Tregs including effector functions was unclear.
To determine which biological pathways c-Rel controls in peripheral tTregs, the transcriptomes
of splenic cRel”* and cRel”~ CD4"Nrp1"CD25"Foxp3" tTregs were compared using RNA-seq
analysis. The expression of 246 genes differed significantly (113 and 133 down-regulated and
up-regulated respectively) in cRel”~ Tregs (Fig. 8A). Consistent with Blimp-dependent eTreg
differentiation occurring in the absence of c-Rel, a cohort of 200 Blimp-associated eTreg genes
[71] was found to be largely intact (Fig. 8B). Comparing genes differentially expressed in both
thymic and splenic cRel”~ Tregs identified a common group of 97 genes (Fig. 8C), of which

89 exhibited the same trend in altered expression (increased or decreased compared to cRel™*



cells). This core of differentially expressed transcripts whose expression is altered in both
thymic and splenic cRel”~ Tregs feature genes involved with immune cell signalling, T helper
cell differentiation, antigen presentation and apoptotic signalling pathways (Fig. Sup. 8).
Conversely, Ingenuity pathway analysis revealed that amongst those genes altered in cRel”~
splenic Tregs there was a strong enrichment of genes involved in the cell cycle and DNA
damage repair (Fig. 8D). In particular, amongst the 113 genes expressed at lower levels in cRel”
/= splenic Tregs, ~ 50% encoded cell cycle proteins, with these genes enriched for proteins
involved in the regulation of S, G2 and M phases of the cell cycle. The reduced division of
cRel”~ Nrpl® splenic tTregs was independently verified by Ki67 staining (Fig. 8E).
Collectively, these findings indicate that c-Rel plays an important role controlling the
proliferation of peripheral Tregs but not an intrinsic capacity of cRel”~ Tregs to adopt an

effector phenotype.

TCR diversity, stability and immune suppressive function of peripheral cRel”~ Tregs is
diminished

The consequences of c-Rel deficiency on the peripheral Treg TCR repertoire are incompletely
understood. The Nur77(GFP) MFI detected in splenic cRel”~ Nrpl™ tTregs was reduced (Fig.
9A), suggesting that tonic TCR signalling in peripheral Tregs is decreased. TCRa sequencing
of Nrpl™ splenic Tregs in Yae62p-tg mice revealed no effect of c-Rel deficiency on the
hydrophobic index of self-reactivity (Fig. 9B) or on the extent of overlap with a published
database of Tcon TCRa sequences (Fig. 9C) [51]. However, the diversity of Trav-Traj
combinations used by splenic Tregs was subtly reduced in cRel”~ Yae62B-tg mice (Fig. 9D).
These findings raise a possibility whereby a normal core Treg TCR repertoire is maintained in

the absence of c-Rel, yet overall TCR diversity is detectably reduced in peripheral Treg.



We previously reported that cRel”~ Tregs effectively suppress T cell proliferation in culture
[33]. However, the use of cultured Tregs is not necessarily an accurate gauge of immune
suppressive activity in vivo [72], so we assessed the ability of cRel”~ splenic Tregs to inhibit
the lymphopenia-induced expansion of conventional CD4" T cells adoptively transferred into
Ragl™~ mice, as previously described [39, 73]. Peripheral Tregs (Ly5.2") lacking c-Rel were
less effective than cRel """ Tregs at limiting the expansion of conventional Ly5.1"CD4" T cells
in the spleen and pLNs, but not mesenteric LNs (mLN), following co-transfer in to Ragl™"~
mice (Fig. 10A). Analysis of the Treg population in these Ragl/™" recipients after 4 weeks
revealed that the total number of splenic Tregs [CD4"CD25"Foxp3(RFP)*] was significantly
lower in Rag /™~ mice receiving cRel”~ Tregs (Fig. Sup. 9). Furthermore, the frequency of Tregs
that lost Foxp3 expression, so called ‘ex-Tregs’ [Ly5.2"Foxp3(RFP)], was much higher in
Ragl~~ mice engrafted with cRel”~ Tregs (Fig. 10B), indicating that c-Rel helps maintain
Foxp3 expression. Collectively, these findings demonstrate that c-Rel maintains the immune

suppressive properties and stability of peripheral Tregs.



DISCUSSION

While previous studies showed that c-Rel is required for efficient production of pre-Tregs in
the thymus, and additionally for efficient IL-2-mediated induction of Foxp3 in pre-Tregs [33,
37, 38], it has been unclear whether c-Rel is required for Treg TCR repertoire selection and
whether c-Rel is required for post-thymic Treg differentiation and function. Here we found that
in mice lacking c-Rel, the mature thymic Treg TCR repertoire was normal, although a reduction
in splenic Treg TCR diversity was observed. However, c-Rel-deficient thymic pre-Treg
exhibited subtle but reproducible abnormalities in TCR signalling and TCR repertoire. We
found that c-Rel also contributes to the transcriptional program in newly generated thymic
Tregs and likewise in peripheral Tregs, where in the later c-Rel promotes cellular division,

Treg stability, the size of tissue-resident Treg populations and effector activity.

Whether the impaired generation of cRel”~ pre-Tregs in response to negative selection reflects
a failure to promote a distinct developmental program required by most pre-Tregs or simply a
cell survival defect, remains unclear [30]. Here we show that, despite nuclear c-Rel being
present in pre-Tregs, the gene expression pattern in remaining cRel”~ pre-Tregs is largely
unchanged compared to the cRel”" control, thereby establishing that c-Rel is largely
dispensable for the generation and maintenance of a unique transcriptional programme in these
cells. This in turn supports a model in which c-Rel drives pre-Treg development by promoting
cell survival [74, 75]. This is indeed supported by the observation that cRel”~ CD4SP
thymocytes that fail Treg differentiation, undergo normal clonal deletion in the 3A9/insHEL
model. Intact clonal deletion coupled with a normal Treg TCR repertoire suggest that c-Rel
deficiency does not alter the TCR self-reactivity thresholds that control thymic Treg selection.

While it is normal for many cells that attempt Treg differentiation to undergo clonal deletion



[76, 77], the numerical pre-Treg deficiency in cRel”~ mice suggests that an even greater
proportion of such cells undergoes clonal deletion when c-Rel is absent. The fates of nascent
CDA4SP thymocytes attempting Treg differentiation in wild-type and gene-deficient mice
demonstrate that the clonal deletion that is prevented by Card11/NF-kB occurs earlier than the
clonal deletion that is prevented by IL-2 signalling [77]. Together, these data would imply that
the pre-Treg population in cRel”~mice is more likely to consist of developmentally “younger”

l+/+

cells that have yet to undergo clonal deletion, than the cRel™" pre-Treg population which are

more likely to survive this checkpoint.

The notion that the pre-Treg populations in cRel/*”* and cRel”~ mice differ in the period of post-
antigen recognition provides an explanation for several results obtained here (Fig. Sup. 10). As
Nur77(GFP) expression increases for at least 12 hours after the onset of strong TCR signalling
[48], the lower Nur77(GFP) expression in cRel”~ pre-Treg may arise from an
overrepresentation of immature pre-Tregs in cRel”~ mice. Both the hydrophobic index and
TCR overlap analyses showed that in cRel/"* mice pre-Tregs were more similar to thymic
Tregs, which is in contrast to cRel”~ pre-Tregs that differ from cRel”~ Tregs. If these effects
arise from the putative difference in pre-Treg maturity, then it would imply that clonal deletion
progressively eliminates unfit thymocytes during the pre-Treg stage, which lasts > 48 hours in
mice [78], and that c-Rel is required for the survival of most thymocytes undergoing this phase
of pre-Treg maturation. In CD4" thymocytes undergoing TCR signalling above the threshold
that induces tolerance mechanisms, cells with high [79, 80] or low [79, 81] affinity or avidity
for self-antigen usually undergo clonal deletion, whereas those in an intermediate range are
more efficient at completing Treg differentiation. Despite the abnormalities we detected at the

pre-Treg stage, the TCR-dependent selection of thymocytes in the intermediate range that



progress to the Foxp3* stage appear to be unaffected by the absence of c-Rel, based on the

normal Nur77(GFP) and TCR repertoire of thymic Treg in cRel”" mice.

Within pre-Tregs, the IL-2 induction of Foxp3 is partially c-Rel-dependent [37, 38], although
how c-Rel and cytokine signalling were linked was unclear. We demonstrate that expression
of GITR, OX40 and TNFRII, TNFRSF members that augment IL-2 induction of Foxp3 in pre-
Tregs expressing lower affinity TCRs [54], are reduced on cRel”~ pre-Tregs, and that in the
absence of c-Rel GITR ligand fails to enhance the IL-2-dependent induction of Foxp3 in
culture. Based on these findings, we propose that a positive regulatory loop operates during
Treg development, whereby c-Rel promotes the survival of pre-Treg and TNFRSF expression
in pre-Tregs, thereby enhancing c-Rel-dependent Foxp3 transcription in response to TNFRSF
ligand co-stimulation by thymic APCs. This agrees with the findings of Zhan et al. (2008), in
which canonical NF-kB proteins were found to be important for GITR-mediated survival in
conventional T cells following weak TCR stimulation, and subsequently for transducing

signals downstream of GITR ligation [82].

In addition to enhancing the induction of Foxp3 expression during Treg development, c-Rel
was found to control an extensive transcriptional programme in newly formed CCR7* thymic
Tregs that encompasses over 700 genes. Similar numbers of genes were upregulated or down-
regulated in the absence of c-Rel, consistent with c-Rel being both a positive and negative
regulator of transcription [83]. However, given 4 to 5% of the altered genes were transcription
factors, a key aim of future studies will be to determine which of these genes are direct c-Rel
targets versus indirect targets impacted by c-Rel regulated transcription factors. Indeed,
amongst the transcription factors impacted by the loss of c-Rel is a group previously shown to

act in synergy with Foxp3 to promote the expression of Treg signature genes and to enhance



the Foxp3 occupancy of genomic targets [23]. To what extent altered expression of each of
these individual key transcriptional regulators change the pattern of gene expression in cRel”~
thymic Treg remains to be determined. Pathway analysis indicates that T cell activation and
differentiation are the main functions impacted by c-Rel during Treg development, a finding
consistent with the c-Rel being intimately associated with numerous aspects of immune cell
activation [84]. While the signals driving c-Rel activation during the pre-Treg to Treg transition
that are responsible for promoting the totality of c-Rel-dependent gene expression remain to
be formally established, the evidence we present here strongly implicates TNFRSF signalling.
In agreement with this finding, GITR signalling has recently been implicated in controlling the

constitutive activation of RelA in peripheral Tregs [45].

We also identified a dramatic reduction of CCR6"CCR7- mature Tregs in the thymi of cRel”~
Foxp3" mice compared to their wild-type counterparts. This absence correlates with a
decrease of thymic effector-phenotype Treg cells, a phenotype associated with recirculating
CCR6" Tregs [58]. Interestingly, a recent report identified CCR6" mature thymic Tregs as
predominately expressing the decoy IL-1 receptor 2 (///r2), which fine-tune tTreg development
by mopping up extraneous, inhibitory IL-1p in the thymus [85]. In addition to a lack of eTreg-
phenotype cells in the thymi of cRel” Foxp3 mice, there is also a reduced expression of 11172
mRNA in newly developed CCR7" thymic Tregs and splenic Nrpl* tTregs. Whether the
reduction in CCR6" mature Tregs in c-Rel-deficient thymi leads to a loss of IL-1p-sensitive
Tregs, or conversely the lack of /172 in cRel”~ Tregs reduces the capacity of mature Tregs to
recirculate to the thymus, cannot be established by these experiments; however, this suggests

another possible point of regulation by c-Rel in Treg ontogeny.



Following tTreg thymic egress, our findings show that c-Rel activity continues to be required
to control different aspects of Treg biology. While nuclear c-Rel levels were found to be
minimal in cTregs as compared to eTregs, our data indicates that c-Rel still contributes to the
homeostasis of cTregs. However, c-Rel has its greatest impact on eTregs, with eTreg numbers
preferentially reduced in cRel”~ mice. The reduction in cRel”~ eTreg numbers does not appear
to result from impaired eTreg differentiation. The frequency of cRel”~ eTregs expressing Blimp
is similar to that of cRel™* eTregs, with cRel”~ c¢Treg cells also able to up regulate activation
markers characteristic of eTregs in response to TCR stimulation in vivo. Instead, impaired
homeostatic proliferation appears to be responsible for the reduction in the eTreg population.
Indeed, RNA-seq analysis of splenic Nrp1* tTregs, which comprise a mixture of cTregs and
eTregs, reveals that ~25% of changes in the cRel”~ Treg population correspond to a reduction
in expression of genes encoding cell cycle proteins. Ki67 stains confirm that peripheral cRel”~
tTregs undergo less homeostatic proliferation, a finding that is in line with previous evidence
showing that the division of eTregs is greater than that of cTregs [13, 86]. Notably, loss of
Myb, another important regulator of eTreg differentiation and function, similarly results in
impaired cell cycle progression and expression of TNFRSF proteins [13], pointing to cross-
talk between these pathways in controlling Treg function and maintenance. This central
characteristic of peripheral cRel”~ Tregs fits perfectly with the established role c-Rel plays in

lymphocyte division [87-91].

The activation of c-Rel in peripheral tTregs is most likely driven by TCR signalling. The levels
of Nur77(GFP) are low in cRel”~ tTregs from secondary lymphoid organs. Moreover, cRel”~
T cells have a reduced capacity to upregulate Foxp3 at low levels of TCR stimulation in vitro,
partially due to an inability to produce IL-2 in response to weak stimulation. Collectively, these

results suggest that c-Rel-deficient Tregs receive lower apparent TCR signals than their wild-



type counterparts. Previous studies show tonic TCR signalling in peripheral tTregs is essential
for maintaining homeostatic proliferation of both eTregs and cTregs [92, 93]. Importantly in
one of these reports examining the impact post-developmental TCR signalling has on
peripheral Tregs identified cRel as one of the genes whose expression is significantly
diminished in the absence of a mature TCR [92]. Whilst 89 of the differentially expressed genes
are shared by cRel”~ thymic and peripheral tTregs, these genes are not involved in cell cycle
regulation, but instead are associated with various aspects of immune function. This
observation shows that c-Rel controls distinct peripheral Treg functions in part via a subset of
genes enriched for pathways involved in immune cell function whose c-Rel-dependent pattern
of expression appears to be established during tTreg development. There are four genes
differentially expressed in pre-Tregs, newly derived thymic Tregs and splenic tTregs; Ladl,
Cd83, Colg and St8sia6. Ladl is canonically a basement membrane protein that has nonetheless
been identified in a proteomics screen as a non-TCR related, Treg specific protein [94]. Cd83
has been identified as being important for eTreg homeostasis in a TCR-dependent manner
[92], as well as being a c-Rel target [95, 96]. Separately, both Ladl and St8sia6 were also
identified in a list of the top 200 differentially expressed genes between cTregs and eTregs
[71]. How these genes influence Treg function has yet to be established, however, their reduced
expression through-out Treg ontogeny in cRel”~ mice raises the intriguing notion that that c-
Rel control of eTreg homeostasis may be initiated by c-Rel in the thymus. By contrast,
controlling peripheral Treg division appears to be a post-developmental feature of c-Rel
function, which we propose is dependent on TCR signalling, in line with the previous findings

of Rudensky and colleagues [92].

Consistent with c-Rel serving multiple functional roles in peripheral Tregs, cells lacking c-Rel

were found to have a reduced capacity to restrain conventional T cell proliferation in a



lymphopenic environment. cRel”~ Treg numbers were markedly lower and the frequency of
Foxp3- ex-Tregs was dramatically increased, indicating Treg stability is reduced in the absence
of c-Rel, a finding reminiscent of the absence of RelA [39]. Notably, c-Rel-deficient Tregs
were actually capable of controlling lymphopenic T cell proliferation, as well as maintaining
Treg stability in the mesenteric lymph nodes, highlighting the impact that location has on c-
Rel control of Treg function. Two recent reports from Ghosh and colleagues demonstrate that
c-Rel was crucial for the generation and maintenance of eTregs [38, 96]. The importance of c-
Rel in eTreg function was reinforced by showing tumour growth was reduced in mice with c-
Rel-deficient Tregs [96]. While the broad conclusions on c-Rel function in peripheral Tregs
reached by Grinberg-Bleyer et al. are supported by our findings, including eTreg maintenance,
we did not find that c-Rel was needed for eTreg generation per se. Instead, our data indicates
the marked reduction in cRel”~ eTregs is likely due to impaired homeostatic proliferation. This
difference may reflect the use of different mouse models in the two studies; our study in which
c-Rel is absent throughout T cell development and differentiation, versus Grinberg-Bleyer et
al., who used the Foxp3“¢ deleter model to explore the function of c-Rel following Foxp3
expression; although the frequency of Ki67® Tregs was also found to be lower in
cRel"Foxp3“¢ mice in agreement with our analyses [97]. With c-Rel activity during
development shown here to contribute uniquely to the transcriptional landscape in both
developing and peripheral Tregs, it is likely that the loss of c-Rel at different junctures in
development and differentiation will result in distinct functional outcomes. Dissecting the c-
Rel-mediated instructions set up during thymic development from additional c-Rel-dependent
signals received in the periphery, which collectively direct the function of mature Tregs, will

be important for understanding the distinct roles c-Rel plays during a Treg’s life span.



In summary, we establish that c-Rel serves as a key transcriptional regulator that bridges Treg
development and function, employing different mechanisms regulated by distinct signals that
impinge on a range of Treg physiological functions that include cell survival, cellular
activation, cell division and immune function. Importantly, we also show that c-Rel contributes
to the peripheral Treg transcriptional landscape at both the developmental and post-
developmental stages of Treg ontogeny. The finding that c-Rel serves as a regulatory T cell
checkpoint in controlling cancer growth [96], coupled with the finding that in mice inhibiting
c-Rel ameliorates autoimmune diseases including arthritis [98] and SLE [99] with little, if any,
adverse impact reinforces the importance of developing and employing c-Rel modulatory drugs

in the clinical setting.



Materials and Methods

Mice

The following mouse strains were maintained on an inbred Ly5.2 C57BL6/J background (>10
generation backcross). Unless otherwise stated, mice were age and sex matched within
experiments. cRel”~ [87] and Foxp3™”” mice [100] have been described previously. The Foxp3™7?
and C57BL6/J Ly5.1 strains were inter-crossed to create Ly5.1Foxp3™ mice. Lck“*Rel*"/ox
mice heterozygous for a loxP targeted c-Rel allele [55], and carry a Cre transgene expressed
under the control of the Lck promoter (Lck) were inter-crossed with Foxp3 mice to generate
LckereRel"*Foxp3 offspring. These mice were then used to generate litter-matched mice
homozygous for the wild-type (Lck*Rel"'Foxp37) or floxed (Lck“*Rel™Foxp37) c-Rel
genes. Nur77¢® [48], Blimpe® [70] or Yae62B-tg [49] mice were interbred with cRel”~ mice
carrying the Foxp3" allele to give cRel™ Foxp3""Nur77¢P, cRel*~Foxp3"PrdmlI®? and
cRel""Foxp3Yae62¢ mice respectively. cRel”~ mice were backcrossed to 3A9 TCR-
transgenic mice [101] on the B10.BR (H2*) background for 3 generations then intercrossed to
produce mice used as bone marrow donors. Bone marrow chimeras were generated by
irradiating recipient Ly5.1 (CD45.1) mice on the B10.BR background, some of which carried
the insHEL transgene [102] with x-rays (two doses of 4.5 Gy given 4 hr apart) and injecting at

least 2x10° bone marrow cells intravenously on the same day.

The genotypes of the different mouse strains were determined by PCR screening of tail or ear

-~ mice were bred at

clip samples; specific PCR protocols are available upon request. Ragl
Monash Animal Research Platform (MARP) or purchased from the Walter and Eliza Hall

Institute (WEHI). The experiments outlined in this study used age and sex-matched mice bred

in specific pathogen free facilities at MARP (Monash University, Clayton) or the Australian



Phenomics Facility, Canberra. All mouse experiments were performed in accordance with the
animal ethics guidelines of the National Health and Medical Research Council of Australia
with the approval of the Alfred Medical Research and Education Precinct and MARP or

Australian National University animal ethics committees.

Reagents

Antibodies specific for mouse c-Rel, RelA and NF-xB1 used for electrophoretic mobility
supershift assays were purchased from Santa Cruz Biotechnology. The antibodies used for flow
cytometry were purchased from BD Biosciences, eBisosciences and Biolegend (see Sup. Table
1 for details) or hybridoma supernatant containing the anti-TCR*A? 1G12 monoclonal antibody
(mouse IgG1, k) was used. Live/Dead Fixable Aqua Dead Cell Stain Kits were purchased from
Invitrogen Life Technologies. Recombinant GITR ligand and OX40 ligand were purchased
from Novus Biologicals, recombinant mouse IL-2 from eBioscience and TGF-f from RnD
systems. LEAF purified anti-CD3 (145-2C11) and anti-CD28 (37N51) antibodies were used

for in vitro stimulation of T cells (WEHI hybridoma facility).

Lymphocyte isolation

Thymus, spleen and lymph node cells were isolated and prepared as previously described [39].
Lymphocytes in the lung and small intestine were isolated by enzymatic digestion followed by
density gradient enrichment. Briefly, solid organs diced in 5 mL of Hanks Ca** and Mg?" free
medium containing 2% FCS were incubated for 20-30 min with gentle agitation at 37°C in
RPMI containing DNAse, collagenase and dispase. The digested tissue was pushed through a
70 pum filter and the resulting cell suspension pelleted by centrifugation. Cells were
resuspended in 2 mL of HBSS, then under-laid with 2 mL of Histoplaque 1077 (Sigma-

Aldrich) and centrifuged at 2200 rpm for 20 min at 25°C. VAT diced in 5 mL of Dulbeccos’s



PBS was incubated for 1 h with gentle agitation at 37°C in DPBS containing collagenase IV.
The digested tissue was pushed through a 70 um filter and the resulting cell suspension pelleted
by centrifugation. Cells were washed in complete media, then resuspended in 30% Percoll
(Sigma-Aldrich) and centrifuged at 1200 rpm for 10 min with the break off. Lymphocytes were

collected from the interface and washed in HBSS prior to performing antibody stains.

Flow cytometry and cell sorting

Flow cytometry and cell sorting were performed as per the Guidelines for the use of flow
cytometry and cell sorting in immunological studies [103]. Single cell suspensions from
thymus, spleen, peripheral lymph nodes (pLNs), liver, small intestine, VAT or lung stained
with various antibody combinations and Live/Dead Aqua (Invitrogen Life Technologies) were
acquired on an LSRII or LSR Fortessa X20 (BD Bioscience) flow cytometer and analysed
using FlowJo software (TreeStar), or sorted using Influx or FACSAria instruments (BD
Bioscience). Where necessary, after completing stains for extracellular membrane bound
proteins, cells were fixed and permeabilized using an anti-mouse/rat FOXP3 Staining Set
(eBiosciences), then stained as per the manufacturer's instructions. Representative gating
strategy for flow cytometry is outlined in Fig. Sup. 1A and B. Where required for the large-
scale purification of CD4" T cell subsets using fluorescence activated cell sorting (FACS),
samples were pre-enriched for CD4" T cells using MagniSort Mouse CD4 T cell Enrichment

Kit, or a customised CD8" thymocyte depleting kit (eBioscience).

Electrophoretic mobility shift assays (EMSA)
Nuclear extracts were generated, and electrophoretic mobility shift assays performed using
FACS sorted conventional T cell [CD4"CD25"GITR 'Foxp3(RFP)] and de novo Treg

[CD4"CD25"GITR "Foxp3(RFP)*CCR7"] populations, essentially as described [104]. Briefly,



equivalent amounts of nuclear extracts incubated with a 3>’ dATP (Amersham) labelled kB3
probe from the mouse c-Rel promoter were fractionated on non-denaturing polyacrylamide
gels, dried and subjected to autoradiography. For antibody super-shift experiments, nuclear
extracts were initially incubated on ice for 30 min with antibodies specific for mouse c-Rel

(Santa Cruz Biotechnology) prior to adding radiolabelled probe.

T cell cultures

Purified CD4" T cells were cultured in Gibco SensiCell RPMI 1640 medium (Invitrogen Life
Technologies) supplemented with 10% heat inactivated foetal calf serum (FCS), 50 mM -
mercaptoethanol, penicillin (100 mg/mL), streptomycin (5 mg/mL) and 10 mM HEPES in a

humidified 10% CO; atmosphere at 37°C.

Five-thousand thymic pre-Tregs [CD4SPCD25"Foxp3(RFP)"] were isolated from cRel"" or
cRel”~ mice, stained with CellTrace Violet (Life Technologies) and incubated with various
concentrations of IL-2 in the presence or absence of 50 nM GITR ligand or OX40 ligand in a
96-well flat-bottom plate. Twenty-four hours later cells were analysed for the induction of

Foxp3 by RFP expression.

Naive conventional T cells [CD4*CD25"°CD44"°Foxp3(RFP)] were isolated from cRel"* or
cRel”~ mice, stained with CellTrace Violet and cultured in a 96-well flat-bottom plate pre-
coated with rat anti-mouse CD3 antibodies ranging from 0 pg/mL to 5 pug/mL and rat anti-
mouse CD28 antibodies at a final concentration of 2 ug/mL, and 2 ng/mL TGF-f. Seventy-two

hours later cells were analysed for the iTreg conversion by Foxp3(RFP) expression.



cTregs isolated from the pLN of cRel™* or cRel”~ mice FACS sorted on the basis of
CD4*CD25"Foxp3(RFP)"CD44'"° expression were cultured in a 96-well flat-bottom plate pre-
coated with rat anti-mouse CD3 antibodies ranging from 0 pg/mL to 2.5 pg/mL and rat anti-
mouse CD28 antibodies at a final concentration of 2 pg/mL for 72 hr. Expression of ICOS and
CD44 were analysed by flow cytometry as a measure of the capacity of cRel”~ cTregs to

differentiate into eTregs.

Conventional Foxp3(RFP)" CD4" T cells were isolated from the spleen of
cRel""Foxp3"Nur77%P or cRel”~Foxp3" Nur77¢" mice and cultured on a 96-well flat-bottom
plate pre-coated with rat anti-mouse CD3 antibodies ranging from 0 pg/mL to 2.5 ug/mL and
rat anti-mouse CD28 antibodies at a final concentration of 2 ug/mL for 8 hr. Expression of
Nur77(GFP) was analysed by flow cytometry as a measure of the capacity of cRel”~ cTregs to

differentiate into eTregs.

In vivo T cell suppression assays

Tregs [CD4"CD25"Foxp3(RFP)*] were isolated from the pooled spleens and pLNs of
cRel""Foxp3™ or cRel” Foxp3” mice, while CD4" Tcon [CD4*CD25Foxp3(RFP)] were
prepared from the spleen and pLNs of Ly5.1Foxp3” mice. Following the enrichment of CD4*
cells using a MagniSort CD4" T cell kit (eBioscience), Tregs and CD4" Tcon were purified by
flow cytometry (> 98% final purity). 3 x 10° Ly5.1*CD4"Foxp3(RFP)" Tcon alone, or with 1 x
10° Ly5.2" cRel"”* or cRel”~ Treg cells were intravenously injected into Rag/~~ mice. Four
weeks later, cell suspensions were prepared from the spleen, pLNs and mLNs of individual

mice and analysed by flow cytometry.

RNA-seq analysis



Purified pre-Treg [CD4*CD25MGITR *Foxp3(RFP)] and Treg
[CD4"CD25"GITR CCR7'Foxp3(RFP)"] populations were isolated from the thymi or spleen
of cRel"" Foxp3™ and cRel”Foxp3” mice using MagniSort CD4" T cell enrichment followed
by FACS sorting. Total RNA was extracted from ~50 x 10 purified cells using a QIA Shredder
spin column and followed by the RNeasy Micro Kit (Qiagen) protocol. The quality and
quantity of the RNA samples was assessed using an Agilent Bioanalyzer (Agilent
Technologies), with all samples used for RNA sequencing analysis having a RIN of > 8. The
library preparation and RNA sequencing of Treg RNA samples was performed at Micromon
(Monash University, Clayton) using an Illumina NextSeq500 machine. Image and
bioinformatic analysis were performed at the Monash University Bioinformatic Platform. The
sequencing data was processed using the RNA-sik pipeline [105] against the Mus musculus
reference GRCm38. This includes mapping the reads using the STAR [106] aligner, and
quantifying against the GRCm38.84 annotation with feature Counts [107]. Statistical testing
for differential gene expression was performed using Degust [108], with a cut-off of FDR <

0.05. Ingenuity Pathway Analysis (Qiagen) was performed on differentially expressed genes.

TCR sequencing and filtering

Methods used for RNA isolation, cDNA synthesis, PCR amplification of TCRa and TCRf
transcripts, addition of sequencing adapters and sample indices, amplicon concentration,
purification, sequencing and alignment to mouse genome using molecular identifier groups-
based error correction (MIGEC) software [109] were described previously [51]. Primers are
listed in Supplementary Table 2. Sequences with a CDR3 that was out-of-frame or contained
a stop codon were excluded. To avoid overestimating TCR diversity due to PCR or sequencing
errors, sequences detected only once in any given sample were excluded. A clonotype was

defined as a unique combination of V gene and CDR3 amino acid sequence. Each clonotype



was counted only once per sample. Due to duplication events at the mouse TCRad locus, some

reads aligned to > 1 Trav paralog; these reads were assumed to use the Trav paralog listed first

by MIGEC.

TCR sequence analyses

For hydrophobic index calculation, CDR3 sequences < 8 amino acids were excluded because
a conserved Phe or Try is present at position 6 or 7 of CDR3 sequences that are 6 or 7 amino
acids long. The hydrophobic index equals the percentage of clonotypes with a CDR3 position
6-7 doublet corresponding to any of the 175 amino acid doublets identified as promoting T-
cell self-reactivity [50]. Trav—Traj diversity and Morisita Horn index calculations were
performed at the level of TCR catalogue, defined as the aggregate of all clonotypes detected in
samples of a given combination of mouse genotype and T-cell subset. Clonotype abundance in
a TCR catalogue equals the number of mice in which the clonotype was detected. The number
of clones in a TCR catalogue is the sum of the abundances of all clonotypes. The iNEXT
software package was used to produce sample size-based and coverage-based rarefaction and
extrapolation curves, with 95% confidence bands based on 5 bootstrap replications [53].
Relative diversity estimates were performed following the approach of Chao and Jost [52],
whose term “individual” we equate with “clone”, and “species” we equate with “7Trav—Traj
combination”. Sample coverage is defined as the proportion of all clones predicted to exist in
a TCR catalog (including undetected ones) that use a 7rav—Traj combination detected in the
TCR catalogue. As Trav—Traj combination diversity was calculated using the diversity order
(Hill number or g) of 1, Shannon entropy is equal to the natural log of the number of unique
Trav—Traj combinations [110]. Morisita Horn indices were computed using EstimateS

(Version 9.1.0, R. K. Colwell, http://purl.oclc.org/estimates).



Statistical analyses
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The “tidyverse”, “stringr”, “reshape2” and “iNEXT” packages were used in RStudio software
for TCR sequence analyses and to produce graphs. Other statistical analyses were performed
using GraphPad Prism versions 7.0a or 8.4.2 (GraphPad Software, La Jolla California USA)
with multiple comparison tests recommended in the GraphPad Prism software. Graphs are
presented as mean +/— SEM. Venn diagrams were produced using Venny 2.1 (J. C. Oliveros,
https://bioinfogp.cnb.csic.es/tools/venny/index.html). Some figures were made using Adobe

[lustrator CC (Adobe Systems Inc., San Jose, CA).

Data Availability

RNA-seq data has been deposited in the GEO databank and is accessible under the accession

number GSE154166.



Acknowledgements

We thank Eric Huseby (University of Massachusetts Medical School), Stephen Nutt (Walter and Eliza
Hall Institute of Medical Research) and Kristin Hogquist (University of Minnesota) for the respective
gifts of Yae62B-tg, Blimp®® and Nur77¢® mice, and the staff of Monash Animal Research Platform and
FlowCore for technical assistance. This research was supported by the Monash Biomedicine Discovery
Institute and by the NHMRC grant 1107464 to SRD; veski Innovation Fellowship and NHMRC Project
grants 1104433 and 1104466 to CZ; NIH/NCI grant ROl CA157660 to UK; and NHMRC Principal
Research Fellowship awarded to SJT. The authors acknowledge use of the services and facilities of
Micromon Genomics at Monash University. We also thank Adam Uldrich for constructive feedback

and advice.

Conflicts of Interest

The authors declare that they have no commercial or financial conflict of interest.



References

1 Brunkow, M. E., Jeffery, E. W., Hjerrild, K. A., Paeper, B., Clark, L. B., Yasayko,
S.-A., Wilkinson, J. E., Galas, D. and Ramsdell, S. F. Z. F., Disruption of a new
forkhead/winged-helix protein, scurfin, results in the fatal lymphoproliferative disorder

of the scurfy mouse. Nature Genetics 2001. 27: 68-73.

2 Fontenot, J. D., Gavin, M. A. and Rudensky, A. Y., Foxp3 programs the development
and function of CD4+CD25+ regulatory T cells. Nature Immunology 2003. 4: 330-336.

3 Sakaguchi, S., Naturally arising Foxp3-expressing CD25+CD4+ regulatory T cells in

immunological tolerance to self and non-self. Nature Immunology 2005. 6: 345-352.

4 Coutinho, A., Caramalho, 1., Seixas, E. and Demengeot, J., Thymic Commitment of
Regulatory T Cells Is a Pathway of TCR-Dependent Selection That Isolates Repertoires
Undergoing Positive or Negative Selection. In Compans, R. W., Cooper, M. D.,
Honjo, T., Koprowski, H., Melchers, F., Oldstone, M. B. A., Olsnes, S., Potter, M.,
Vogt, P. K., Wagner, H., Kyewski, B. and Suri-Payer, E. (Eds.) CD4+CD25+
Regulatory T Cells: Origin, Function and Therapeutic Potential. Current Topics in
Microbiology and Immunology. Springer, Berlin, Heidelberg 2005, pp 43-71.

5 Carter, J. D., Calabrese, G. M., Naganuma, M. and Lorenz, U., Deficiency of the
Src Homology Region 2 Domain-Containing Phosphatase 1 (SHP-1) Causes
Enrichment of CD4+CD25+ Regulatory T Cells. Journal of Immunology 2005. 174:
6627-6638.

6 Lee, H.-M., Bautista, J. L., Scott-Browne, J., Mohan, J. F. and Hsieh, C.-S., A
Broad Range of Self-Reactivity Drives Thymic Regulatory T Cell Selection to Limit
Responses to Self. Immunity 2012. 37: 475-486.

7 Chen, W., Jin, W., Hardegen, N., Lei, K.-j., Li, L., Marinos, N., McGrady, G. and
Wahl, S. M., Conversion of Peripheral CD4+CD25— Naive T Cells to CD4+CD25+

Regulatory T Cells by TGF-f Induction of Transcription Factor Foxp3. The Journal of
Experimental Medicine 2003. 198: 1875-1886.



10

11

12

13

14

15

16

17

Fu, S., Zhang, N., Yopp, A. C., Chen, D., Mao, M., Chen, D., Zhang, H., Ding, Y.
and Bromberg, J. S., TGF-B Induces Foxp3+ T-Regulatory Cells from CD4+ CD25-
Precursors. American Journal of Transplantation 2004. 4: 1614-1627.

Ito, T., Hanabuchi, S., Wang, Y.-H., Park, W. R., Arima, K., Bover, L., Li, Q.,
Gilliet, M. and Liu, Y.-J., Two functional subsets of FOXP3+ regulatory T cells in
human thymus and periphery. Immunity 2008. 28: 870-880.

Cretney, E., Xin, A., Shi, W., Minnich, M., Masson, F., Miasari, M., Belz, G. T.,
Smyth, G. K., Busslinger, M., Nutt, S. L. and Kallies, A., The transcription factors

Blimp-1 and IRF4 jointly control the differentiation and function of effector regulatory
T cells. Nature Immunology 2011. 12: 304-311.

Liston, A. and Gray, D. H. D., Homeostatic control of regulatory T cell diversity.
Nature Reviews Immunology 2014. 14: 154-165.

Cretney, E., Kallies, A. and Nutt, S. L., Differentiation and function of Foxp3+
effector regulatory T cells. Trends in Immunology 2013. 34: 74-80.

Dias, S., D'Amico, A., Cretney, E., Liao, Y., Tellier, J., Bruggeman, C., Almeida,
F. F., Leahy, J., Belz, G. T., Smyth, G. K., Shi, W. and Nutt, S. L., Effector
Regulatory T Cell Differentiation and Immune Homeostasis Depend on the

Transcription Factor Myb. Immunity 2017. 46: 78-91.

Hori, S., Nomura, T. and Sakaguchi, S., Control of regulatory T cell development by
the transcription factor Foxp3. Science 2003. 299: 1057-1061.

Fontenot, J. D., Rasmussen, J. P., Williams, L. M., Dooley, J. L., Farr, A. G. and
Rudensky, A. Y., Regulatory T cell lineage specification by the forkhead transcription
factor foxp3. Immunity 2005. 22: 329-341.

Gavin, M. A., Rasmussen, J. P., Fontenot, J. D., Vasta, V., Manganiello, V. C.,
Beavo, J. A. and Rudensky, A. Y., Foxp3-dependent programme of regulatory T-cell
differentiation. Nature 2007. 445: 771-775.

Ohkura, N., Kitagawa, Y. and Sakaguchi, S., Development and maintenance of

regulatory T cells. Immunity 2013. 38: 414-423.



18

19

20

21

22

23

24

25

26

Samstein, R. M., Arvey, A., Josefowicz, S. Z., Peng, X., Reynolds, A., Sandstrom,
R., Neph, S., Sabo, P., Kim, J. M., Liao, W., Li, M. O., Leslie, C.,
Stamatoyannopoulos, J. A. and Rudensky, A. Y., Foxp3 exploits a pre-existent
enhancer landscape for regulatory T cell lineage specification. Cell/ 2012. 151: 153-166.

Luo, C. T. and Li, M. O., Transcriptional control of regulatory T cell development
and function. Trends in Immunology 2013. 34: 531-539.

Schuster, M., Plaza-Sirvent, C., Matthies, A.-M., Heise, U., Jeron, A., Bruder, D.,
Visekruna, A., Huehn, J. and Schmitz, 1., c-REL and IxkBns Govern Common and

Independent Steps of Regulatory T Cell Development from Novel CD122-Expressing
Pre-Precursors. The Journal of Immunology 2017. 199: 920-930.

Lio, C.-W. J. and Hsieh, C.-S., A two-step process for thymic regulatory T cell
development. Immunity 2008. 28: 100-111.

Marshall, D., Sinclair, C., Tung, S. and Seddon, B., Differential Requirement for IL-
2 and IL-15 during Bifurcated Development of Thymic Regulatory T Cells. The
Journal of Immunology 2014. 193: 5525-5533.

Fu, W., Ergun, A., Lu, T., Hill, J. A., Haxhinasto, S., Fassett, M. S., Gazit, R.,
Adoro, S., Glimcher, L., Chan, S., Kastner, P., Rossi, D., Collins, J. J., Mathis, D.
and Benoist, C., A multiply redundant genetic switch ‘locks in’ the transcriptional

signature of regulatory T cells. Nature Immunology 2012. 13: 972-980.

Chung, Y., Tanaka, S., Chu, F., Nurieva, R. 1., Martinez, G. J., Rawal, S., Wang,
Y.-H., Lim, H., Reynolds, J. M., Zhou, X.-h., Fan, H.-m., Liu, Z.-m., Neelapu, S.
S. and Dong, C., Follicular regulatory T cells expressing Foxp3 and Bcl-6 suppress
germinal center reactions. Nature Medicine 2011. 17: 983-988.

Koch, M. A., Tucker-Heard, G. a. s., Perdue, N. R., Killebrew, J. R., Urdahl, K. B.
and Campbell, D. J., The transcription factor T-bet controls regulatory T cell
homeostasis and function during type 1 inflammation. Nature Immunology 2009. 10:

595-602.

Wohlfert, E. A., Grainger, J. R., Bouladoux, N., Konkel, J. E., Oldenhove, G.,
Ribeiro, C. H., Hall, J. A., Yagi, R., Naik, S., Bhairavabhotla, R., Paul, W. E.,



27

28

29

30

31

32

33

Bosselut, R., Wei, G., Zhao, K., Oukka, M., Zhu, J. and Belkaid, Y., GATA3
controls Foxp3+ regulatory T cell fate during inflammation in mice. The Journal of

Clinical Investigation 2011. 121: 4503-4515.

Zheng, Y., Chaudhry, A., Kas, A., deRoos, P., Kim, J. M., Chu, T.-T., Corcoran,
L., Treuting, P., Klein, U. and Rudensky, A. Y., Regulatory T-cell suppressor
program co-opts transcription factor IRF4 to control TH2 responses. Nature 2009. 458:
351-356.

Tartar, D. M., VanMorlan, A. M., Wan, X., Guloglu, F. B., Jain, R., Haymaker,
C. L., Ellis, J. S., Hoeman, C. M., Cascio, J. A., Dhakal, M., Oukka, M. and
Zaghouani, H., FoxP3'RORyt" T Helper Intermediates Display Suppressive Function
against Autoimmune Diabetes. The Journal of Immunology 2010. 184: 3377-3385.

Yu, F., Sharma, S., Edwards, J., Feigenbaum, L. and Zhu, J., Dynamic expression
of transcription factors T-bet and GATA-3 by regulatory T cells maintains

immunotolerance. Nature Immunology 2014.

Gerondakis, S., Fulford, T. S., Messina, N. L. and Grumont, R. J., NF-«B control
of T cell development. Nature Immunology 2014. 15: 15-25.

Giickel, E., Frey, S., Zaiss, M. M., Schett, G., Ghosh, S. and Voll, R. E., Cell-
Intrinsic NF-kB Activation Is Critical for the Development of Natural Regulatory T
Cells in Mice. Plos One 2011. 6: €20003.

Gerondakis, S. and Siebenlist, U., Roles of the NF-xB Pathway in Lymphocyte
Development and Function. Cold Spring Harbor Perspectives in Biology 2010. 2:
a000182-a000182.

Isomura, L., Palmer, S., Grumont, R. J., Bunting, K., Hoyne, G., Wilkinson, N.,
Banerjee, A., Proietto, A., Gugasyan, R., Wu, L., Li, W., McNally, A., Steptoe, R.
J., Thomas, R., Shannon, M. F. and Gerondakis, S., c-Rel is required for the
development of thymic Foxp3+ CD4 regulatory T cells. The Journal of Experimental
Medicine 2009. 206: 3001-3014.



34

35

36

37

38

39

40

41

Deenick, E. K., Elford, A. R., Pellegrini, M., Hall, H., Mak, T. W. and Ohashi, P.
S., c-Rel but not NF-kB1 is important for T regulatory cell development. European
Journal of Immunology 2010. 40: 677-681.

Ruan, Q., Kameswaran, V., Tone, Y., Li, L., Liou, H.-C., Greene, M. 1., Tone, M.
and Chen, Y. H., Development of Foxp3(+) Regulatory T Cells Is Driven by the c-Rel
Enhanceosome. Immunity 2009. 31: 932-940.

Visekruna, A., Huber, M., Hellhund, A., Bothur, E., Reinhard, K., Bollig, N.,
Schmidt, N., Joeris, T., Lohoff, M. and Steinhoff, U., c-Rel is crucial for the

induction of Foxp3+ regulatory CD4+ T cells but not TH17 cells. European Journal of
Immunology 2010. 40: 671-676.

Grigoriadis, G., Vasanthakumar, A., Banerjee, A., Grumont, R., Overall, S.,
Gleeson, P., Shannon, F. and Gerondakis, S., c-Rel Controls Multiple Discrete Steps
in the Thymic Development of Foxp3(+) CD4 Regulatory T Cells. Plos One 2011. 6:
e26851.

Oh, H., Grinberg-Bleyer, Y., Liao, W., Maloney, D., Wang, P., Wu, Z., Wang, J.,
Bhatt, D. M., Heise, N., Schmid, R. M., Hayden, M. S., Klein, U., Rabadan, R. and
Ghosh, S., An NF-xB Transcription-Factor-Dependent  Lineage-Specific
Transcriptional Program Promotes Regulatory T Cell Identity and Function. Immunity

2018. 47: 450-465.e455.

Messina, N., Fulford, T., O’Reilly, L., Loh, W. X., Motyer, J. M., Ellis, D., McLean,
C., Naeem, H., Lin, A., Gugasyan, R., Slattery, R. M., Grumont, R. J. and
Gerondakis, S., The NF-kB transcription factor RelA is required for the tolerogenic
function of Foxp3(+) regulatory T cells. Journal of Autoimmunity 2016.

Schmidt-Supprian, M., Tian, J., Grant, E. P., Pasparakis, M., Maehr, R., Ovaa,
H., Ploegh, H. L., Coyle, A. J. and Rajewsky, K., Differential dependence of
CD4+CD25+ regulatory and natural killer-like T cells on signals leading to NF-xB
activation. Proceedings of the National Academy of Sciences 2004. 101: 4566-4571.

Chang, J.-H., Xiao, Y., Hu, H., Jin, J., Yu, J., Zhou, X., Wu, X., Johnson, H. M.,
Akira, S., Pasparakis, M., Cheng, X. and Sun, S.-C., Ubcl3 maintains the



42

43

44

45

46

47

48

49

suppressive function of regulatory T cells and prevents their conversion into effector-

like T cells. Nature Immunology 2012. 13: 481-490.

Muto, G., Kotani, H., Kondo, T., Morita, R., Tsuruta, S., Kobayashi, T., Luche,
H., Fehling, H. J., Walsh, M., Choi, Y. and Yoshimura, A., TRAF6 Is Essential for

Maintenance of Regulatory T Cells That Suppress Th2 Type Autoimmunity. Plos One
2013. 8: e74639.

Chang, J.-H., Hu, H. and Sun, S.-C., Survival and maintenance of regulatory T cells

require the kinase TAK1. Cellular & Molecular Immunology 2015. 12: 572-579.

Long, M., Park, S.-G., Strickland, I., Hayden, M. S. and Ghosh, S., Nuclear Factor-
kB Modulates Regulatory T Cell Development by Directly Regulating Expression of
Foxp3 Transcription Factor. Immunity 2009. 31: 921-931.

Vasanthakumar, A., Liao, Y., Teh, P., Pascutti, M. F., Oja, A. E., Garnham, A. L.,
Gloury, R., Tempany, J. C., Sidwell, T., Cuadrado, E., Tuijnenburg, P., Kuijpers,
T. W., Lalaoui, N., Mielke, L. A., Bryant, V. L., Hodgkin, P. D., Silke, J., Smyth,
G. K., Nolte, M. A., Shi, W. and Kallies, A., The TNF Receptor Superfamily-NF-«B
Axis Is Critical to Maintain Effector Regulatory T Cells in Lymphoid and Non-
lymphoid Tissues. Cell Reports 2017. 20: 2906-2920.

Liston, A., Siggs, O. M. and Goodnow, C. C., Tracing the action of [L-2 in tolerance
to islet-specific antigen. Immunology & Cell Biology 2007. 85: 338-342.

Apostolou, L., Sarukhan, A., Klein, L. and von Boehmer, H., Origin of regulatory T
cells with known specificity for antigen. Nature Immunology 2002. 3: 756-763.

Moran, A. E., Holzapfel, K. L., Xing, Y., Cunningham, N. R., Maltzman, J. S.,
Punt, J. and Hogquist, K. A., T cell receptor signal strength in Treg and iNKT cell

development demonstrated by a novel fluorescent reporter mouse. The Journal of

Experimental Medicine 2011. 208: 1279-1289.

Stadinski, B. D., Trenh, P., Smith, R. L., Bautista, B., Huseby, P. G., Li, G., Stern,
L. J. and Huseby, E. S., A role for differential variable gene pairing in creating T cell

receptors specific for unique major histocompatibility ligands. Immunity 2011. 35: 694-
704.



50

51

52

53

54

55

56

57

Stadinski, B. D., Shekhar, K., Gomez-Tourifo, L., Jung, J., Sasaki, K., Sewell, A.
K., Peakman, M., Chakraborty, A. K. and Huseby, E. S., Hydrophobic CDR3
residues promote the development of self-reactive T cells. Nature Immunology 2016.

17: 946-955.

Wirasinha, R. C., Singh, M., Archer, S. K., Chan, A., Harrison, P. F., Goodnow,
C. C. and Daley, S. R., aff T-cell receptors with a central CDR3 cysteine are enriched
in CD8aa intraepithelial lymphocytes and their thymic precursors. Immunol Cell Biol

2018. 96: 553-561.

Chao, A. and Jost, L., Coverage-based rarefaction and extrapolation: standardizing

samples by completeness rather than size. Ecology 2012. 93: 2533-2547.

Chao, A., Gotelli, N. J., Hsieh, T. C., Sander, E. L., Ma, K. H., Colwell, R. K. and
Ellison, A. M., Rarefaction and extrapolation with Hill numbers: a framework for

sampling and estimation in species diversity studies. Ecological Monographs 2014. 84:

45-67.

Mahmud, S. A., Manlove, L. S., Schmitz, H. M., Xing, Y., Wang, Y., Owen, D. L.,
Schenkel, J. M., Boomer, J. S., Green, J. M., Yagita, H., Chi, H., Hogquist, K. A.
and Farrar, M. A., Costimulation via the tumor-necrosis factor receptor superfamily
couples TCR signal strength to the thymic differentiation of regulatory T cells. Nature
Immunology 2014. 15: 473-481.

Heise, N., De Silva, N. S., Silva, K., Carette, A., Simonetti, G., Pasparakis, M. and
Klein, U., Germinal center B cell maintenance and differentiation are controlled by

distinct NF-kB transcription factor subunits. The Journal of Experimental Medicine

2014.211: 2103-2118.

Cowan, J. E., McCarthy, N. I. and Anderson, G., CCR7 Controls Thymus
Recirculation, but Not Production and Emigration, of Foxp3(+) T Cells. Cell Reports
2016. 14: 1041-1048.

Cowan, J. E., Parnell, S. M., Nakamura, K., Caamano, J. H., Lane, P. J. L.,

Jenkinson, E. J., Jenkinson, W. E. and Anderson, G., The thymic medulla is required



58

59

60

61

62

63

64

for Foxp3+ regulatory but not conventional CD4+ thymocyte development. The
Journal of Experimental Medicine 2013. 210: 675-681.

Thiault, N., Darrigues, J., Adoue, V., Gros, M., Binet, B., Perals, C., Leobon, B.,
Fazilleau, N., Joffre, O. P., Robey, E. A., van Meerwijk, J. P. M. and Romagnoli,
P., Peripheral regulatory T lymphocytes recirculating to the thymus suppress the
development of their precursors. Nature Immunology 2015. 16: 628-634.

Burchill, M. A., Yang, J., Vogtenhuber, C., Blazar, B. R. and Farrar, M. A., IL-2
receptor B-dependent STATS activation is required for the development of Foxp3+
regulatory T cells. Journal of Immunology 2007. 178: 280-290.

Vogel, C. F. A., Kahn, E. M., Leung, P. S. C., Gershwin, M. E., Chang, W. L. W.,
Wu, D., Haarmann-Stemmann, T., Hoffmann, A. and Denison, M. S., Cross-talk
between Aryl Hydrocarbon Receptor and the inflammatory response: a Role for NF-
kB. Journal of Biological Chemistry 2013.

Grumont, R. J. and Gerondakis, S., Rel Induces Interferon Regulatory Factor 4 (IRF-
4) Expression in Lymphocytes: Modulation of Interferon-Regulated Gene Expression

by Rel/Nuclear Factor kB. The Journal of Experimental Medicine 2000. 191: 1281.

Hinz, M., Lemke, P., Anagnostopoulos, 1., Hacker, C., Krappmann, D., Mathas,
S., Dorken, B., Zenke, M., Stein, H. and Scheidereit, C., Nuclear Factor «B-
dependent Gene Expression Profiling of Hodgkin’s Disease Tumor Cells, Pathogenetic
Significance, and Link to Constitutive Signal Transducer and Activator of

Transcription 5a Activity. The Journal of Experimental Medicine 2002. 196: 605-617.

Weiss, J. M., Bilate, A. M., Gobert, M., Ding, Y., Curotto de Lafaille, M. A.,
Parkhurst, C. N., Xiong, H., Dolpady, J., Frey, A. B., Ruocco, M. G., Yang, Y.,
Floess, S., Huehn, J., Oh, S., Li, M. O., Niec, R. E., Rudensky, A. Y., Dustin, M. L.,
Littman, D. R. and Lafaille, J. J., Neuropilin 1 is expressed on thymus-derived natural

regulatory T cells, but not mucosa-generated induced Foxp3+ T reg cells. The Journal

of Experimental Medicine 2012. 209: 1723-1742.

Yadav, M., Louvet, C., Davini, D., Gardner, J. M., Martinez-Llordella, M., Bailey-
Bucktrout, S., Anthony, B. A., Sverdrup, F. M., Head, R., Kuster, D. J., Ruminski,



65

66

67

68

69

70

71

72

P., Weiss, D., Von Schack, D. and Bluestone, J. A., Neuropilin-1 distinguishes natural
and inducible regulatory T cells among regulatory T cell subsets in vivo. The Journal

of Experimental Medicine 2012. 209: 1713-1722.

Maria, A., English, K. A. and Gorham, J. D., Appropriate development of the liver
Treg compartment is modulated by the microbiota and requires TGF-3 and MyD8S8.
Journal of immunology research 2014. 2014: 279736-279736.

Zheng, S. G., Wang, J., Wang, P., Gray, J. D. and Horwitz, D. A., IL-2 Is Essential
for TGF-f to Convert Naive CD4+CD25— Cells to CD25+Foxp3+ Regulatory T Cells
and for Expansion of These Cells. Journal of Immunology 2007. 178: 2018-2027.

Molinero, L. L., Miller, M. L., Evaristo, C. and Alegre, M. L., High TCR Stimuli
Prevent Induced Regulatory T Cell Differentiation in a NF-kB-Dependent Manner.
Journal of Immunology 2011. 186: 4609-4617.

Schulze-Luehrmann, J. and Ghosh, S., Antigen-receptor signaling to nuclear factor

«kB. Immunity 2006. 25: 701-715.

Gerondakis, S., Strasser, A., Metcalf, D., Grigoriadis, G., Scheerlinck, J. Y. and
Grumont, R. J., Rel-deficient T cells exhibit defects in production of interleukin 3 and

granulocyte-macrophage colony-stimulating factor. Proceedings of the National

Academy of Sciences 1996. 93: 3405-34009.

Kallies, A., Hasbold, J., Tarlinton, D. M., Dietrich, W., Corcoran, L. M., Hodgkin,
P. D. and Nutt, S. L., Plasma cell ontogeny defined by quantitative changes in blimp-
1 expression. The Journal of Experimental Medicine 2004. 200: 967-977.

Vasanthakumar, A., Moro, K., Xin, A., Liao, Y., Gloury, R., Kawamoto, S.,
Fagarasan, S., Mielke, L. A., Afshar-Sterle, S., Masters, S. L., Nakae, S., Saito, H.,
Wentworth, J. M., Li, P., Liao, W., Leonard, W. J., Smyth, G. K., Shi, W., Nutt,
S. L., Koyasu, S. and Kallies, A., The transcriptional regulators IRF4, BATF and IL-
33 orchestrate development and maintenance of adipose tissue—resident regulatory T

cells. Nature Immunology 2015. 16: 276-285.

Shevach, E. M., Foxp3+ T Regulatory Cells: Still Many Unanswered Questions—A
Perspective After 20 Years of Study. Frontiers in Immunology 2018. 9.



73

74

75

76

77

78

79

80

81

Winstead, C. J., Fraser, J. M. and Khoruts, A., Regulatory CD4+CD25+Foxp3+ T
Cells Selectively Inhibit the Spontaneous Form of Lymphopenia-Induced Proliferation
of Naive T Cells. Journal of Immunology 2008. 180: 7305-7317.

Daley, S. R., Hu, D. Y. and Goodnow, C. C., Helios marks strongly autoreactive
CD4+ T cells in two major waves of thymic deletion distinguished by induction of PD-
1 or NF-xB. The Journal of Experimental Medicine 2013. 210: 269-285.

Hu, D.Y., Yap, J. Y., Wirasinha, R. C., Howard, D. R., Goodnow, C. C. and Daley,
S. R., A timeline demarcating two waves of clonal deletion and Foxp3 upregulation

during thymocyte development. Immunology and Cell Biology 2016. 94: 357-366.

Breed, E. R., Watanabe, M. and Hogquist, K. A., Measuring Thymic Clonal Deletion
at the Population Level. J Immunol 2019. 202: 3226-3233.

Hu, D. Y., Wirasinha, R. C., Goodnow, C. C. and Daley, S. R., [L-2 prevents deletion
of developing T-regulatory cells in the thymus. Cell Death Differ 2017.24: 1007-1016.

Wirnsberger, G., Mair, F. and Klein, L., Regulatory T cell differentiation of
thymocytes does not require a dedicated antigen-presenting cell but is under T cell-

intrinsic developmental control. Proc Natl Acad Sci U S A 2009. 106: 10278-10283.

Hassler, T., Urmann, E., Teschner, S., Federle, C., Dileepan, T., Schober, K.,
Jenkins, M. K., Busch, D. H., Hinterberger, M. and Klein, L., Inventories of naive
and tolerant mouse CD4 T cell repertoires reveal a hierarchy of deleted and diverted T

cell receptors. Proc Natl Acad Sci U S A 2019. 116: 18537-18543.

Stadinski, B. D., Blevins, S. J., Spidale, N. A., Duke, B. R., Huseby, P. G., Stern, L.
J. and Huseby, E. S., A temporal thymic selection switch and ligand binding kinetics
constrain neonatal Foxp3™ Tr cell development. Nat Immunol 2019. 20: 1046-1058.

Cozzo Picca, C., Simons, D. M., Oh, S., Aitken, M., Perng, O. A., Mergenthaler,
C., Kropf, E., Erikson, J. and Caton, A. J., CD4"CD25"Foxp3* regulatory T cell
formation requires more specific recognition of a self-peptide than thymocyte deletion.

Proc Natl Acad Sci US A 2011. 108: 14890-14895.



82

83

84

85

86

87

88

&9

Zhan, Y., Gerondakis, S., Coghill, E., Bourges, D., Xu, Y., Brady, J. L. and Lew,
A. M., Glucocorticoid-Induced TNF Receptor Expression by T Cells Is Reciprocally
Regulated by NF-xB and NFAT. Journal of Immunology 2008. 181: 5405-5413.

Grigoriadis, G., Zhan, Y., Grumont, R. J., Metcalf, D., Handman, E., Cheers, C.
and Gerondakis, S., The Rel subunit of NF-kB-like transcription factors is a positive
and negative regulator of macrophage gene expression: distinct roles for Rel in different

macrophage populations. 7The EMBO Journal 1996. 15: 7099.

Gilmore, T. D. and Gerondakis, S., The c-Rel Transcription Factor in Development
and Disease. Genes Cancer 2011. 2: 695-711.

Nikolouli, E., Elfaki, Y., Herppich, S., Schelmbauer, C., Delacher, M., Falk, C.,
Mufazalov, L. A., Waisman, A., Feuerer, M. and Huehn, J., Recirculating [L-1R2(+)

Tregs fine-tune intrathymic Treg development under inflammatory conditions. Cel/

Mol Immunol 2020.

Smigiel, K. S., Richards, E., Srivastava, S., Thomas, K. R., Dudda, J. C.,
Klonowski, K. D. and Campbell, D. J., CCR7 provides localized access to IL-2 and

defines homeostatically distinct regulatory T cell subsets. The Journal of Experimental

Medicine 2014. 211: 121-136.

Kontgen, F., Grumont, R. J., Strasser, A., Metcalf, D., Li, R., Tarlinton, D. and
Gerondakis, S., Mice lacking the c-rel proto-oncogene exhibit defects in lymphocyte

proliferation, humoral immunity, and interleukin-2 expression. Genes &amp;

Development 1995. 9: 1965-1977.

Liou, H. C., Jin, Z., Tumang, J., Andjelic, S., Smith, K. A. and Liou, M. L., c-Rel
is crucial for lymphocyte proliferation but dispensable for T cell effector function.

International Immunology 1999. 11: 361-371.

Gilmore, T. D., Kalaitzidis, D., Liang, M.-C. and Starczynowski, D. T., The c-Rel
transcription factor and B-cell proliferation: a deal with the devil. Oncogene 2004. 23:

2275-2286.



90

91

92

93

94

95

96

97

Lorenz, V. N., Schon, M. P. and Seitz, C. S., c-Rel Downregulation Affects Cell
Cycle Progression of Human Keratinocytes. Journal of Investigative Dermatology

2014. 134: 415-422.

Grumont, R. J., Rourke, I. J., O'Reilly, L. A., Strasser, A., Miyake, K., Sha, W.
and Gerondakis, S., B Lymphocytes Differentially Use the Rel and Nuclear Factor
kB1 (NF-kB1) Transcription Factors to Regulate Cell Cycle Progression and Apoptosis
in Quiescent and Mitogen-activated Cells. Journal of Experimental Medicine 1998.

187: 663-674.

Levine, A. G., Arvey, A., Jin, W. and Rudensky, A. Y., Continuous requirement for
the TCR in regulatory T cell function. Nature Immunology 2014. 15: 1070-1078.

Vahl, J. C., Drees, C., Heger, K., Heink, S., Fischer, J. C., Nedjic, J., Ohkura, N.,
Morikawa, H., Poeck, H., Schallenberg, S., Rief}, D., Hein, M. Y., Buch, T., Polic,
B., Schonle, A., Zeiser, R., Schmitt-Graff, A., Kretschmer, K., Klein, L., Korn, T.,
Sakaguchi, S. and Schmidt-Supprian, M., Continuous T cell receptor signals

maintain a functional regulatory T cell pool. Immunity 2014. 41: 722-736.

van Ham, M., Teich, R., Philipsen, L., Niemz, J., Amsberg, N., Wissing, J., Nimtz,
M., Grobe, L., Kliche, S., Thiel, N., Klawonn, F., Hubo, M., Jonuleit, H.,
Reichardt, P., Miiller, A. J., Huehn, J. and Jinsch, L., TCR signalling network
organization at the immunological synapses of murine regulatory T cells. European

Journal of Immunology 2017. 47: 2043-2058.

Li, Z., Ju, X., Silveira, P. A., Abadir, E., Hsu, W.-H., Hart, D. N. J. and Clark, G.
J., CD83: Activation Marker for Antigen Presenting Cells and Its Therapeutic Potential.
Frontiers in Immunology 2019. 10.

Grinberg-Bleyer, Y., Oh, H., Desrichard, A., Bhatt, D. M., Caron, R., Chan, T. A.,
Schmid, R. M., Klein, U., Hayden, M. S. and Ghosh, S., NF-kB c-Rel Is Crucial for
the Regulatory T Cell Immune Checkpoint in Cancer. Cell 2018. 170: 1096-
1108.e1013.

Rubtsov, Y. P., Rasmussen, J. P., Chi, E. Y., Fontenot, J., Castelli, L., Ye, X.,
Treuting, P., Siewe, L., Roers, A., Henderson, W. R., Muller, W. and Rudensky,



98

99

100

101

102

103

A. Y., Regulatory T cell-derived interleukin-10 limits inflammation at environmental

interfaces. Immunity 2008. 28: 546-558.

Campbell, I. K., Gerondakis, S., O’Donnell, K. and Wicks, 1. P., Distinct roles for
the NF-kB1 (p50) and c-Rel transcription factors in inflammatory arthritis. The Journal
of Clinical Investigation 2000. 105: 1799-1806.

Low, J. T., Hughes, P., Lin, A., Siebenlist, U., Jain, R., Yaprianto, K., Gray, D. H.
D., Gerondakis, S., Strasser, A. and O'Reilly, L. A., Impact of loss of NF-kB1, NF-
kB2 or ¢c-REL on SLE-like autoimmune disease and lymphadenopathy in Faslpr/lpr
mutant mice. Immunology & Cell Biology 2016. 94: 66-78.

Wan, Y. Y. and Flavell, R. A., Identifying Foxp3-expressing suppressor T cells with
a bicistronic reporter. Proceedings of the National Academy of Sciences 2005. 102:
5126-5131.

Ho, W. Y., Cooke, M. P., Goodnow, C. C. and Davis, M. M., Resting and anergic B
cells are defective in CD28-dependent costimulation of naive CD4+ T cells. J Exp Med
1994.179: 1539-1549.

Akkaraju, S., Ho, W. Y., Leong, D., Canaan, K., Davis, M. M. and Goodnow, C.
C., A range of CD4 T cell tolerance: partial inactivation to organ-specific antigen

allows nondestructive thyroiditis or insulitis. Immunity 1997. 7: 255-271.

Cossarizza, A., Chang, H.-D., Radbruch, A., Acs, A., Adam, D., Adam-Klages, S.,
Agace, W. W., Aghaeepour, N., Akdis, M., Allez, M., Almeida, L. N., Alvisi, G.,
Anderson, G., Andri, 1., Annunziato, F., Anselmo, A., Bacher, P., Baldari, C. T.,
Bari, S., Barnaba, V., Barros-Martins, J., Battistini, L., Bauer, W., Baumgart, S.,
Baumgarth, N., Baumjohann, D., Baying, B., Bebawy, M., Becher, B., Beisker, W.,
Benes, V., Beyaert, R., Blanco, A., Boardman, D. A., Bogdan, C., Borger, J. G.,
Borsellino, G., Boulais, P. E., Bradford, J. A., Brenner, D., Brinkman, R. R.,
Brooks, A. E. S., Busch, D. H., Biischer, M., Bushnell, T. P., Calzetti, F., Cameron,
G., Cammarata, 1., Cao, X., Cardell, S. L., Casola, S., Cassatella, M. A., Cavani,
A., Celada, A., Chatenoud, L., Chattopadhyay, P. K., Chow, S., Christakou, E.,
Ci¢in-Sain, L., Clerici, M., Colombo, F. S., Cook, L., Cooke, A., Cooper, A. M.,
Corbett, A. J., Cosma, A., Cosmi, L., Coulie, P. G., Cumano, A., Cvetkovic, L.,



104

105

106

107

108

109

110

Dang, V. D., Dang-Heine, C., Davey, M. S., Davies, D., De Biasi, S., Del Zotto, G.,
Dela Cruz, G. V., Delacher, M., Della Bella, S., Dellabona, P., Deniz, G., Dessing,
M., Di Santo, J. P., Diefenbach, A., Dieli, F., Dolf, A., Dorner, T., Dress, R. J.,
Dudziak, D., Dustin, M., Dutertre, C.-A., Ebner, F., Eckle, S. B. G., Edinger, M.,
Eede, P., Ehrhardt, G. R. A., Eich, M., Engel, P., Engelhardt, B., Erdei, A.,
Guidelines for the use of flow cytometry and cell sorting in immunological studies

(second edition). European Journal of Immunology 2019. 49: 1457-1973.

Grumont, R. J. and Gerondakis, S., The subunit composition of NF-kB complexes

changes during B-cell development. Cell Growth and Differentiation 1994. 5: 1321.

Tsyganov, K., Perry, A. J., Archer, S. K. and Powell, D. R., RNAsik: A Pipeline for
Complete and Reproducible RNA-Seq Analysis That Runs Anywhere with Speed and
Ease. Journal of Open Source Software 2018. 3.

Dobin, A., Davis, C. A., Schlesinger, F., Drenkow, J., Zaleski, C., Jha, S., Batut, P.,
Chaisson, M. and Gingeras, T. R., STAR: ultrafast universal RNA-seq aligner.
Bioinformatics 2013. 29: 15-21.

Liao, Y., Smyth, G. K. and Shi, W., featureCounts: an efficient general purpose
program for assigning sequence reads to genomic features. Bioinformatics 2014. 30:

923-930.
Powell, D. R., Degust: interactive RNA-seq analysis 2019.

Shugay, M., Britanova, O. V., Merzlyak, E. M., Turchaninova, M. A., Mamedov,
I. Z., Tuganbaev, T. R., Bolotin, D. A., Staroverov, D. B., Putintseva, E. V.,
Plevova, K., Linnemann, C., Shagin, D., Pospisilova, S., Lukyanov, S.,
Schumacher, T. N. and Chudakov, D. M., Towards error-free profiling of immune

repertoires. Nat Methods 2014. 11: 653-655.

Hill, M. O., Diversity and Evenness: A Unifying Notation and Its Consequences.
Ecology 1973. 54: 427-432.



Figure Legends

Figure 1. c-Rel is constitutively active in the nucleus of developing Tregs. A) The frequency
of thymic Treg populations were examined in cRel """ Foxp3" and cRel” Foxp3' mice by flow
cytometry using the gating strategy outlined in Fig. Sup. 1A. *** p < 0.001, 2way ANOVA
with Bonferroni’s correction; n = 6 mice from 4 independent experiments with 1 or 2 biological
replicates per experiment. Data are presented as mean +/— SEM. B) Nuclear extracts were
prepared  from  pre-Tregs (CD4'CD25MGITRMFoxp3) and newly developed
(CD4"CD25"Foxp3*CCR7") Tregs purified from the thymus of cRel™* Foxp3” mice by cell
sorting and examined for binding to the kB3 probe by EMSA (Grumont & Gerondakis,1994).
Nuclear extracts prepared from pre-Tregs (C) and newly developed Tregs (D) isolated by cell
sorting were pre-incubated with antibodies towards c-Rel before being examined for binding
to the kB3 probe by EMSA. Major NF-kB complexes are indicated by arrows. The data is

representative of 3 independent experiments.

Figure 2. Certain abnormalities are detectable within cRel”~ pre-Treg, but not cRel”~
thymic Treg. A) The level of Nur77 was measured by flow cytometry in developing cRel**
or cRel”~ thymic Tregs using a Nur77(GFP) reporter. The representative histograms are show
on the left and the data are presented as mean +/— SEM on the right. *** p < 0.001, 2way
ANOVA with Bonferroni’s correction; n = 7 mice from 4 independent experiments with 1 or
2 biological replicates per experiment. B and C) Pre-Treg or Treg cells were sorted from the
thymi of cRel ", cRel*~ and cRel”~ Yae62B-tg mice, TCRa transcripts amplified by sequential
PCR (primers listed in Sup. Table 2) and sequenced on an Illumina NextSeq machine.
Sequences were aligned to V (D) and J gene segments, and CDR3 amino acid sequences were

ascertained, using molecular identifier groups-based error correction (MIGEC) software. B)



Hydrophobic index equals the percentage of clonotypes with a CDR3 position 6-7 doublet
corresponding to any of the 175 amino acid doublets identified as promoting T-cell self-
reactivity. * p < 0.05, Ilway ANOVA with Tukey’s multiple comparisons test; n = 4-7 mice /
group from 1 experiment. C) For the cRel"”", cRel*~ and cRel”~ thymic Treg TCR catalogues,
rarefaction/extrapolation curves show the number of unique 7rav—Traj combinations as a
function of the number of unique TCRa clones (left). Circles show the observed values and
shaded areas show 95% confidence bands determined using 5 bootstrap replications.
Rarefaction/extrapolation curves as a function of coverage (middle). Relative Trav—Traj
combination diversities calculated at the level of coverage indicated by the vertical line in the
middle graph with error bars showing 95% confidence bands; n = 4-7 mice / group from 1
experiment. D) From a previously published dataset [51], all TCRa clonotypes were assigned
a “Relative frequency” (y-axis) based on their abundance (see Methods) in the CD4" Foxp3-
Tcon (green) and/or CD4" Foxp3™ Treg (orange) catalogues aggregated from thymus and
spleen of wild-type Yae623-tg mice. Shown in white on each of the 6 graphs in the upper panel
is the number of TCRa clonotypes also present in a given TCR catalogue from cRel™*, cRel™~
or cRel”~ Yae62pB-tg pre-Tregs or Tregs. Individual TCRa. clonotypes were arranged left to
right from Treg-biased to CD4" Tcon-biased. To enable statistical analyses, the area shaded
green or orange in the upper graph was converted to a percentage for each sample, represented
by a circle in the lower panel of 2 graphs. * p <0.05, **** p <0.0001, 1lway ANOVA with
Tukey’s multiple comparisons test; n=4-7 mice / group from 1 experiment. E) Pre-Tregs were
sorted from the thymi of cRel""Foxp3” and cRel” Foxp3" mice, mRNA isolated and
sequenced using an Illumina NextSeq500 machine. Transcriptional data was processed using
the RNA-sik pipeline against the Mus musculus reference GRCm38. Genes differentially

expressed (FDR < 0.05) between cRel™* and cRel”~ pre-Tregs are presented in a heatmap. n =



2 (cRel*") or 3 (cRel” ), where each n is pooled from 10-30 mice, from 2 independent

experiments. Data is presented as mean +/— SEM.

Figure 3. Developing cRel”~ Tregs do not augment the IL-2-induction of Foxp3. A)
Expression of OX40, TNFRII and GITR proteins on cRel”~ pre-Tregs relative to cRel"’" pre-
Tregs by flow cytometry. The representative histograms are show on the left and the data are
presented as mean +/— SEM on the right. ** p < 0.01, *** p < 0.001, 2way ANOVA with
Bonferroni’s correction; n = 3 (OX40, TNFRII) from 3 independent experiments or 7 (GITR)
from 6 independent experiments with 1 or 2 biological replicates per experiment. B)
CD4"CD25"Foxp3(RFP)  pre-Tregs isolated from cRel™*Foxp37 and cRel” Foxp3" mice
were cultured with various concentrations of IL-2 alone (dotted line) or in the presence of
GITRL (solid line) and examined for Foxp3(RFP) induction by flow cytometry. * p < 0.05,
% p < 0.001, 2way ANOVA with Bonferroni’s correction; n = 3 from 3 independent
experiments with 1 biological replicate per experiment. C) The frequency of developing pre-
Tregs and Tregs examined in the thymi of Lck““cRel"™'Foxp3" and LckcRel"'Foxp3?
mice by flow cytometry. The representative dot plots and histograms are show on the left and
the data are presented as mean +/— SEM on the right. * p <0.05, *** p <0.001, 2way ANOVA
with Bonferroni’s correction; n = 3 (cRel"™") or 4 (cRel") mice from 4 independent

experiments with 1 biological replicate per experiment. Data is presented as mean +/— SEM.

Figure 4. cRel”~ Tregs have a reduced effector-like phenotype. A) Thymi of 12-week, 3-
month and 9-month-old cRel™*Foxp3" and cRel”Foxp3”" mice were examined for the
frequency of mature CCR6" Tregs by flow cytometry. The representative dot plots and
histograms are show on the left and the data are presented as mean +/— SEM on the right. ***

p < 0.001, 2way ANOVA with Bonferroni’s correction. n = 6 mice (12 weeks and 6 months)



each from 2 independent experiments with 3 biological replicates per experiment or 3 mice (9
months) from 1 experiment with 3 biological replicates. B) Thymic Tregs were analysed by
flow cytometry for expression of effector-like molecules. * p < 0.05, ** p < 0.01, *** p <
0.001, 2way ANOVA with Bonferroni’s correction; n = 4 (CD44MCD62L), 5 (CD103), 6
(ICOS), 6 (TIGIT) mice each from 4 independent experiments with 1 or 2 biological replicates
per experiment. C) Thymic Tregs from 12-week-old Lck““cRel"™'Foxp37 and
LekeecRel'Foxp3 mice were examined by flow cytometry for the frequency of de novo
CCR7" and mature CCR6" Tregs. ** p < 0.01, 2way ANOVA with Bonferroni’s correction. n
=3 (cRel"™") or 4 (cRel™") mice from 4 independent experiments with 1 biological replicate

per experiment.

Figure 5. c-Rel controls an extensive pattern of gene expression in de novo thymic Tregs.
A) De novo CCR7" Tregs were sorted from the thymus of cRel™* Foxp3? and cRel” Foxp3'"
mice, mRNA isolated and sequenced using an Illumina NextSeq500 machine. Transcriptional
data was processed using the RNA-sik pipeline against the Mus musculus reference GRCm38.
Heatmap of genes differentially expressed (FDR < 0.05) in newly derived thymic cRel*’* and
cRel”~ Tregs. n =2, where each n is pooled from 10-30 mice, from 2 independent experiments.
B) Overlap of genes differentially expressed between pre-Tregs and thymic de novo Tregs in
the absence of c-Rel. C) Top 20 canonical Ingenuity pathways impacted by the lack of c-Rel
in thymic de novo Tregs. RA; Rheumatoid Arthritis. D) Heatmap of genes responsible for the
Treg gene signature [12, 23, 59] differentially expressed (FDR < 0.05) in newly derived thymic

cRel™* and cRel”~ Tregs. n = 2, where each n is pooled from 10-30 mice, from 1 experiment.

Figure 6. pTreg and iTreg generation is regulated by c-Rel. A) The frequency and number

of Nrp1- pTregs were enumerated in peripheral tissues of cRel”* Foxp3”" and cRel” Foxp3'"



mice by flow cytometry. * p < 0.05, ** p < 0.01, *** p < 0.001, 2way ANOVA with
Bonferroni’s correction; n = 8 (spleen and pLN) from 8 independent experiments with 1
biological replicate and 6 (liver) from 2 independent experiments with 3 biological replicates.
Naive CD4"CD44"°Foxp3(RFP) T cells from cRel*"Foxp3™ and cRel” Foxp3" mice were
cultured with varying concentrations of anti-CD3 antibodies, fixed concentrations of anti-
CD28 antibodies and TGF-B, then the B) frequency and number, C) proliferation and D)
viability of Foxp3(RFP)" iTregs was examined by flow cytometry. * p <0.05, ** p <0.01, ***
p < 0.001; n = 5 mice from 5 independent experiments with 1 biological replicate. E) Naive
CD4"CD44'"°Foxp3(RFP) T cells from cRel " Foxp3" and cRel” Foxp3" mice were cultured
with varying concentrations of anti-CD3 antibodies, fixed concentrations of anti-CD28
antibodies and TGF-f in the absence (dotted lines) or presence (solid lines) of IL-2, and the
frequency of Foxp3(RFP)" iTregs analysed by flow cytometry. n = 2 from 2 independent

experiments with 1 biological replicate. Data is presented as mean +/— SEM.

Figure 7. cRel”~ mice have the altered frequencies of eTregs in peripheral organs. A) The
frequency of CD44MCD62L'"°, CD103*, ICOS* and TIGIT" cells amongst Tregs were examined
by flow cytometry in the spleen and pLN from cRel™* Foxp3" and cRel” Foxp3" mice. * p <
0.05, ** p<0.01, *** p< 0.001, 2way ANOVA with Bonferroni’s correction; n = 4 mice each
from 4 independent experiments with 1 biological replicate. B) The frequency of Tregs in the
lymphocyte population was examined by flow cytometry in the visceral adipose tissue (VAT),
small intestine (SI), lung and liver from cRel""Foxp3™? and cRel” Foxp3™ mice. ** p < 0.01,
Mann-Whitney t-test; n = 6 mice from 2 independent experiments with 3 biological replicates.
C) Nuclear extracts of ICOS" cTregs or ICOS" eTregs isolated from the spleen of
cRel""Foxp3” mice by cell sorting and probed for binding to kB3 by EMSA. Data shown is

representative of 2 independent experiments. D) Expression of Blimp(GFP) was analysed by



flow cytometry in tTregs from cRel™* Foxp3" Prdm1*/¢" and cRel” Foxp3"?Prdm1*/#? mice.
The representative histograms are show on the left and the data are presented as mean +/— SEM
on the right. GFP expression was compared to cRel™ Foxp37?Prdml1** controls. Mann-
Whitney t-test; n = 6 mice from 2 independent experiments with 3 biological replicates. Data

is presented as mean +/— SEM.

Figure 8. The lack of c-Rel impairs eTreg proliferation. A) Nrpl1™ tTregs were sorted from
the spleen of cRel™*Foxp3” and cRel” Foxp3" mice, mRNA isolated and sequenced using
an Illumina NextSeq500 machine. Transcriptional data was processed using the RNA-sik
pipeline against the Mus musculus reference GRCm38. Heatmap of genes differentially
expressed (FDR < 0.05) in splenic cRel"" and cRel”~ tTregs. n = 2 where each n is pooled
from 5-10 mice, from 1 experiment. B) Overlap of genes differentially expressed between
splenic cRel*" and cRel”~tTregs and the Blimp* eTreg signature identified by Vasanthakumar
et al.,2015. C) Top 20 canonical Ingenuity pathways impacted by the lack of c-Rel in splenic
tTregs. D) The frequency of Ki67" tTregs was analysed by flow cytometry in cRel** Foxp3
and cRel”"Foxp3" mice. * p < 0.05, Mann-Whitney t-test; n = 4 mice from 3 independent
experiments with 1 or 2 biological replicates. RA; Rheumatoid Arthritis. Data is presented as

mean +/— SEM.

Figure 9. c-Rel is important for maintaining peripheral tTreg high affinity TCRs. A) The
level of Nur77 expression was measured by flow cytometry in splenic tTregs and pTregs from
cRel""Foxp3™ or cRel” Foxp3” mice using a Nur77(GFP) reporter. * p < 0.05, multiple t-
tests with Holm-Sidak correction; n = 5 mice from 4 independent experiments with 1 or 2
biological replicates. B) Hydrophobic index (see Methods) of the TCRa CDR3 repertoires of

cRel", cRel”~ and cRel”~ Yae62p-tg pre-Tregs or Tregs cells sorted from the thymus. n = 3-



4 mice / group from 1 experiment. C) The extent of TCRa clonotype overlap with a published
dataset from CD4" Foxp3- Tcon (green) and/or CD4" Foxp3* Treg (orange) from wild-type
Yae62B-tg mice was determined as described in Figure 2D. Shown in white on each of the
graphs in the upper panel is the number of TCRa clonotypes also present in a given TCR
catalogue from cRel”*, cRel"~ or cRel”~ Yae62B-tg splenic Tregs. Individual TCRa
clonotypes were arranged left to right from Treg-biased to CD4" Tcon-biased. To enable
statistical analyses, the area shaded green or orange in the upper graph was converted to a
percentage for each sample, represented by a circle in the lower panel of 2 graphs; n = 3-4 mice
/ group from 1 experiment. D) Rarefaction/extrapolation curves show the number of unique
Trav—Traj combinations as a function of the number of TCRa. clones (left) in cRel™*, cRel™~
and cRel”~ splenic Tregs expressing the Yae62b Tg. Circles show the observed values and
shaded areas show 95% confidence bands determined using 5 bootstrap replications.
Rarefaction/extrapolation curves based on sample coverage, defined as the proportion of all
TCRa clones predicted to exist that use a Trav—Traj combination present in the TCR catalogue
(middle). Relative Trav—Traj combination diversities calculated at the level of coverage
indicated by the vertical lines in (right) with error bars showing 95% confidence bands. n = 3

mice from 1 experiment.

Figure 10. c-Rel-deficient Tregs have a reduced capacity to control peripheral
proliferation in lymphopenic mice. Foxp3(RFP) conventional CD4" T cells isolated from
C57BL/6] Ly5.1Foxp3™ mice, and cRel™" or cRel”~ Tregs from Ly5.2Foxp3” mice, were
transferred to Ragl~~ hosts. Four weeks later the total number of Ly5.1"RFP- conventional T
cells (A) from the spleen, pLN and mLN, and the percentage of ex-Tregs Ly5.2"Foxp3(RFP)

(B) were analysed by flow cytometry. * p < 0.05, ** p <0.01, *** p <0.001, 2way ANOVA



with Bonferroni’s correction; n = 6 mice from 4 independent experiments with 1 or 2 biological

replicates. Data is presented as mean +/— SEM.

Please add the supporting information (figures, tables and respective legends)
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