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T cell responses to viruses are initiated and maintained in tissue sites; however, knowledge of human antiviral T cells is largely
derived from blood. Cytomegalovirus (CMV) persists in most humans, requires T cell immunity to control, yet tissue immune
responses remain undefined. Here, we investigated human CMV-specific T cells, virus persistence and CMV-associated T cell
homeostasis in blood, lymphoid, mucosal and secretory tissues of 44 CMV seropositive and 28 seronegative donors. CMV-
specific T cells were maintained in distinct distribution patterns, highest in blood, bone marrow (BM), or lymph nodes (LN),
with the frequency and function in blood distinct from tissues. CMV genomes were detected predominantly in lung and also
in spleen, BM, blood and LN. High frequencies of activated CMV-specific T cells were found in blood and BM samples with low
virus detection, whereas in lung, CMV-specific T cells were present along with detectable virus. In LNs, CMV-specific T cells
exhibited quiescent phenotypes independent of virus. Overall, T cell differentiation was enhanced in sites of viral persistence
with age. Together, our results suggest tissue T cell reservoirs for CMV control shaped by both viral and tissue-intrinsic factors,
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with global effects on homeostasis of tissue T cells over the lifespan.

INTRODUCTION

T cell responses to viruses are initiated, function, and are
maintained as memory subsets in diverse tissues sites. Studies
in mouse models have revealed the importance of tissue-local-
ized T cell responses in viral clearance and indicate that long-
term T cell immunity is maintained both as circulating and
tissue-resident populations (Masopust et al., 2001, 2004, 2006;
Kivisikk et al., 2003; Bingaman et al., 2005; Tokoyoda et al.,
2009; Wakim et al., 2010). In mouse infection models, noncir-
culating, tissue-resident memory (TRM) T cells are generated
in diverse sites in response to acute and chronic viruses, in-
cluding influenza (lungs), murine cytomegalovirus (MCMYV;
salivary glands), lymphocytic choriomeningitis virus (LCMYV;
many sites), and HSV (skin and vaginal mucosa; Gebhardt et
al., 2009; Teijaro et al., 2011; Anderson et al., 2012; Turner
et al., 2014; Smith et al., 2015; Thom et al., 2015). Although
TRM can mediate optimal protective responses to site-
specific reinfection (Liu et al., 2010; Jiang et al., 2012; Iijima
and Iwasaki, 2014; Schenkel et al., 2014), circulating memory
subsets can mediate protection to systemic viruses (Wherry
et al., 2003; Xu et al., 2007). Factors determining whether
antiviral memory T cells are maintained as circulating and/or
tissue-localized populations remain undefined.
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The diverse tissue localization of long term T cell-
mediated immunity is difficult to study in humans, where
sampling is largely limited to peripheral blood which com-
prises an estimated 2-3% of total body T cells (Ganusov
and De Boer, 2007). Furthermore, the discovery of TRM
indicates that the circulating T cell response as studied in
humans may not accurately reflect the quantity or quality of
virus-specific T cell responses in tissues. Addressing this fun-
damental question in human immunology requires obtaining
blood and multiple tissues from individuals during a dynamic
response to virus infection—a challenge that has previously
been impossible to overcome.

We have set up a novel tissue resource and protocol
with the organ procurement organization for New York City
to obtain multiple lymphoid and mucosal tissues from di-
verse individual organ donors, providing an unprecedented
opportunity to study immune cells and responses in tissues
and circulation. Through optimization and study of T cells
in these tissue samples, we have discovered novel aspects of
how human T cells differentiate, become compartmentalized
and function in tissues and circulation at different life stages
(Thome et al., 2014, 2016). These tissues also provide a new
opportunity to study ongoing antiviral T cell responses in situ,
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as the donor profile indicates seropositivity for the prevalent
persisting herpesviruses, human cytomegalovirus (hCMV;
60% donors), and/or Epstein-Barr Virus (EBV; 85% donors).
Notably, human CMYV requires active T cell responses to be
controlled—a significant proportion of blood CD8" T cells
(5—30%) are CMV-specific in seropositive individuals, suggest-
ing that much of the human T cell response is being diverted
to control CMV, and maintain the virus in a latent form (Poli¢
et al., 1998; Gamadia et al., 2001). Examining CMV-specific
T cells in these tissues therefore provides a unique oppor-
tunity to examine dynamic virus-specific human T cell re-
sponses in diverse sites from individuals of all ages.

Persistent CMV infection has important clinical rele-
vance in the global population. Although immune-mediated
control of CMV in healthy individuals prevents disease and
overt clinical symptoms, immune dysregulation caused by im-
munosuppressive treatments in transplant and cancer patients,
congenital immunodeficiencies, HIV/AIDS, and/or aging
can result in CMV viremia, life threatening disease, and even
death (Ljungman et al.,2010; Kotton et al., 2013; Frantzeskaki
et al., 2015; Lichtner et al., 2015). When reactivated, CMV
infects multiple tissues, causing pneumonitis, colitis, hepati-
tis, and end organ failure (Ljungman et al., 2010; Kotton et
al., 2013), for which antiviral therapeutics are only partially
effective. CMV persistence may also impact immunity in im-
munocompetent individuals, and has been associated with
immunosenesence, and differential responses to infections or
vaccinations (Pera et al.,2014;Arens et al.,2015; Furman et al.,
2015). The dynamic nature of viral persistence and antiviral
T cell responses indicates that both parameters need to be inves-
tigated to understand the mechanisms for immune-mediated
escape and/or other effects on overall immune homeostasis.

Here, we present a novel analysis of CMV-specific
T cell responses, CMV persistence, and T cell homeostasis in
blood, primary and secondary lymphoid tissues (BM, spleen,
and multiple LNs), and mucosal sites (lungs and intestines) of
CMV-seropositive (44) and —seronegative (28) donors span-
ning seven decades of human life. CMV-specific CD8 T cells
were detected in multiple tissues of seropositive donors includ-
ing significant frequencies in the lungs, negligible frequencies
in the intestines, with the highest frequencies found either in
blood, BM, or LN compared with other sites within the same
individual. The activation and functional profile of CMV-
specific T' cells related to their frequency distribution pattern,
tissue, and subset. CMV viral genomes were detected in the ma-
jority of CMV-seropositive lungs, followed by LNs, and rarely
in blood or BM from individuals with high frequency T cell
responses with activation profiles in these sites, suggestive of local
viral control. In the major sites of CMV-specific T cell responses
and CMV persistence, CMV-seropositive donors exhibited
accelerated polyclonal T' cell differentiation into terminal effec-
tors or effector-memory subsets with age compared with sero-
negative donors. Together, our results reveal tissue-specific effects
on the maintenance of antiviral T cell immunity with impacts on
virus persistence and T cell homeostasis over the human lifespan.
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RESULTS

Heterogeneous distribution of CMV-specific CD8* T cells

in diverse tissue sites

Lymphoid and mucosal tissues were obtained from re-
search-consented human organ donors through a collabo-
ration and research protocol with LiveOnNY as previously
described (Sathaliyawala et al., 2013; Thome et al., 2014). All
donors were healthy (HIV™", HBV/HCV™, cancer-free, and
free of systemic infections) before brain death, with infor-
mation on HLA-typing and CMV/EBV serology available.
For analysis of CMV immunity and persistence in tissues,
we analyzed multiple anatomical sites (blood, BM, spleen,
peripheral, and mucosal-draining lymph nodes, lungs, and
intestines) from a cohort of 41 donors (24 seropositive and
17 seronegative), aged 670 yr (Table 1). Donors had been
hospitalized for a median of 5.5 d (interquartile range, 5.5-6.5
d) and had died from traumatic causes including head trauma
(33%), anoxia (25%), or cerebrovascular event/stoke (42%),
which all resulted in brain death. Additional analysis of donor
serum from seropositive individuals revealed the presence of
high and intermediate avidity CMV-specific IgG and the
absence of IgM anti-CMV antibodies, consistent with re-
mote primary CMYV infection with no evidence of current
reactivation (Table 1).

We screened for the presence of CMV-specific CD8"
T cells in tissues from seropositive donors using up to five
HLA tetramer or multimer reagents of the appropriate
HLA type (Table S1), containing peptide epitopes of im-
munodominant CMV proteins pp65, IE-1, and pp50 (CMV
multimers),comparedwithstainingwithnegative control HLA-
multimers (Fig. 1 A and Fig. S1). We used combinations
of CMV multimers containing different CMV epitopes to
maximize our ability to detect CMV-reactive T cells in each
sites; however, we also stained with single multimer reagents
to measure the distribution of CD8" T cells specific for sin-
gle peptide epitopes across tissues (Table 2). CD8" T cells
obtained from 20/24 seropositive donors exhibited signif-
icant CMV multimer—binding frequencies above negative
controls (>0.1-0.3% of CD8" T cells; Figs. 1 A and S1), al-
though tissue T cells from seronegative donors had negligi-
ble frequencies of CMV multimer" CD8" T cells (Fig. 1 A).
The frequency of CMV multimer” T cells was similar to the
frequency of CD8" T cells responding to 6-h stimulation
with immunodominant CMV peptide epitopes of pp65 and
IE-1, as measured by IFN-y production and up-regulation
of the activation marker CD69 (Fig. 1 B).This concordance
of multimer staining with peptide—specific responses is con-
sistent with previous studies validating the use of HLA-
peptide multimer reagents to quantitate virus-specific
T cells (Borchers et al., 2014).

We assessed qualitative and quantitative aspects of
CMV-specific CD8" T cell tissue distribution within and
between the 20 seropositive donors with detectable mul-
timer frequencies (Table 2). Overall, CMV-specific CD8"
T cells were consistently detected in multiple sites includ-
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ing blood, BM, several LNs, and lungs, whereas negligi-
ble frequencies were detected in the intestines (Fig. 1 and
Table 2). Quantitatively, however, there was heterogeneity
in the frequency and distribution of CMV-specific (mul-
timer’) CD8" T cells between tissue sites of individual
donors (Fig. 1 A). In 16/20 donors, there were notable
high frequencies biased to specific tissue sites, with some
donors having highest frequencies in blood compared with
other sites (n = 4;20% donors), others in BM (n = 9; 45%
donors), and others with highest frequencies in LNs (n =

3; 15% donors; Fig. 1, A and C). In addition, 4/20 donors
(20%) showed no tissue bias in CMV-specific T cell distri-
bution, exhibiting comparable low frequencies in multiple
sites (Fig. 1,A and C). Our findings of maximum frequen-
cies within specific sites were observed with CMV-specific
T cells specific for single epitopes, or when multiple speci-
ficities were assessed (Table 2). In all donors, the frequency
of CD8" T cells specific for single or combined epitopes
of CMV in peripheral blood was not representative of
their frequency in tissues.

Table 1. Characteristics of organ donors from which tissues were obtained for this study

Donor Age Sex Cause of Length of stay ~ EBV IgG CMV IgG CMV IgG CMV IgM® HLA type CMV-multimer
death avidity® detected®
yr d
201 21 M HT 7 + + High — A2, B7 Yes
146 23 F HT 5 + + ND ND A2 Yes
207 23 M HT 7 + + High - A2 Yes
103 25 M HT 7 + + High - A3, B35 Yes
227 26 M HT 20 + + High - A3 Yes
204 30 M CVA 3 + + Low - A3 No
169 33 M HT 3 ND + ND ND A3, A24 Yes
216 34 M HT 6 + + ND ND A2 Yes
174 35 F A 7 + + ND ND A3, B7 Yes
147 36 F CVA 10 + + ND ND A2, A24 Yes
195 37 F CVA 4 + + | - A2, B35 No
150 39 M CVA 5 + + High - A24, B35 Yes
156 40 F CVA 5 + + ND ND A2, A24 Yes
196 45 F CVA 9 + + High - A2 Yes
172 49 M A 6 + + High - A24, A68, B7 Yes
217 49 M A 5 + + High — A68, B7 Yes
199 50 M CVA 15 + + High - A2, A3 Yes
194 53 M CVA 12 + + High - A24, B7 Yes
208 54 M A 5 + + | - A3, A24, B7 Yes
225 54 M CVA 5 - + High - A24 No
220 64 M A 3 + + High — A2, A24 Yes
226 66 F HT 4 + + ND ND A1, A3, B35 Yes
190 69 F CVA 5 + + | - A68 No
197 70 F A 8 + + ND ND Al Yes
143 6 M CVA 2 + - ND ND A2, A3, B7 No
105 20 M HT n + - ND ND A2, A24 No
86 24 F HT n + - ND ND A24 No
84 31 F A 3 + - ND ND A1, A2, B35 No
39 32 M NA NA + - ND ND A3 No
48 35 M HT 3 + - ND ND B35 No
83 41 M CVA 9 + - ND ND A2, B7 No
81 43 M CVA 2 + - ND ND A2, B7 No
212 48 M NA NA + - ND ND A2, B7 No
193 50 M A 23 + — ND ND A24 No
202 50 M CVA 6 + - ND ND A3, B7 No
206 50 M CVA 8 + - ND ND Al No
177 52 F CVA 3 + - ND ND A2 No
200 55 M CVA 7 + - ND ND A2, B7 No
1 58 M CVA 3 + - ND ND A1, A2 No
209 59 M CVA 4 + - ND ND A2 No
65 69 M CVA 6 + - ND ND A68 No
—, negative; +, positive; NA, not available; ND, not done; F, female; HLA, human leukocyte antigen; M, male.
®CMV IgG avidity index reference ranges: High (>0.60), intermediate (0.51-0.59), low (<0.50).
°CMV IgM reference range: Negative (<0.80), equivocal (0.9-1.0), positive (>1.1).
‘CMV-multimer detected is defined as >0.1-0.3% of CD8" T cells where >500 CD8" T cells were available.
JEM Vol. 214, No. 3 653
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Figure 1. Heterogeneity of CMV-specific CD8" T cell distribution in circulation and tissues. CMV-specific CD8" T cell distribution was assessed
by staining with HLA multimer reagents containing CMV-specific epitopes (CMV-multimers; see Table S1 for complete list) from 24 CMV-seropositive and
17 CMV-seronegative organ donors aged 6-70 yr. (A) Representative flow cytometry plots of CMV-multimer staining of live CD3*CD19-CD4~CD8" cells
in blood and indicated tissues (BM, LLN, MLN, and ILN) gated based on staining with negative multimer controls (see Materials and methods) from four
representative CMV-seropositive individual donors (top four rows) and four representative CMV-seronegative donors (bottom row). Individual donors, ages,
and the tissue site with the maximum frequency (where applicable) are indicated. Multimer combinations chosen based on donor HLA type are indicated.
Representative flow cytometry for CMV-seronegative controls are for donor 177 (blood), donor 200 (BM), donor 105 (spleen), and donor 212 (LLN) with
CMV-multimer A2 pp65-NLV, representative of 17 CMV-seronegative donors. (B) Representative flow cytometry plots of CMV-multimer B7 pp65-TPR
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Compiling data from all of the donors reveals the in-
traindividual trends in maximum frequency, but also enables
comparison of frequencies in different sites between donors,
revealing the highest frequencies in blood and LN, followed
by BM and lungs (Fig. 1 D). We further compared CMV-
specific CD8" T cells in tonsils (when available), as sites of
primary CMYV infection and found that most donors had low
frequency multimer” CD8" T cells in these sites, independent
of their frequency in other sites (Fig. 1 D). Together, these
results demonstrate a broad distribution of CMV-specific
T cells in tissues, with variations in frequency distribution
within and between individuals.

Subset delineation of CMV-specific CD8* T cells

in different anatomical sites

We asked whether the distinct frequency distribution pat-
terns of CMV-specific CD8" T cells between individuals was
a function of their subset. We previously showed that each
human tissue compartment (circulation, lymphoid, and mu-
cosal) contained a specific complement of T cell subsets de-
fined by cell surface expression of the CD45R A isoform and
CCR7 chemokine receptor into naive (CD45RA'CCR7"),
central memory (TCM; CD45RA™CCR7"), effector mem-
ory (TEM; CD45RA™CCR7") and terminally differenti-
ated effector (TEMRA; CD45RA"CCR77) CD8" T cells
(Thome et al., 2014). Representative profiles of CD45R A/
CCRY7 expression by CMV-specific T cells in multiple tis-
sues (Fig. 2 A) and individual subset frequency in each site
from 20 donors depicted as a heat map (Fig. 2 B) shows that
the majority of CMV-specific CD8* T cells persisted as TEM
or TEMRA cells, with some naive-phenotype cells, whereas
very few persisted as TCM-phenotype cells. Although there
was not a significant correlation between subset frequency
and tissue distribution pattern or subset frequency and age
(unpublished data), certain trends were noted. For example,
in donors with highest frequency in blood or BM, CMV-
specific T cells were largely TEM cells in most sites including
spleen, LNs, lung, and colon, and TEMRA cells in the blood
and lung (Fig. 2,A and B). In certain donors, we also detected
significant frequencies of CD45RAYCCR7" phenotype cells
(typically associated with naive T cells) in blood and LNs of
donors with higher frequencies in BM, and in LNs of donors
with highest frequencies in LNs and those with low frequency

populations in multiple sites (Fig. 2, A and B). These results
indicate that donors with large populations of CMV-specific
T cells in blood, BM, spleen, and/or lung maintain them as
TEMRA and TEM cells, whereas donors with large LN or
low frequency populations maintain virus-reactive T cells
both as TEM and CD45RA*CCR7" subsets.

CMV-specific CD8* cells in blood, BM, spleen, and lung
exhibit profiles of previous activation
We examined whether the activation and functional state
of CMV-specific CD8" T cells in blood and tissues dif-
fered in donors with distinct tissue distribution patterns.
As TEM 1in tissues are subject to tissue-specific influences
(Thome et al., 2014), we examined whether CMV-specific
CDS8" T cells in tissues exhibited phenotypes of tissue resi-
dence based on CD69 expression as a marker of TRM cells
(Thome et al., 2014), previous activation, and proliferation
based on CD28 expression (Vallejo et al., 1999) and repli-
cative senescence by CD57 expression (Di Benedetto et al.,
2015). For each parameter in each site, we compared the
profile of CMV multimer” (CMV-specific) and CMV multi-
mer—negative (neg., polyclonal) TEM cells, to assess whether
the properties of CMV-specific T cells in each site were a
function of TEM 1n that specific site or were specific to the
CMV-specific population.

In the donors with highest frequencies of CMV-specific
T cells in blood or BM, CD69 expression by CMV-multimer"
CD8" T cells was similar to the multimer—neg. TEM population
in each site. Thus, CMV-multimer™ T cells in blood were uni-
formly CD69-negative, but in tissue sites they exhibited CD69
up-regulation consistent with the endogenous TEM in each site
(27-35% CD69" in BM and spleen and 34-54% CD69" in lung
and LLN; Fig. 3, A and B).The activation state of CMV-specific
CDS8" T cells in blood, BM, spleen, and lung, however, was dis-
tinct from polyclonal TEM cells in those sites, based on expression
of CD28 and CD57 (Fig. 3, A and B). CMV-multimer" TEM
cells exhibited reduced CD28 expression and increased CD57
expression compared with CMV-multimer—neg TEM cells in
blood, spleen, LLN, and lung (Fig. 3, A and B), indicative of in-
creased activation and replicative senescence (Vallejo et al., 1999;
Di Benedetto et al., 2015). CMV-specific CD8" T cells in these
active sites (blood, BM, spleen, and lung) were functionally robust,
exhibiting higher perforin expression compared with TEM cells

staining of live CD3*CD197CD4 CD8" cells (left) and IFN-y secretion and CD69 expression of live CD3"CD4~CD8" after 6-h culture without peptide (unstim)
or with CMV peptide mixes for pp65 and IE-1 (right; see Materials and methods) from blood of a 73-yr-old male (D262). (C) Individualized CMV-multimer
frequency results for 20 donors showing four distinct distribution patterns: Highest frequency of CMV-multimer*CD8" T cells in blood compared with other
sites (Blood > all; red lines; four donors); highest frequency in BM compared with other sites (BM > all; black lines; nine donors); highest frequency of in LNs
compared with other sites (LN > all, blue lines, three donors); and low frequency throughout multiple sites (green lines; four donors). Each line represents
one donor, with each donor having a unique symbol. Individual CMV multimer* frequencies and usage are shown in Table 2. (D) Compiled results showing
mean frequency (+SEM) of CMV-specific T cells from multiple donors stratified into four distribution patterns of CMV-multimer*CD8* T cells in blood and
tissues: Blood > all (n = 4; red); BM > all (n = 9; black); LN > all (n = 3; blue); and low frequency in all tissue sites (n = 4; green). The mean (+SEM) number
of CMV-multimer* T cells detected in each sample was as follows: blood, 577 (+301); BM, 2,552 (+837); spleen, 1,470 (+340); LLN, 1,349 (+727); MLN, 2,254
(+1,350); ILN, 712 (+306); lung, 964 (+223); colon, 168 (+71); and tonsils, 715 (+595). Flow cytometry staining for each donor was performed in triplicate.
Numbers in the flow cytometry plots indicate the percent of cells expressing given markers.
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in LN (Fig. 3, A and B). We also measured IFN-y production
by CMV-multimer” T cells after short-term stimulation with
PMA/ionomycin, which preserved CMV-multimer stain-
ing (Fig. 3 C). After stimulation, IFN-y production by CMV-
specific and polyclonal TEM cells was higher in lymphoid tis-

sue compared with blood, spleen, and lung (Fig. 3, D and E).
Together, these results demonstrate that blood, BM, spleen, and
lung may be sites of previous CMV-specific T cell activation,
particularly in donors with high relative frequencies of CMV-
specific T cells in blood or BM.

Table 2.  Frequency of CMV-multimer® CD8" T cells in tissues of individual donors as assessed by staining with individual or combinations of

multimer reagents

Donor Age CMV-multimer CMV-multimer* CD8* T cell frequency Tissue with max.
Freq.
Blood BM Spleen LLN Lung
yr % % % % %
201 21 B7 pp65-RPH + B7 pp65-TPR 1.3 6.7 1.0 0.8 3.4 BM
B7 pp65-RPH 0.47 1.96 0.28 0.36 1.03
B7 pp65-TPR 1.03 6.14 0.87 0.8 3.00
146 23 A2 pp65-NLV 23 13 1.9 4.1 BM
207 23 A2 IE1-VLA + A2 IET-VLE 1.2 1.5 1.3 0.3 None/low
A2 [E1-VLA 0.35 0.08 0.04
A2 IE1-VLE 0.85 1.12 0.28
103 25 A2 pp65-NLV 12.7 2.2 1.0 0.6 1.5 Blood
227 26 A3 IE1-KLG 0.1 0.9 0.1 20 0.1 None/low
169 33 A3 IE1-KLG + A24 pp65-QYD + A24 pp65-VYA 0.5 12.7 2.7 LN
216 34 A2 pp65-NLV + A2 [E1-VLA + A2 IE1-VLE 0.7 0.4 0.9 0.4 0.9 None/low
A2 pp65-NLV 0.34 0.49 0.61
A2 [E1-VLA 0.19 0.37 0.86
A2 IE1-VLE 0.40 0.36 0.75
174 35 B7 pp65-RPH + B7pp65-TPR 3.4 5.4 4.4 2.1 4.6 BM
B7 pp65-RPH 1.91 2.35 1.87 1.51
B7 pp65-TPR 5.8 4.60 3.37 3.02
147 36 A2 pp65-NLV + A24 pp65-QYD 1.0 8.5 4.2 2.5 0.2 BM
A2 pp65-NLV 8.33 1.75
A24 pp65-QYD 2.50 0.44
150 39 A24 pp65-QYD 0.2 0.1 3.9 12.1 3.9 LN
156 40 A2 pp65-NLV 1.6 2.1 0.6 LN
196 45 A2 pp65-NLV + A2 IET-VLA + A2 IET-VLE 4.0 8.5 1.6 3.5 BM
172 49 B7 pp65-RPH + B7pp65-TPR 2.2 2.0 13 3.9 BM
B7 pp65-RPH 0.80 1.00
B7 pp65-TPR 0.59 1.56
217 49 B7 pp65-RPH + B7pp65-TPR 246 10.4 4.4 0.7 5.4 Blood
B7 pp65-RPH 4.62 1.01 0.26 1.24
B7 pp65-TPR 4.76 1.87 0.37 4.80
199 50 A2 pp65-NLV + A2 IET-VLA + A2 IET-VLE + A3 10.1 NA 4.4 0.6 55 Blood
IE1-KLG
A2 pp65-NLV 1.24 0.71 0.18 0.38
A2 [E1-VLA 6.35 3.61 0.44 3.79
A2 IE1-VLE 0.07
A3 IET-KLG 235 0.11 0.55 1.20
194 53 A24 pp65-QYD + B7 pp65-TPR 0.2 3.6 1.2 0.6 1.0 BM
A24 pp65-QYD 0.2 1.9 1.2 1.2 1.85
B7 pp65-TPR 0.11 2.94 0.46 0.09 0.20
208 54 A3 IE1-KLG + B7 pp65-RPH + B7 pp65-TPR 3.7 7.6 5.1 1.2 25 BM
A3 [E1-KLG 0.21 1.53 1.80 0.33 0.88
B7 pp65-RPH 3.08 7.41 3.97 1.32 1.88
B7 pp65-TPR 0.74 1.36 1.23 0.33 0.28
220 64 A2 pp65-NLV + A24 pp65-QYD 0.3 0.6 0.5 0.9 0.5 None/Low
A2 pp65-NLV 1.38 0.32 0.9 0.8 0.6
A24 pp65-QYD 0.36 0.05 1.24 1.21 0.05
226 66 A1 pp50-VTE + A1 pp65-YSE 316 54 0.9 1.9 3.1 Blood
A1 pp50-VTE 0.08 0.08 2.7 0.06
A1 pp65-YSE 5.6 0.9 4.0 33
197 70 A1 pp50-VTE + A1 pp65-YSE NA NA NA 5.4 8.2 NA

Only 61 CD8" T cells with CMV multimer frequency of 4.9%.
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Figure 2. Subset delineation of CMV-specific CD8" T cells in donors with distinct tissue distribution patterns. Subset delineation of CMV-spe-

cific CD8* T cells in each site was defined based on CD45RA and CCR7 expression. (A) Flow cytometry plots of CD45RA and CCR7 expression delineates
four major subsets in each quadrant: naive (CD45RA*CCR7", top right), TCM (CD45RA~CCR7*, bottom right), TEM (CD45RA-CCR7", bottom left), and TEM
RA (CD45RA*CCR7, top left), in eight tissue sites. (left) Representative gating for CD45RA and CCR7 for CMV-multimer neg. cells from blood of each
donor. (right) Coordinate expression of CD45RA and CCR7 gated on CMV-multimer*CD3*CD19CD4~CD8" T cells from donors with highest frequencies
of CMV-specific T cells in blood (donor 217, 49 yr old; top row), BM (donor 174, 35 yr old; middle row), and LN (donor 150, 39 yr old; bottom row). CMV-
multimers used for each donor are indicated in Table 2. (B) Heat map of CMV-specific CD8* naive, TCM, TEM, and TEMRA cell frequency (ranging from 0%
[blue] to 100%, [yellow]) based on the gating in Ain 20 individual donors stratified by frequency distribution pattern of CMV-specific cells identified in Fig. 1
and ranked according to age. Flow cytometry staining for each donor was performed in triplicate panels. Numbers in the flow cytometry plots indicate the

percent of cells expressing given markers.

We also assessed the activation and functional state of
CD45RATCCR7" CMV=specific T cells that were found in
some of the donors with high frequencies in blood and BM
(Fig. 2, A and B). Although polyclonal CD45RA*CCR7*
T cells in blood and lymphoid tissues were CD28*/CD57~
(Fig. 3, F and G), which is consistent with this subset being
naive T cells, CMV-specific CD45RA"CCR7" cells ex-
hibited significantly decreased CD28 and increased CD57
expression in BM, spleen, and lung, suggesting previous

JEM Vol. 214, No. 3

activation in these sites. After stimulation, significant propor-
tions of CMV=specific CD45RA'CCR7" cells produced
IFN-y and expressed CD107a, a marker of cytotoxic gran-
ulation (Betts et al., 2003) in blood, BM, lymphoid tissues,
and lungs, whereas polyclonal naive cells in these sites did
not produce these effector molecules (Fig. 3, F and G).These
CMV-specific CD45RA'CCR7" cells in donors with high
frequency populations in the blood or BM therefore exhibit
features of activated or memory T cells. Together, these results
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Figure 3. CMV-specific T cells in donors with the highest frequencies in blood or BM exhibit phenotypes of previous activation. The phenotype
and function of CMV-specific T cells from donors with the highest frequencies in blood and BM were examined (n = 13 total). (A) Expression of cell surface
markers (CD69, CD28, and CD57) and intracellular perforin (PFN) by CMV-multimer* TEM CD8" T cells (solid red) compared with CMV-multimer-negative
(-neg.) TEM CD8* T cells (dotted black) in blood, BM, spleen, LLN, and lung. Shown are representative histograms of CD69 (donor 147, top row), CD28 (donor
194, second row), CD57 (donor 201, third row), and PFN (donor 201, fourth row) expression by TEM cells stained directly ex vivo. (B) Mean frequency (+SEM)
of CMV-multimer* (red squares) and CMV-neg. (black triangles) CD8* TEM cells expressing markers as in A in blood and indicated tissues, compiled from
13 donors. Number of donors for each graph was as follows: CD69 (n = 5-9 per site), CD28 (n = 8-10 per site), CD57 (n = 8-11 per site), and PFN (n = 6-7
per site). (C) Representative flow cytometry plots of CMV-multimer staining of live T cells (top row) and IFN-y production by CMV-multimer* CD8* T cells
(bottom row) after 3-h culture without stimulation (Unstim.) or with PMA/ionomycin (PMA + 1). (D; left) IFN-y production by CMV-multimer* TEM CD8*
T cells (red) compared with CMV-neg. TEM CD8* T cells (black) in blood, BM, spleen, and lung of donor 217 by intracellular cytokine staining after stimulation
with PMA/ionomycin (see Materials and methods). (right) Mean frequency (+SEM) of CMV-multimer* (red squares) and CMV-multimer-neg. (black triangles)
CD8* TEM cells producing IFN-y in blood and indicated tissues, compiled from eight donors (n = 4-8 per site). (E) Expression of cell surface markers (CD28
and CD57), and CD107a expression and IFN-y production by CMV-multimer* CD45RA*CCR7* CD8" T cells (solid red) compared with CMV-multimer-neg.
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provide evidence of a dynamic T cell response within tissues
of individuals containing high frequencies CMV-specific
T cells in the blood or BM.

Donors with high frequencies in LN or low frequency
distribution have quiescent CMV-specific T cells
CMV-specific TEM cells from donors with high frequen-
cies in LN or low frequencies in many sites did not exhibit
features of previous activation, as they were largely CD28"
and CD577, similar to CMV-multimer—neg. TEM cells in the
corresponding tissue site (unpublished data). CMV-specific
CD45RATCCRT7" cells in LNs were likewise similar to poly-
clonal naive T cells, exhibiting CD28"/CD57~ phenotypes
indicative of resting T cells, and did not produce IFN-y, IL-2,
or degranulate (as measured by CD107a) after stimulation
(Fig. 4, A and B; and not depicted). Together, this analysis in-
dicates that CMV-specific CD8" T cells persist in a quiescent
state in donors with predominant frequencies in LN, or with
low frequencies throughout.

The extent of multimer binding to the TCR, as esti-
mated by the mean fluorescent intensity (MFI), correlates
with TCR avidity (Laugel et al., 2007) and may indicate
recent antigen-driven expansion. As another measure of acti-
vation or quiescence, we examined multimer binding profiles
of CMV-specificT cell subsets in different sites of donors with
highest frequencies in BM or LN. In a representative donor
with high frequencies in BM, CMV-specific TEM and TEM
RA cells exhibited a higher MFI of multimer binding com-
pared with CMV-specific CD45RA'CCR7" cells from the
same site (Fig. 4 C). In contrast, in donors with high frequen-
cies in LN, both TEM and CD45RA*CCR7" CMV-specific
populations exhibited a low MFI of multimer binding in
tissues (Fig. 4 C). These results provide additional evidence that
CMV=specific CD8" T cells in donors with biased mainte-
nance in BM and blood exhibit phenotypes indicative of pre-
vious activation while those maintained in LN or at low levels
in many sites exhibit features suggestive of a quiescent state.

To test whether the CMV-specific CD8" T cells with
low TCR binding avidity were able to respond to CMV-
specific epitopes, we stimulated low multimer-binding CD8"
T cells from BM, spleen and LLN with CMV-pp65 peptides
and analyzed the resultant expanded population. We found
significant activation and expansion of CMV-specific T cells
from each site, particularly with spleen and LLN-derived
T cells, and CMV-multimer binding of the pp65-expanded
population was augmented 19-fold as assessed by MFI

(Fig. 4 D). These results demonstrate that the low avidity
CMV-specific T cell populations are fully responsive to CMV
antigen, and that higher avidity populations observed in BM,
blood, and lungs may indicate previous or recent activation.

CMV persistence in circulation and tissues inversely
correlates to the T cell response

‘We hypothesized that the tissue distribution and/or activation
state of CMV-specific CD8" T cells may be influenced by the
presence of virus in these sites. The precise reservoir of CMV
is not known, although CMV latency has been described in
human BM CD34" hematopoietic progenitors, circulating
CD14" monocytes, dendritic cells, and alveolar macrophages
(Hahn et al., 1998; Reeves and Sinclair, 2013; Poole et al.,
2015). The persistence of CMV genomes in mononuclear
cells from seropositive individuals is also quite rare, represent-
ing 1/10,000 cells, as observed in a previous study (Slobed-
man and Mocarski, 1999). We assessed the presence of CMV
genomes in total mononuclear cells obtained from donor
blood and tissues using a highly sensitive quantitative PCR
approach that we developed and optimized specifically to de-
tect CMV gene targets conserved between multiple clinical
strains (see Materials and methods). CMV genome analysis
was performed on 123 samples from 10 tissues sites of 24
CMV-seropositive (Fig. 5) and -seronegative donors.

CMV genomes were detected in 76% (16/21) of CMV
seropositive donors, whereas there were no detectable CMV
genomes in tissues from CMV-seronegative donors (Fig. 5 A
and not depicted). In all cases, detection of CMV genomes
was at or near the level of detection, consistent with the low
level of CMV persistence that is a feature of its latency (Goodrum,
2016). The frequency of CMV detection varied as a func-
tion of tissue site, with lung having the highest frequency
of CMYV detected (61% 11/18), followed by LNs (29-37%);
blood, spleen, and BM had lower overall frequencies of CMV
detection (13-25%; Fig. 5 A). Examination of the individual
CMV detection data for each donor (Table 3) reveals that
the majority of donors (12/21) had CMV detected in more
than one tissue site, with 4/21 donors having CMV detected
in one site (primarily the lung); in 5/21 donors, CMV was
not detected in any of the sites analyzed. There was no overall
correlation between the pattern of CMV detection in tissues
and the distribution pattern of CMV-specific CD8 T cells
(Table 3). However, CMV genomes were rarely detected
in the blood and BM of donors with high frequencies of
CMV-specific T cells in these sites, whereas CMV genomes

CD45RA*CCR7* CD8* T cells (dotted black) in blood, BM, and LLN from the same donors as in A. Surface CD107a and intracellular IFN-y production was mea-
sured after stimulation with PMA/ionomycin. Shown are histograms of CD28 (first row), CD57 (second row), CD107a (third row), and IFN-y (fourth row) of
indicated subsets from donor 196, analyzed as in A. (F) Mean frequency (+SEM) of CMV-multimer* (red squares) and -neg. (black triangles) CD45RA*CCR7*
CD8* T cells expressing CD28, CD57, CD107a, and IFN-y in blood and indicated tissues, compiled from 13 donors. Number of donors for each graph: CD28
(n=8-10 persite), CD57 (n = 8-11 per site), CD107a (n = 5-8 per site), and IFN-y (n = 4-8 per site). Significant differences for comparison of means between
CMV-multimer® and -neg. CD8* T cells within each tissue site were determined by Student's t test and corrected by Holm-Sidak for multiple comparisons.
* P =0.05-0.011;™, P =0.01-0. 007; ™*, P < 0.001. Numbers in the flow cytometry plots indicate the percent of cells expressing given markers.

JEM Vol. 214, No. 3
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Figure 4. CMV-specific T cells are quiescent in donors with highest frequencies in LN or low frequency distribution patterns. (A) Phenotypic and
functional properties of CMV-specific CD45RA*CCR7*CD8* T cells in LNs from donors with the highest frequencies in LN or low frequencies in multiple sites
(seven donors total). Shown are histograms of CD28 (donor 169, first row), CD57 (donor 169, second row), CD107a (donor 207, third row), and IFN-y (donor
207, fourth row) in CMV-multimer* (solid orange line) compared with CMV-multimer-neg. (dotted black line) CD45RA*CCR7*CD8" T cells. (B) Graphs show
expression of surface and functional markers as mean frequency (+SEM where appropriate) of CD28*, CD57*, CD107a, and IFN-y* CMV-multimer* (orange
bars) compared with -neg CD45RA*CCR7*CD8" T cells (checkered black) in LLN, MLN, and ILN. Significant differences for comparison of means between
CMV-multimer* and -neg. CD45RA*CCR7CD8™ T cells within each tissue site were determined by Student's t test and corrected by Holm-Sidak for mul-
tiple comparisons, with no significant difference found within a given site. Number of donors for each graph: CD28 (n = 4-6 per site), CD57 (n = 2-4 per
site), and IFN-y (n = 3-5 per site). (C) CMV-specific CD8* T cells vary in multimer avidity as a function of tissue and distribution pattern. Representative
histograms of CMV-multimer fluorescence intensity by CD45RA*CCR7" (violet), TEM (black), and TEMRA (green) subsets in LN and lung compared with the
CMV-multimer-neg. control (shaded gray) from a donor with highest frequencies in BM (top row, donor 201) and a donor with highest frequencies in LN
(oottom row, donor 150). (D) Increased multimer avidity of CMV-specific T cells after CMV peptide stimulation. Total mononuclear cells from BM, spleen and
LLN (donor 194) were stimulated for 9 d with pp65 peptide mix (see methods). Left: Frequency of CMV-multimer* CD8 T cells before and after stimulation.
(right) CMV-multimer staining in unstimulated versus pp65-expanded CD8" T cells, with numbers in plots denoting MFI of CMV-multimer staining. Cells
were pooled from triplicate samples. Numbers in the flow cytometry plots indicate the percent of cells expressing given markers.

were variably detected in multiple tissues of donors maintain-
ing CMV-specific T cells in LNs, or at low or undetectable
frequencies throughout multiple sites (Fig. 5 B). Of note, in-
dividuals with high frequency CMV-specific T cells in circu-
lation (blood and BM), had no detectable CMV genomes in
these sites (Fig. 5 B). In contrast, in the spleen, LLN, and lung,

660

the frequency of CMV-specific T cells was similar whether or
not CMV genomes were detected (Fig. 5 B). Together, these
results suggest a site-specific interaction between T cells and
virus with no detectable virus in circulating sites with high
T cell frequencies and equilibrium between the virus and
T cells in lung and LN reservoirs.

Human antiviral T cells in tissues | Gordon et al.
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Figure 5.  CMV persistence and CMV-specific T cell responses in cir-
culation and tissues. (A) Mean frequency of detection of CMV genomes
in tissues of 21 CMV-seropositive donors. Dashed gray line indicates the
minimum frequency of CMV genome detection for all tissue sites. Numbers
above the bars represent the number of samples tested for each tissue.
Each sample was run in 10-13 replicates and scored as "detected” (CMV
genome targets detected in any replicate) or not detected (no CMV genome
targets detected in any replicate). (B) Mean frequency (+SEM) of CMV-
specific T cells in tissues of donors in which CMV genomes were detected
(red) or not detected (black), compiled from 18 donors. Each shape denotes
an individual donor. Significant differences for comparison of means be-
tween donors in which CMV genomes were detected (red) or not detected
(black) within each tissue site were determined by Student's t test and cor-
rected Holm-Sidak for multiple comparisons. *, P < 0.05, and no significant
differences found for other sites.

Overall impact of CMV infection on T cell differentiation in
circulation and tissue sites over age

Given the preferential persistence of CMV-specific T cells
in distinct sites and reported influence of CMV persistence
on overall T cell differentiation and immune function (Chi-
drawar et al., 2009), we investigated potential effects of CMV
infection on T cell differentiation in tissues. We took advan-
tage of our accumulated analysis of T cell subsets in tissue sites
of over 72 donors and compared CD8" T cell subset distri-
bution in 10 tissue sites from 44 CMV-seropositive and 28
CMV-seronegative organ donors of similar age ranges (14-75
yr; Fig. 6 A and Table S2). Compiled results reveal decreased

JEM Vol. 214, No. 3

frequency of naive CD8" T cells starting in young adulthood
in CMV seropositive donors compared with CMV seronega-
tive donors in blood, BM, LLN, and lung, which declines fur-
ther over decades (Fig. 6 B, first row). Conversely, there is an
increased frequency of TEMRA CD8" T cells in blood, BM,
spleen and lung, and an increase in the TEM CD8* T cells in
the LLN in CMV seropositive compared with seronegative
donors, which further increases with age. Together, these re-
sults indicate enhanced T cell differentiation in specific sites
of CMV seropositive donors. A similar decrease in the pro-
portion of naive CD4" T cells with a concomitant increase
in proportion of CD4" TEM over life in blood, BM, LLN,
and lung was observed in CMV seropositive compared with
seronegative donors (Fig. 7). We also observed an increase in
CD4" TEMRA cells specifically in the BM, a population pre-
viously described in the blood and BM of CMYV seropositive
individuals (Libri et al., 2011). These data demonstrate that
CMV infection exerts a global influence onT cell homeosta-
sis that extends beyond the circulation to the tissues.

DISCUSSION

Our knowledge of T cell immunity to persistent viruses in
humans has mostly been limited to analysis of peripheral
blood. Using our novel human organ donor tissue resource,
we investigated antiviral T cell immunity and viral persistence
in the circulation and diverse tissues during a dynamic and
persistent viral infection, CMV. Our analysis reveals individ-
ualized patterns of tissue T cell anti-CMV immunity and
insights into how tissue location impacts antiviral T cell re-
sponses. We identify potential sites of active T cell-mediated
viral clearance (blood, BM, and spleen), and reservoirs of viral
persistence coexisting with either an active (lung) or quies-
cent (LN) T cell response. Furthermore, CMV persistence ex-
erts global effects on T cell homeostasis in a tissue-dependent
manner. Overall, our results reveal how CMV-specific T cells
are distributed and function in multiple sites in the context
of tissue location and viral persistence, providing new insights
into immune control of CMV infection in the body.

Our results show that the frequency of CMV-specific
CDS8" T cells in tissues invariably differs from that in blood.
Previous studies comparing CMV-specific T cells in periph-
eral blood to an additional site (either BM, LN, tonsils or
lung) also found discordance in blood and tissue frequencies,
with tissue responses less frequent than blood in the indi-
viduals examined (de Bree et al., 2005; Letsch et al., 2007;
Sauce et al., 2007; Palendira et al., 2008; Remmerswaal et al.,
2012; Akulian et al., 2013). By examining a broader array of
tissues from each individual compared with what has pre-
viously been examined, we found the highest frequency of
CMV-specific T cells to be in blood compared with other
sites in a subset of donors; however, the majority of the do-
nors had biased high frequencies in BM or LN, or compa-
rable low frequencies throughout all sites. There are several
possibilities that could contribute to differential persistence
of blood-versus-tissue CMV-specific responses; either blood
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Table 3. CMV PCR analysis of tissues from individual donors compared to the tissue-distribution pattern of CMV-specific CD8" T cells

Age Blood BM Spleen LLN MLN Lung Other Tissue site with max. freq.

yr

21 - - - — - - Tons™ BM

23 n/a - nla — n/a BM

35 n/a nla + — n/a + ILN* BM

45 + - nla — - nla BM

49 — nfa + — + + Col*, Tons™ BM

49 - - - - - - Blood

50 — nla - - n/a - Blood

53 - - - + + Tons™ BM

54 - - - + - + ILN~, Col™ BM

66 nfa - - + + Blood

70 n/a nla nla nla - + BM

23 - - - - - + ILN~ Low

26 + - - + n/a + Tons™ Low

30 — nla + — - + None

33 + nla nla nfa n/a + Tons* LN

34 - - - - + + Col™ Low

37 - + + - - None

39 - - - - n/a - Col™ N

40 nfa + nfa nfa + nfa LN

54 - - - n/a nfa nfa None

64 - - - + - + ILN~, Tons™ Low

+, CMV genome detected; —, CMV genome not detected; Col, Colon; Tons, tonsil; n/a: tissues not available.
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represents its own niche for maintenance of antiviral T' cells,
certain tissues harbor resident subsets of CMV-specific T cells,
and/or dynamic activation events in certain sites leads to dif-
terential egress of T cells from tissues into circulation. Notably,
individuals with high frequencies of CMV-specific T cells in
blood (or BM) maintained these populations as TEM or TEM
RA cells bearing features of recent activation and replica-
tive senescence, whereas donors with predominantly CMV-
specific T cells in LNs and/or with no significant circulating
blood or BM populations were instead maintained as quies-
cent subsets. These results suggest that blood (and BM) could
be a repository for activated T cells generated during a dy-
namic response to infection, which is consistent with findings
of newly activated CD8" T cells appearing in the blood after
vaccination with live viruses (Miller et al., 2008) or during
acute influenza infection (Sridhar et al., 2013). Further, in-
depth profiling of tissue CMV-specific T cells compared with
blood in future studies will enable a more precise definition
of how circulating antiviral T cells relate to those in tissues.
We hypothesized that the differential distribution and
activation phenotypes of CMV-specific T cells in tissues may
be a result of the presence of persistent virus in these sites.
We therefore assessed CMV persistence in donor tissues as
cellular and tissue reservoirs of CMV latency remain unde-
fined in humans (Goodrum et al., 2012). We identify CMV
persistence predominantly in the lung and also in spleen, BM,
blood, and LN. The identification of the lung as a potential
reservoir of persistent CMV is consistent with recent results
showing that CMV is present in alveolar macrophages (Poole
et al., 2015) and that CMV reactivation is often manifested
clinically as pneumonitis (Ljungman et al., 2010; Santos et al.,
2015). Persistence of CMV in multiple sites can also account
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for the diverse tissue involvement during CMV reactivation
and disease, and the sensitivity of immune-mediated control
of CMV to immunosuppression.

Integrating our results on CMV-specific T cell distribu-
tion, tissue-specific T cell phenotypes, and CMV persistence
provides a new view into the dynamic interplay between the
immune response and virus. Importantly, there was an inverse
correlation in BM and blood between T cell frequency and
CMV detection where the highest T cell frequencies were
associated with complete lack of CMV detection. As the ma-
jority of CMV-specific T cells in blood and BM of these do-
nors with no virus detected exhibited phenotypic features of
previous activation, it is intriguing to speculate that these sites
may undergo continual surveillance and viral control. Acti-
vated T cell populations are observed in circulation during
CMV reactivation in immunosuppressed individuals (Hakki
et al., 2003), and it will be interesting to determine whether
CMV-specific T cells that emerge in circulation during in-
fection carry a trace of their tissue of origin. CMV-specific
CDS8"T cells were consistently present in frequencies of 2—6%
of total CD8 T cells in donor lungs, and exhibited an acti-
vated phenotype, suggesting that the lung is a consistent site
of ongoing CMV-specific immune responses without com-
plete viral clearance. In LN, the frequency of CMV-specific
T cells was similar in sites with or without detectable CMV
genomes, and LN CMV-specific T cells mostly exhibited
resting quiescent phenotypes. As LNs have infrequent expo-
sure to microbes and a low inflammatory environment, CMV
reactivation may be rare in these sites and LNs may serve as
the reservoir for long-term resting CMV-specific T cells.

All of the tissues analyzed in this study were obtained
from brain dead organ donors who were managed in the
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critical care unit before organ and tissue acquisition by sur-
gical teams for lifesaving transplantation and for this study.
Although these donors were all previously healthy and im-
munocompetent, there are reports of CMV reactivation oc-
curring after traumatic injury (Cook and Trgovcich, 2011).
We investigated whether cause of death or length of hospital-
ization were associated with CMV T cell distribution and/or
frequency and CMV detection and did not find any correla-
tions (unpublished data; compiled from data in Tables 1 and
2). Moreover, the low level of virus detection is consistent
with latent and controlled infection. Based on all of these cri-
teria, our results on CMV=specific T cell response and CMV
persistence in organ donor tissues is likely to represent the
healthy state of viral control.

We also examined the overall impact of CMV infec-
tion on T cell differentiation and maintenance in tissues over
the human lifespan in a larger cohort of 72 donors. Our
results showed tissue-specific effects of CMV infection on
T cell differentiation in the active sites of CMV persistence
and CMV-specific T cell responses—namely in the blood,
BM, lungs, and lung LNs. The dynamic interplay between
virus and T cell responses in these sites could generate a local
proinflammatory milieu that nonspecifically primes innate
immune responses in tissues. This evidence for enhanced,
tissue-specific T cell differentiation could account for the
greater responses to pathogens and vaccines identified in
CMV-seropositive compared with CMV-seronegative indi-
viduals (Pera et al., 2014; Furman et al., 2015).

CMYV infection remains a significant cause of morbidity
and mortality in immunocompromised populations (Kotton
et al., 2013; Adland et al., 2015; Frantzeskaki et al., 2015),
including solid organ and hematopoietic transplant recipients,
cancer patients receiving chemotherapy, and the elderly. The
site-specific nature of CMV immunity and viral persistence
highlights the need for new therapies targeting tissue res-
ervoirs of CMV persistence and the development of blood
biomarkers that more accurately reflect the integrity of tis-
sue CMV immune control. Moreover, the findings obtained
from our assessment of CMV-specific and/or polyclonal
T cell subsets, in conjunction with CMV persistence in mul-
tiple anatomical sites, have broad implications for improving
immune monitoring, vaccines, and immunotherapies, and
prompt further investigation of tissue-specific antipathogen
responses and their relationship to circulating counterparts.

MATERIALS AND METHODS

Acquisition of human tissues

Human tissues were obtained from deceased (brain dead)
organ donors at the time of organ acquisition for life-
saving clinical transplantation through an approved protocol
and Material Transfer Agreement (MTA) with LiveOnNY.
Organ donors were free of chronic disease and cancer and
negative for HIV, hepatitis B, and hepatitis C. Characteristics
of organ donors, including their cause of death and hospital-
ization length of stay are in Table 1. The study does not qual-
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ify as human subjects research, as confirmed by the Columbia
University Institutional Review Board, as tissue samples were
obtained from deceased individuals. Donor HLA type, and
CMV and EBV serology were available from all donors.

Lymphocyte isolation from human lymphoid

and nonlymphoid tissues

Tissue samples were maintained in cold saline and brought to
the laboratory within 2—4 h of procurement from the donor.
Samples were rapidly processed using enzymatic and mechan-
ical digestion to obtain lymphocyte populations with high
viability as described in detail (Sathaliyawala et al., 2013;
Thome et al., 2014, 2016). Lymphocytes were isolated from
blood using lymphocyte separation media (CellGro; Cell-
Genix) and ACK lysis buffer as previously described (Sath-
aliyawala et al., 2013). Lymphocytes were either analyzed
immediately or cryopreserved for future analysis.

Detection and analysis of CMV-specific T cells

HLA multimers reagents containing epitopes of CMV
(CMV-multimers) were obtained from Proimmune and
Immudex; the CMV A6801 tetramer was obtained from
the National Institutes of Health tetramer core (see Table
S1 for full list). Staining with multimers was done accord-
ing to the manufacturer’s protocols using HLA-A2 Negative
Control (Proimmune) or Immudex Negative Controls (see
Fig. S1 for gating). Only samples with >500 CD8" T cells
were included in the analysis. The level of detection of CMV-
multimer” CD8" T cells was 0.1-0.3% of CD8" T cells. For
CMV peptide stimulation, 1-3 X 10° mononuclear cells from
blood or tissues were plated in 96-well tissue culture plates in
complete RPMI medium (RPMI-1640 containing 10% fetal
calf serum, 100 U/ml penicillin, 100 pg/ml streptomycin,
and 2 mM r-glutamine (Sigma-Aldrich) containing 1 pg/ml
HCMYV pp65 peptide mix and 1 pg/ml HCMV pp65 peptide
mix (PepMix HCMYV; JPT Peptide Technologies) and incu-
bated at 37°C for 6 h in the presence of BD GolgiStop (mo-
nensin). For intracellular staining, surface stained cells were
fixed, washed, and resuspended in permeabilization buffer
(BD) before staining with anti-IFN-y.

Flow cytometry analysis

Fluorochrome-conjugated antibodies used for staining are
shown in Table S3. For intracellular staining, surface stained
cells were fixed, washed, resuspended in permeabilization
buffer (eBioscience), and stained with antiperforin antibod-
ies. For T cell stimulation, 1-3 X 10°® mononuclear cells from
blood or tissues were plated in 96-well tissue culture plates in
complete RPMI medium containing phorbol-12-myristate
-13-acetate (PMA; 50 ng/ml), ionomycin (1 mg/ml) and
anti-CD107a and incubated at 37°C for 3 h in the presence
of BD GolgiStop (monensin). The cells were washed with
PBS and surface stained, fixed, and permeabilized as above,
before staining with anti-IFN-y and anti—IL-2 antibodies.
For expansion of CMV-specific T cells, 1-3 X 10° mononu-
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clear cells from blood or tissues were plated in 96-well tissue
culture plates at 5 X 10°/ml in RPMI-1640, 10% FBS, 1 mM
sodium pyruvate, 100 U/ml penicillin, 100 pg/ml streptomy-
cin, 2 mM L-glutamine, and 100 uM B-mercaptoethanol in
the presence of 0.3 pg/ml HCMV pp65 peptide mix (JPT
Peptide Technologies). IL-2 100 U/ml was added on day 2
and cells were analyzed at day 9 after stimulation. Stained cells
were acquired on a 6-laser LSRII analytical flow cytometer
(BD) in the CCTI flow cytometry core and analyzed using
FlowJo software (Tree Star).

CMV serology
Serum CMV IgG avidity and CMV IgM testing were per-
formed by Quest Diagnostics.

Detection of CMV genomes

Cells were thawed in IMDM with 2% FBS, counted with
Trypan blue, and pelleted. Cells were lysed with 400 pl ZR-
Duet lysis buffer per 5 x 10° cells, and processed with the
ZR-Duet DNA/RNA purification kit (Zymo Research).
Each 20 pl gqPCR reaction contained: 1X Roche Light-
cycler 480 Probes Hot-start Mastermix, 200 nM primers
(Quick-LC purified primers; Eurofins MWG Operon), 100
nM Roche UPL hydrolysis probe, and 700 ng template DNA.
Cycling conditions on the Lightcycler 480-11 qPCR cycler
(Roche) were: Taq activation at 95°C for 10 min, followed
by 55 cycles of (95°C for 15 s; 60°C for 45 s), using the fol-
lowing primers: CMV long noncoding RNA f2.7: (forward,
5-TGTTCTTCTGGTTCATTTCCTATG-3'; reverse, 5'-
CGTGTCCGGTCCTGATTC-3'; probe, GGCTGCTG);
CMV UL69 (forward, 5-CCTACGACTTTCGGTTCT
TCTC-3'; reverse, 5'-CGTCCAGTTCGTCGTCAATAA-
3’; probe, CCTCAGCC), cellular genomic RNase P primers
(forward, 5'-GACGGACTGCGCAGGTTA-3’; reverse, 5'-
CCATGCTGAAGTCCCATGA-3'; probe, CAGCTCCC).
These RNAP 2.7 and UL69 primers were chosen and opti-
mized to ensure that they function with maximum specificity
and sensitivity. The genomes of 100 clinical CMV strains were
aligned to generate multiple primers to amplify the most
highly conserved regions across the CMV genome. Primers
were tested for on sequences from uninfected cells with low
levels of “spiked” viral genomes, and primers for were chosen
based on specificity and sensitivity that exceeded that used
in clinical protocols (Binnicker and Espy, 2013). Total cellular
genomes were quantitated using a standard curve of known
cellular genome concentration amplified using primers for
human RNase P: RPP30. CMV genomes were quantitated
using a standard concentration curve of Swal-linearized
HCMYV BAC genomes (strain TB40/E, available from Gen-
Bank under accession no. EF999921.1), diluted in 5 ng/pl
sonicated salmon sperm carrier DNA (Ambion). Each sample
was run in 10-13 replicates and scored as “detected” (CMV
genome target[s] detected in any replicate) or “not detected”
(no CMV genome targets detected in any replicate). The
limit of detection for the RNase P and 2.7 genes was 1-2
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copies and 100 genomes, respectively. Negative controls in-
cluded water, 5 ng/pl sheared salmon sperm carrier DNA,
or genomes extracted from cultured uninfected primary cells
(MR C-5; CCL-171;ATCC).

Statistical analysis

Descriptive statistics (percent means, standard deviations,
counts) were calculated using Microsoft Excel. P-values for
comparison of means within each tissue site were determined
by Student’s ¢ test and corrected using Holm-Sidak for multi-
ple comparisons. Frequency variance for CMV-specific TEM
cells was determined for each tissue by Holm-Sidak post-
hoc multiple comparison after two-way ANOVA in PRISM
(GraphPad Software, Inc.). Linear regression of age and T cell
subset distribution was also performed in PRISM. Slopes of
regression lines and y intercepts were compared. Statistical
significance was defined as P < 0.05.

Online supplemental material

Fig. S1 shows gating strategies. Table S1 lists tissues ac-
quired from individual CMV seropositive donors. Table
S2 is a list of CMV-specific and control multimer reagents
used for analysis of human T cells. Table S3 lists characteris-
tics of organ donors used for Figs. 6 and 7. Table S4, List of
fluorochrome-conjugated antibodies and flow cytometry re-
agents used in this study.
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