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ABSTRACT
CD8+ tumor-infiltrating lymphocytes (TILs) are not all specific for tumor antigens,
but can include bystander TILs that are specific for cancer-irrelevant epitopes, and it is
unknown whether the T-cell repertoire affects prognosis. To delineate the complexity
of anti-tumor T-cell responses, we utilized a computational method for de novo
assembly of sequences from CDR3 regions of 369 high-grade serous ovarian cancers
from TCGA, and then applied deep TCR-sequencing for analyses of paired tumor and
peripheral blood specimens from an independent cohort of 99 ovarian cancer patients.
Strongly monoclonal T-cell repertoires were associated with favorable prognosis (PFS,
HR = 0.65, 0.50–0.84, p = 0.003; OS, HR = 0.61, 0.44–0.83, p = 0.006) in TCGA cohort.
In the validation cohort, we discovered that patients with low T-cell infiltration but
low diversity or focused repertoires had clinical outcomes almost indistinguishable
from highly-infiltrated tumors (median 21.0 months versus 15.9 months, log-rank
p = 0.945). We also found that the degree of divergence of the peripheral repertoire
from the TIL repertoire, and the presence of detectable spontaneous anti-tumor
immune responses are important determinants of clinical outcome. We conclude that
the prognostic significance of TILs in ovarian cancer is dictated by T-cell clonality,
degree of overlap with peripheral repertoire, and the presence of detectable
spontaneous anti-tumor immune response in the patients. These immunological
phenotypes defined by the TCR repertoire may provide useful insights for identifying
“TIL-low” ovarian cancer patients that may respond to immunotherapy.

INTRODUCTION

Although previous studies have identified additional
parameters that associate with effective anti-tumor
immunity, such as the differentiation state of TILs [2, 4],
the ratio of effector to immunosuppressive cells [1, 5, 6],
and tumor production of immune inhibitory molecules

The presence of tumor-infiltrating lymphocytes
(TILs) is a key determinant of clinical outcome in a wide
range of solid tumors including ovarian cancer [1–5].
www.oncotarget.com
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[7], these do not fully explain the varied and dynamic
range of immune components influencing prognosis. The
complex relationship between TILs, clinical prognosis,
and response to immunotherapy is further complicated
by recent studies indicating that TILs not only comprise
of tumor antigen-specific cells, but also significant
frequencies of T cells recognizing a wide range of
epitopes irrelevant to cancer (e. g. influenza virus) [8]. In
these studies, bystander CD8+ TILs were shown to lack
CD39 expression [8], while tumor-specific T cells have
been defined by expression of a variety markers including
PD-1 [9], CD103 [10], CD39 [11] and CD137 [12]. While
these markers are useful for differentiating tumor-reactive
T cells within TILs, they do not address how the degree
of clonal infiltration shapes the functional attributes of
tumor-specific TILs and ultimately tumor control.
T lymphocytes express highly diverse antigenspecific receptors (TCR) created during T cell development
by a unique process of somatic recombination, and up to
1016 TCR types have been reported [13]. The random
addition and deletion of nucleotides during T cell receptor
(TCR) recombination in the complementarity-determining
region 3 (CDR3) provides variation in TCR sequences
that is shaped further by selection and clonal expansion
following exposure to immunogenic antigens. In this
regard, characterizing the specific type and number of
TCR clonotypes deployed to engage tumor antigens
both at the tumor site and in the periphery may provide
unique qualitative insights into the nature of the antitumor response required for clinical benefit. Until recently,
dissecting the diversity and quantity of TCR clonotypes
within the tumor microenvironment has been difficult
because of wide variations in tumor antigen-associated
(TAA) expression, human leukocyte antigen (HLA)
haplotypes, and the individually different spontaneous
immune responses against TAAs [14]. High-throughput
next-generation sequencing has made it possible to read
the entire CDR3 to uniquely identify specific T cell clones
and to estimate the absolute frequency of T cell clones in
tumor tissue from the copy number of TCR sequences [13].
Recent studies have analyzed the TCR repertoire in the
context of autoimmune disorders [15, 16], infection [17],
immunodeficiency [18], and cancer [19, 20]. These studies
have compared TCR repertoires in different tissues (e. g.
peripheral blood versus diseased sites), and across time
points. In addition, immunotherapy trials in melanoma and
pancreatic cancer patients have demonstrated the potential
for TCR repertoire profiling to serve as a biomarker of
clinical response and toxicity [21, 22].
The importance of TCR repertoire in shaping
anti-tumor immunity in ovarian cancer was recently
demonstrated using unbiased functional analysis of TCR
repertoires from TILs derived from two patients [23].
Tumor reactivity was revealed in 0–5% of tested TCRs
indicating that the vast majority of T cells infiltrating

www.oncotarget.com

ovarian tumors were irrelevant for tumor recognition.
To determine how the TCR repertoire of TILs shapes
the prognosis of ovarian cancer patients, we utilized a
new computational method [24] for de novo assembly
of sequences from CDR3 regions using paired-end
RNA-seq data from the Cancer Genome Atlas (TCGA)
study of high-grade serous ovarian cancers [25]. We
then applied deep TCR-sequencing to a large number
of paired tumor and peripheral blood mononuclear cell
(PBMC) specimens from patients with ovarian cancer. We
examined TCR repertoire in the context of (i) the degree
of tumor infiltration by T cells, (ii) spontaneous immune
responses against bona fide TAAs, and (iii) clinical
outcome. Importantly, we also found that the degree of
divergence of the peripheral from the TIL repertoire, and
the presence of detectable spontaneous anti-tumor immune
responses are important determinants of clinical outcome.
These immunological phenotypes defined by the TCR
repertoire may provide useful insights for identifying
“TIL-low” ovarian cancer patients that may respond to
immunotherapy.

RESULTS
Patient characteristics
As described in the initial report [25], TCGA ovarian
patients were all high-grade serous ovarian cancer treated
with surgery and adjuvant platinum based chemotherapy.
More than 86% were high stage, the median age was 59.8
years, and 72.1% were optimally debulked (< 1 cm) with
22.7% achieving full resection (no macroscopic disease).
The median progression-free survival (PFS) was 17.5
months (15.4–18.5), and the median overall survival
(OS) was 44.1 months (39.6–47.7, 95% CI), with a 5-year
survival rate of 31.3% (26.5–37.0%).
The characteristics of the RPCI cohort are shown
in Table 1. Whereas TCGA cohort was restricted to highgrade serous histotype, patients with non-serous tumors
were included in the RPCI cohort because of availability
of paired PBMC and tumor specimens. Patients in this
cohort were also typical of advanced ovarian cancer
cases: the median age of diagnosis was age 62 (range 20
to 88), most patients were high stage (IIIC, IV; 77%) with
serous histology (66%). All women underwent maximal
debulking surgery (78% were optimally debulked, with
36% complete resection) followed by platinum-based
chemotherapy. The median duration of follow-up for
all the patients was 33.5 months (91/99 patients have
observed deaths or at least 36 months of follow-up).
While the majority (58%) of patients were disease-free
after primary therapy, 34% recurred within a median 8.6
months of their initial surgery. Median progression-free
survival was 15.4 months and median overall survival was
48.7 months.
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Table 1: RPCI cohort patient characteristics stratified by stage and infiltration

Total N = 99
TIL infiltration (median)
CD3 (lym/mm^2)
CD8 (lym/mm^2)
CD8/CD3
Age
Median
Grade %3+
Histology % Serous
Debulking Status
% No residual disease
% Optimal
Response after Treatment
% Complete
Platinum status
% Sensitive
Survival Times
Progression-Free survival
Overall survival

A.
Low Stage
N = 22

B.
High Stage
High
Infiltration
N = 38

C.
High
Stage Low
Infiltration
N = 39

p-value
(A vs. B, C)

p-value (B vs C)

106.7
20.7
38.5%

399.3
105.3
24.2%

39.0
3.1
32.3%

0.60
0.50
0.20

**

0.10

57.5
61.9%
45.5%

60.5
92.1%
84.2%

66.0
71.8%
61.5%

0.40
0.10
0.03

0.02
0.04
0.05

86.4%
100.0%

23.7%
76.3%

21.1%
71.1%

< 0.001
0.02

0.99
0.80

95.5%

64.9%

36.1%

< 0.001

0.03

100.0%

66.7%

28.1%

0.002

0.004

##

15.4
52.9

9.7
25.0

< 0.001
0.002

0.055
0.013

##

**

Stratifying factor. ##No median Kaplan-Meier estimate. TIL: Tumor infiltrating lymphocytes.

**

Pretreatment TIL infiltration and tumor antigen
burden is associated with survival

= 0.0054; OS 84.8 vs 51.9 months, p = 0.0034). The volcano
plot in Supplementary Figure 1D shows upregulated
genes in this category to include CXCL9/10, IFI6/35 and
ISG15 (interferon induced). These results indicate that the
expression of CT antigens, when accompanied by high
TILs, produces an immunogenic tumor microenvironment
that is associated with improved PFS and OS in ovarian
cancer patients. Interestingly, we observed that tumors
expressing CTAGE5 and LAGE3 had the highest T-cell
infiltration (Supplementary Figure 1E). LAGE3 belongs
to the ESO/LAGE gene family, members of which are
clustered together on chromosome Xq28, and have similar
exon-intron structures [30]. However, unlike the other
family members which are normally expressed only in
testis, LAGE3 is also ubiquitously expressed in somatic
tissues. Although NY-ESO-1 expression is associated with
intermediate levels of T-cell infiltration in TCGA cohort
(Supplementary Figure 1E), we focused on this antigen for
additional studies in the independent RPCI cohort because
of its unique characteristics of tissue restricted expression
and inherent immunogenicity. Moreover, NY-ESO-1 is the
prototypic CT antigen in several cancer vaccine [31–35] and
adoptive T-cell therapy studies [36, 37].
In the RPCI cohort, we found that the degree of
T-cell infiltration measured by immunohistochemistry

We first sought to establish in TCGA and RPCI
cohorts whether the degree of T-cell infiltration was a
favorable prognostic marker as previously reported [5, 26].
For TCGA cohort, we selected CD3+-based markers for
this analysis as previously described [27]. These markers
included mRNA expression of CD3, CD8, GZMB, and IL2.
In addition, we focused the analysis of CD3+-based markers
in the context of tumor expression of shared antigens
belonging to the cancer-testis (CT) antigen family, because
their expression is normally restricted to germ cells but
they become aberrantly expressed in several tumors types,
including ovarian cancer [28]. We included the average
expression of 91 unselected CT antigens to form an antigen
burden score [29]. While the expression of CD3+ markers
was associated with a modest increase in PFS (19.0 vs 22.8
months, p = 0.0376) and a large increase in OS (47.6 vs.
70.6, p = 0.0008), stratification by above median antigen
burden magnified the effect among infiltrated patients (PFS
21.1 vs 29.4 months, p = 0.0373, OS 60.4 vs. 84.8 months,
p = 0.0038) (Supplementary Figure 1A–1C). The observed
benefit was specific to patients with both heavy CT antigen
burden and significant TIL infiltration (PFS 29.4 vs. 19.5, p
www.oncotarget.com
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(IHC) was an important prognostic marker, in accordance
with previous reports [5, 26] and TCGA cohort. The
densities of tumor-infiltrating CD8 and CD3 cells were
strongly correlated (rho = 0.85, p < 0.001) and both were
correlated with prognosis. CD3 infiltration was associated
with favorable PFS (log scale, stage-adjusted HR = 0.59,
95% CI: 0.43–0.83) and OS (0.44, 0.28–0.69) (Table 2).
Further, high levels of infiltration were associated with
platinum sensitivity (CD3 ratio of sensitive to resistant
1.25×, t-test p = 0.0011; CD8, 1.29×, p = 0.0051) (Table 1).
There was no significant difference in the degree of T cell
infiltration between serous and non-serous tumors.
As stage is known to be the strongest predictor of
survival in ovarian cancer, we stratified patients into low
stage (Stages I, II, IIIA, IIIB) and high stage (IIIC, IV)
cases. We further separated the high stage cases by degree
of CD3 infiltration to further characterize the high and
low-infiltrating cases. Highly infiltrated, high-stage disease
were more commonly high grade and serous and these
patients were an average of 6 years younger (Table 1).
Clinically, high-stage patients had the same rate of optimal
debulking; however, highly-infiltrated patients are more
likely to demonstrate complete response to frontline
chemotherapy, and were more likely to be platinum
sensitive after follow-up. Median PFS and OS increased
by 5.7 and 27.9 months in high stage-highly infiltrated
patients, compared with high-stage-low infiltrated patients
(Table 1). These results are consistent with our previous
report and other studies [5, 38] that the degree of T-cell
infiltration prior to treatment of ovarian cancer patients are
strongly associated with response to frontline therapy, PFS
and OS even after accounting for stage.

comprising 9,990 amino acid sequences in 394 ovarian
cancers from TCGA study. The distribution of filtered
clone lengths was representative of peripheral blood
CDR3 regions [39]. We observed one clone common to 20
repertoires (5.1%, 20/394) suggesting that ovarian cancer
repertoires are mainly private. This common clone was not
associated with prognosis.
Summary features of the TIL repertoire were
strongly associated with prognosis in TCGA cohort
(Supplementary Table 1). While (Shannon’s) entropy and
the number of unique clones (diversity) were associated
with reduced survival hazard (HR = 0.76, p < 0.01),
clonality (1-Pielou’s index) was not (HR = 1.07, p = 0.462)
suggesting that the range of clonotypes and not their usage
was important. We defined the strength of monoclonality
as the relative frequency of the most common clone
(TOP1) and observed that the strength of monoclonality
(TOP1) was associated with increased hazard (HR for
OS = 1.36, p < 0.01). As expected, the degree of infiltration
(measured by the number of mRNA TCR reads) was
associated with reduced hazard (HR = 0.77, p < 0.01).

Validation by deep sequencing shows high TIL
diversity is associated with high stage, high
infiltration disease
To validate the findings from TCGA cohort and
understand the complex effect of clone diversity on
prognosis, we performed deep TCR-β chain sequencing
on total 198 samples of matched TIL and PBMC from 99
patients in the RPCI ovarian cancer cohort (Supplementary
Table 2). Each patient’s TIL TCR repertoire contained
between 224 and 94,770 (Q1: 2,918; median: 11,590; Q3
15,190) unique clones (Supplementary Table 3). Between
65.3% (Q1) and 84.0% (Q3) of reads were captured by the
most common 1,000 clones implying that most samples
have a significant fraction of low-frequency reads.
The number of reads in the tumor specimens (17,97813,368,648) was associated with the density of CD3+
T-cell infiltration (Spearman’s rho = 0.340, p = 0.001),
indicating concordance between IHC-measured infiltration
and depth of TCR sequencing. Consistent with TCGA
cohort, the RPCI cohort’s TIL and PBMC repertoires
showed the same trend of prognostic effects (Entropy,
and Diversity associated with reduced hazard; TOP1 with
increased hazard; clonality no effect), however they did
not reach statistical significance (Supplementary Table 1).
We investigated these associations further by
stratifying based on CD3 and CD8 infiltration measured
by IHC. The relative frequencies of clones were not
different across patient categories (low stage, high
stage, high infiltration; and high stage, low infiltration)
(Supplementary Figure 2). There was no difference in
clonality across histologies and stage/infiltration strata
suggesting the overall composition of the repertoire
is not different (Table 3). Compared with peripheral

Composition of β-CDR3 repertoire is associated
with prognosis
While the average degree of TIL infiltration was
associated with prognosis, there remained considerable
variation in outcome. Previous studies have shown that
TILs represent a heterogeneous population consisting of
tumor-specific and bystander T cells [8]. We hypothesized
that the specific composition of tumor-targeting
clonotypes in the TIL population and periphery might
influence the prognostic effect and provide indication
of immunologically-driven tumor response. Starting
with TCGA cohort, we investigated CDR3 assemblies
as recently described by Li et al. [24]. We identified
39,272,923 TCR-mapping RNA-seq reads comprising
25,215 unique amino acid sequences in 416 ovarian
cancers. Upon manual inspection, we noted that many
of the reads were fragments containing common V-gene
sequences only or J-gene sequences only. Therefore,
we restricted amino acid sequences to those that are
likely to contain a complete CDR3, encoding the initial
cysteine and the terminal phenylalanine. Using this filter,
we observed 13,870,967 TCR mapping RNA-seq reads
www.oncotarget.com
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Table 2: Prognostic features of the ovarian cancer TCR repertoire
Hazard Ratio (95% CI, Cox Model)
PFS
OS
Infiltration*
   CD3 (log lym/mm2)

0.59 (0.43–0.83)

0.49 (0.33–0.72)

   CD8 (log lym/mm2)

0.57 (0.37–0.86)

0.46 (0.28–0.77)

5.32 (1.98–14.30)

5.46 (2.03–14.66)

Focus: Diversity/TIL

*

  #Clones/CD3
  #Clones/CD8

4.14 (0.53–32.37)

17.49 (1.59–***)

N/S

Overlap**
  Clones

1.35 (1.06–1.72)

1.41 (1.10–1.80)

  Reads

1.04 (0.78–1.38)N/S

1.27 (0.94–1.71)N/S

0.73 (0.55–0.97)

1.01 (0.74–1.39)N/S

Diversity Ratio**
  PBMC/TIL

All factors scaled to unit standard deviation. *Stage adjusted, **CD3 adjusted,
significant (p > 0.05).

N/S

Not

2.06, Bonferroni p = 0.032). This effect appeared to be
specific to one particular TIL repertoire, although we could
not rule out statistical artifacts after data transformation
(Supplementary Table 4). In summary, no single, public
clone was obviously associated with prognosis.

blood, clonality doubles in the TIL compartment of all
three categories of ovarian cancer patients (TIL 0.22 vs.
PBMC 0.12, paired t-test p < 0.001), indicating a more
specific or focused response at the tumor site. In the
TIL repertoire, the number of unique clones doubled for
high stage disease (5,770 vs. 13,280, t-test p = 0.003)
while the number of clones in the PBMC repertoire was
not different across high/low stages (85,206 vs. 83,411,
p = 0.845). Despite this tumor-site doubling, clonality was
not associated with PFS (Stage adjusted, Cox model, p =
0.93) or OS (p = 0.18) confirming that the pattern of usage
of specific clones did not drive prognosis.

Focused clonal repertoire of TIL infiltration is
associated with good prognosis in the validation
cohort of ovarian cancer patients
In addition to specific clone level response, we
sought to further clarify the relationship between IHCmeasured TIL infiltration and TCR repertoire. Given that
we had noted high TIL frequency as a strong prognostic
factor in both TCGA and RPCI cohorts, we stratified RPCI
patients with weakly infiltrated tumors by the diversity of
their repertoire (Figure 2A) into three evenly sized groups.
Surprisingly, patients with weakly-infiltrated tumors but
low diversity repertoires (that is, focused repertoires) had
PFS (Figure 2B) indistinguishable from highly-infiltrated
tumors (median 21.0 months versus 15.9 months, log-rank
p = 0.945). Both of these groups had nearly double median
survival (16.5 versus 8.8 months, p = 0.004; 3 group logrank p = 0.0322). Overall survival times (Figure 2C) fit
this pattern with low diversity repertoires (26.3 months)
versus high diversity and high infiltration (53.2 months,
three group log-rank p = 0.0173).
To simplify the effect and consider sensitivity
to the selected thresholds, we examined the ratio of
the number of unique TIL clone versus CD3 TILs.
Ratios closer to zero indicate more focal, monoclonal
repertoire and large ratios imply a polyclonal repertoire
(Figure 3A). Representative monoclonal and polyclonal
repertoires (Figure 3B) illustrate that an array of methods

Specific public clones are not associated with
prognosis
Considering that summaries averaging tens
of thousands of clones might obfuscate signal, we
investigated high-frequency clones and clones common
to multiple TIL repertoires (i.e., across patients). Out of
670,723 unique TIL clones, 7 clones were found in at least
30 repertoires and 18 were found in at least 25 repertoires
(Figure 1A). We reasoned that a subset of peripheral and
TIL TCR repertoire would overlap, and the degree of
overlap may reflect clonal expansion of tumor-reactive
T cells. We observed that between the TIL and PBMC
repertoires, highly frequent TIL clones were often rare in
the PBMC repertoire and vice versa (Figure 1B).
The association between the top 18 common
clones and PFS suggested one prognostic association:
the frequency of clone CASSLTDTQYF was associated
with increased PFS hazard (standardized to unit standard
deviation; stage-adjusted HR = 1.53, 95% CI: 1.16–2.03,
Bonferroni p = 0.046) and OS hazard (HR = 1.56, 1.18–
www.oncotarget.com

Upper bound omitted due to size,

***

2673

Oncotarget

are required to balance infiltration, composition of that
infiltration (clonality or 1-entropy), the diversity and the
read depth (Supplementary Figure 3). More polyclonal
clone/CD3 TIL ratios were associated with shorter PFS
(5.3, 2.0–14.3, Figure 3C) and OS (HR = 5.5, 95% CI:
2.0–14.7, Figure 3D). Polyclonal clone/CD8 ratios were
associated with OS only (HR = 17.5, 1.6–192.0) (Table 2).
More polyclonal ratios were associated with platinum
resistance for both TIL markers (CD3, t-test p = 0.001;
CD8, p = 0.006). These results indicate that TCR diversity
is a determinant of the prognostic influence of TILs in
ovarian cancer. In addition, integrating IHC measurements
with TCR sequencing data further improves the prognostic
significance of the TIL repertoire in ovarian cancer.

repertoire. Grey clones are PBMC exclusive, green are TIL
exclusive and purple clones are found in both repertoires.
Clones with the largest individual frequency change
between repertoires are highlighted. Across patients,
we found few clones common to multiple repertoires
(Supplementary Figure 4) and, again, clones tended to be
either shared or highly frequent but not both.
Within a given patient, repertoire overlap can
be based on unique clones (assessing the chance that a
randomly selected PBMC clone is also found in the tumor
repertoire) or the number of reads (assessing the fraction
of the PBMC repertoire that is known to infiltrate the
tumor, given multiple copies of a particular TIL clone).
Clone level overlap averaged 2.27% (range: 0.10–19.40%)
while the read level overlap averaged 20.3%, (range:
1.01–70.0%) suggesting that tumor-infiltrating clones may
make up a disproportionate, but variable, amount of the
peripheral repertoire. We noted that the fraction of shared
clones is higher in the TIL compartment than the periphery
(Supplementary Figure 5) consistent with the idea that the
TIL compartment is more selective or exclusive than the
peripheral repertoire.
Clone overlap between TIL and PBMC repertoires
was strongly associated with CD3 infiltration (rho =
0.340, p = 0.001) but not CD8 infiltration (rho = 0.145,
p = 0.2). The degree of overlap was strongly associated
with shorter PFS (HR = 1.35, 1.06–1.72, p = 0.016)
and OS (1.41, 1.10–1.80, p = 0.006) after accounting
for CD3 infiltration (Figure 4C). Read-level overlap
was not associated with OS (p = 0.12), PFS (p = 0.80),
CD3 (p = 0.51) or CD8 (p = 0.43) infiltration. Together,
these results implied that infiltration by a restricted TIL

Polyclonal peripheral repertoire is a poor
prognostic factor
We observed that unfocused TIL repertoires were
matched by a similarly unfocused repertoire in the
periphery (a highly diverse PBMC relative to read depth),
suggesting that while the peripheral repertoire might
possess clonotypes found within the tumor, these clones
may fail to preferentially accumulate at the tumor site. To
test his hypothesis, we considered (i) the overlap between
each individual’s TIL and PBMC compartments and (ii)
the relative diversity of TIL versus PBMC clones.
We illustrate the concept of PBMC and TIL overlap
as well as exclusive clones for the patient with the highest
amplification of overlapping clones (Figure 4A) and
lowest amplification (Figure 4B) where each bar is a clone
and its width is proportional to the clone’s frequency in the

Figure 1: Deep TCR sequencing clones shared across people and tissues in the RPCI cohort. (A) Degree of sharing and

average frequency of tumor-infiltrating lymphocyte (TIL) clones across all patients. (B) Frequency of specific clones in matched peripheral
blood (PBMC) and TIL repertoires combined over all patient samples.
www.oncotarget.com
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repertoire is a positive prognostic sign, given a specific
level of infiltration.
To account for individual differences in repertoire
size, we considered the relative diversity of TIL and
PBMC repertoires using the ratio of PBMC clones to
TIL clones adjusting for read depth. This ratio was not
associated with CD3 infiltration (p = 0.46), so it forms
a prognostic dimension independent of infiltration.
Accounting for infiltration and stage, the ratio was
associated with PFS (HR = 0.73, 0.55–0.97, p = 0.031)
but not OS (1.01, 0.74–1.39, p = 0.950). The direction of
effect implies that comparatively diverse TIL repertoires
(polyclonal) continue to be markers of poor prognosis.

higher pathological grade disease (95.8% versus 71.6%,
p = 0.029, Supplementary Table 3). Without considering
the TCR repertoire, patients with NY-ESO-1 negative
tumors had significantly longer PFS (23 versus 12 versus
14 months, p = 0.013, Figure 5A).
While the diversity of clones did not differ
between seropositive and seronegative patients (PBMC
t-test p = 0.11, TIL p = 0.67), the number of PBMC
reads decreased by 23% in seropositive patients (mean
4.28 million reads versus 3.46 million reads, t-test p =
0.009). This suggested that antigen responses might be
apparent by considering clone usage and not diversity.
We reasoned that the PBMC exclusive fraction, i.e. the
subset of the peripheral repertoire spent on clones that
do not traffic to the tumor, may capture the prognostic
effect of antigen-specific response. Adjusting for stage
and depth of infiltration, Cox model regression did find
that seropositive patients with greater levels of PBMC
exclusive clones had poorer prognosis (PFS, interaction
deviance test p = 0.011, OS p = 0.022, Supplementary
Table 5). We were surprised to see that greater
exclusivity was associated with better prognosis in
seronegative patients (Supplementary Figure 6A, 6B).
To further delineate the impact of concomitant presence
of tumor reactive clones in the tumor and periphery,
we evaluated the degree of TIL/PBMC overlap. We
found that these sharply contrasting antigen-stratified
effects were again present (Supplementary Figure
6C, 6D); in particular, expression negative patients
prognosis increased with less overlap while seropositive
cases improved with greater overlap (Figures 5B,
Supplementary Figure 6C, 6D). The set of expression
positive, seronegative patients had a neutral prognostic
effect (Figure 5B). The degree of TIL/PBMC overlap
for all individual patients is shown in Figure 5C.
Together, these results indicate that the impact of TIL/
PBMC clonal overlap is shaped by antigen status and
tumor immunogenicity as measured by the presence of
spontaneous immune response to tumor antigens.

Prognostic effect of peripheral repertoire
depends on humoral response to NY-ESO-1
The restricted repertoire infiltrating the tumor leads
us to hypothesize that an antigen-specific or antigenshaped repertoire might drive clonal restriction and
ultimately prognosis. Revisiting our TCGA analysis of
CT antigens, LAGE3 showed the highest expression and
had significantly higher expression in CD3+ cases (t-test
p < 0.001, Supplementary Figure 1E). LAGE3 is a close
analog of NY-ESO-1, probably the most immunogenic
tumor antigen to date, and has been extensively explored
as a target of immune recognition in several clinical trials
in ovarian cancer [28, 33].
Because humoral response to NY-ESO-1 is tightly
associated with specific CD8+ and CD4+ T-cell responses
against the antigen [40, 41] and is a frequently observed
antigen in ovarian cancers [28, 42], we evaluated NYESO-1 serology as a surrogate for the presence of T cell
responses. NY-ESO-1 serum antibodies were detectable
in 25/99 (25%) of the patients, and 38/99 patients (38%)
showed spontaneous antibody responses against at
least one of NY-ESO-1, MAGE-A1, MAGE-A3, and
p53 antigens. NY-ESO-1 seropositive patients were
significantly older (68 versus 60 years, p = 0.007) and had

Figure 2: CD3 infiltration by clone diversity. (A) Scatterplots and Kaplan–Meier plots for (B) progression-free survival (PFS)

and (C) overall survival (OS) show decreased hazard of progression and mortality due to weak infiltration by a focused (low diversity)
repertoire. Thresholds are selected for three evenly sized groups.
www.oncotarget.com
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DISCUSSION

PBMC, clonal overlap of TIL/PBMC, and spontaneous
immune responses to NY-ESO-1 and other shared tumor
antigens (MAGE-A1, MAGE-A3, MAGE-A4 and p53).
We utilized a novel method for de novo assembly of
sequences from CDR3 regions using paired-end RNA-seq
data from TCGA ovarian cancer cohort, and validated our
findings in a large independent cohort of ovarian tumors
and their matching PBMC from 99 ovarian cancer patients.
The key findings of our study are that (i) tumor infiltration
by T cells when accompanied by high CT antigen burden is
associated with improved PFS and OS; (ii) the number of
TCR sequenced reads is directly related to TIL infiltration;
(iii) more diverse infiltration, measured by the number of
unique TCR sequences for a fixed level of infiltration, is
a prognostic biomarker of poor overall survival; while
infiltration by a restricted TIL repertoire is a positive
prognostic sign, even in patients with “TIL-low” tumors;
(iv) an increasing degree of overlap between the TIL and
peripheral repertoire is a further prognostic biomarker of

There is compelling evidence that features of the
immunological response to tumor such as the density
of TILs, ratios of T-cell subpopulations, expression of
immune checkpoint regulators, and cytokines [1, 5, 38,
43–47], are useful prognostic features for ovarian cancers;
and a comprehensive immunological scoring system is
under development [48]. Among these parameters, the
quantity and quality of T cells within the tumor is one of
the most crucial for effective tumor destruction. Despite
the strong correlation between high T-cell infiltration
(“TIL-high”) and improved overall clinical prognosis in
ovarian cancer [5, 26, 49], we observed that a proportion of
patients with “TIL-low” tumors exhibit clinical outcomes
that are similar to “TIL-high” patients. This raises the
possibility that the T cells of these “TIL-low” patients with
favorable prognosis have unique attributes. To address this,
we focused on the degree of T-cell clonality in TIL and

Figure 3: Infiltration and repertoire diversity combine to describe prognosis. (A) The ratio of CD3 infiltration to TIL clone

diversity defines monoclonal versus polyclonal individual repertoire distributions. (B) Representative histograms in which each line reflects
a unique TCR clone; clones are ordered by descending frequency on a log scale. Color summarizes both degree of infiltration and repertoire
diversity. Low levels of infiltration relative to clone diversity are associated with poor prognosis by (C) PFS and (D) OS. 1-Entropy is a
measure of clonality; clones are unique amino acid sequences; reads are counts of a given clone.
www.oncotarget.com
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Table 3: T cell receptor properties stratified by stage and infiltration

Clonality (1-Norm. Entropy)
TIL
PBMC
Diversity (Median #Clones)
TIL
PBMC
Depth (Median #Reads)
TIL
PBMC
Focus: Diversity/TIL
#Clones/CD3
#Clones/CD8
#Clones/CD4

A.
Low Stage
N = 22

B.
High Stage
High
Infiltration
N = 38

C.
High Stage Low
Infiltration
N = 39

p-value
(A vs. B, C)

p-value
(B vs C)

0.189
0.095

0.204
0.078

0.210
0.087

0.827
0.875

0.455
0.234

2,828
86,190

11,549
94,513

7,317
65,561

0.003
0.845

0.136
0.019

511,068
3,651,511

2,791,190
3,877,524

1,864,132
3,468,589

0.069
0.582

0.132
0.267

1.80
3.28
7.80

1.53
1.95
6.83

2.80
22.72
7.49

0.929
0.645
0.330

< 0.001
< 0.001
0.048

poor outcome; and (v) the presence of detectable tumor
antigen-specific immune response further shapes the
prognostic effect of the peripheral repertoire, such that
patients with pre-existing immune responses against
TAAs (e. g. NY-ESO-1) benefit from increasingly clonal
infiltration. Collectively, these results indicate that the
prognostic significance of TILs is shaped by the specific
clones infiltrating tumor and not only their numbers.
In this study, we initially confirmed that TILs play
an important role in anti-tumor responses as evident
from the correlation between prognosis and the number
of tumor-infiltrating CD3+ and CD8+ cells. However,
the impact of T-cell diversity in shaping the prognostic
significance of TILs was striking. In this regard, we
observed that even in patients with weak infiltration by
T cells but with focused repertoires, the clinical outcomes
(PFS and OS) were similar to patients with highly
infiltrated tumors. We translated these findings into the
ratio of the number of unique TIL clone versus CD3 TILs
and found that clone/CD3 TIL ratio may represent a novel
prognostic biomarker in ovarian cancer.
Surprisingly, we found that higher TIL clonality
confers favorable prognosis in patients with detectable
spontaneous immune responses against TAAs and it is
a poor prognostic factor in patients without detectable
immune responses to the TAAs. Considering that humoral
immune response to NY-ESO-1 is tightly associated with
specific CD8+ and CD4+ T cell responses against the
antigen [41, 50], our results suggest that high-frequencies
of dominant TAA-specific T-cell clones present at the
time of diagnosis are clinically relevant for mediating
improved survival of ovarian cancer patients. It is likely
that when patients develop anti-tumor immune responses,
www.oncotarget.com

TAA-restricted oligoclonal infiltration provides strong
anti-tumor effects. In contrast, for seronegative patients, a
more diverse or polyclonal T-cell repertoire is associated
with favorable prognosis. A possible explanation is that
polyclonal TCR repertoires may represent subdominant
tumor-reactive clones or non-tumor-reactive population
of T cells. Interestingly, we observed that patients with
unfocused TIL repertoires were more likely to have
unfocused repertoire in the periphery, and that the degree
of overlap between peripheral T-cell and TIL repertoire
is strongly associated with prognosis. These results
suggest that while the peripheral repertoire might possess
clonotypes found within the tumor, these clones may fail
to preferentially accumulate at the tumor site. However,
the effect reverses between NY-ESO-1 seropositive and
seronegative groups: more overlapping TCR clones in
the periphery are associated with favorable prognosis in
seropositives and poor prognosis in seronegatives. It is
likely that the presence of tumor-associated T-cell clones
in the periphery provides strong anti-tumor immunity that
control systemic tumor metastasis. The opposite effect in
seronegative patients may indicate that the TIL repertoire
in seronegative patients may be irrelevant for tumor
control. Thus, the correlation between TIL frequency,
clonality and clinical outcome is further shaped by the
presence of spontaneous anti-tumor immune responses to
bona fide tumor antigens such as NY-ESO-1.
There are a number of limitations to our study. First,
although we analyzed immune responses against a preselected set of bona fide TAAs (NY-ESO-1, MAGE-A1,
MAGE-A3, and p53), these do not represent the full
range of tumor antigens expressed in ovarian cancer.
Seronegative patients may in fact have immune responses
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against other TAAs and neoantigens. Indeed, recent studies
[51, 52] suggest that the mutational neoantigen landscape
present in melanomas is associated with clinical benefit
from checkpoint inhibitors. This limitation is somewhat
mitigated by the flexibility of sequencing technology: the
general TCR analysis that we have conducted is not biased
for our selection of antigens. Second, although we show
that clone/CD3 TIL ratios may represent novel prognostic
biomarkers in ovarian cancer, subset analysis of TILs
(Th1, Th2, Th17, Tregs) may provide additional insight
into the clonal lineage of effector or regulatory cells that

drive prognosis. Third, because of sample availability,
the RPCI cohort included serous and non-serous tumors,
whereas TCGA cohort was restricted to serous cases.
Although we found that the degree of T cell infiltration
and clonality were not statistically different between
serous and non-serous tumors, it is important to investigate
whether antitumor role of TILs is different between
histotypes. Finally, the study population was not treated
with any form of immunotherapy, so it remains unknown
whether these prognostic markers will be able to select
patients who are likely to respond to immunotherapy.

Figure 4: Repertoire changes at the tumor site and in the periphery. (A) PBMC (left) and TIL repertoires (right) for one patient
with change in individual clone frequency (center). Bars are individual clones and their widths reflect the number of reads attributed to
each clone. Amino acid sequences for high-frequency clones are shown. (B) As above, this patient has a similar read overlap but a dramatic
shift in clone usage. (C) Restricted mean survival (RMS) overall survival and PFS and OS estimates for the effect of clone-level overlap
between TIL and PBMC repertoires.

Figure 5: Prognostic effects of NY-ESO-1 expression and serology with TCR repertoire features. (A) Kaplan–Meier plot
evaluating PFS based on NY-ESO-1 expression and NY-ESO-1 serology, unadjusted for TCR features; p = 0.013. (B) Expected restricted
mean PFS as a function of TIL/PBMC overlap. (C) Sorted bar chart of overlap across patients colored by expression/serology.
www.oncotarget.com
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TCR analysis of ovarian carcinoma samples
from The Cancer Genome Atlas (TCGA)

Despite these limitations, this study highlights the
extraordinary diversity of the T-cell repertoire in ovarian
cancer patients, and demonstrates that pre-existing
immunity against cancer antigen is a critical prerequisite
to correctly understand the prognostic significance of
the T-cell repertoire in the tumor and peripheral blood
of patients with ovarian cancer. We have distilled TCR
repertoire information into candidate biomarkers that
may critically influence the prognosis of ovarian cancer
patients. Conceptually, ovarian cancers may not fit into the
classic paradigdm of ‘cold’ and ‘hot’ based on the number
of T cells they contain, but also by the TCR repertoire
information, which serves as a surrogate for tumor
recognition. The latest technologies put these prognostic
features in clinical reach not only for predicting prognosis
but potentially for determining the best immunotherapeutic
strategy for each patient.

We downloaded BAM formatted (hg19 aligned)
RNA-seq data for 369 TCGA ovarian carcinoma patients
achieving complete response after adjuvant therapy from
the Cancer Genomics Hub. We used TRUST (Tcr Receptor
Utilities for Solid Tissue) to infer the complementaritydetermining region 3 (CDR3) sequences of tumorinfiltrating T cells in these TCGA ovarian carcinoma
samples. TRUST performed de novo assembly on the
hypervariable CDR3 and reported contigs containing
the CDR3 DNA and amino acid sequences, followed by
realigning the contigs to IMGT reference gene sequences
to report the corresponding variable (V) or joining (J)
genes [24]. Based on the TRUST output, we calculated
clonotypes per kilo reads (CPK, the number of unique
CDR3 calls in each sample normalized by the total read
count in the TCR region) as a measure of clonotype
diversity of T cell repertoire in each sample. URLs
TCGA data portal, https://tcga-data.nci.nih.gov/tcga/
tcgaDownload.jsp.

MATERIALS AND METHODS
Patients and sample preparation
Medical records, tumor, and blood specimens were
collected from 99 patients with a primary diagnosis of
ovarian, fallopian tube, or peritoneal cancer treated at
Roswell Park Cancer Institute (RPCI) between 2001 and
2012 under Institutional Review Board (IRB) protocol CIC
02-15 (RPCI cohort). Tumor specimens from this RPCI
cohort were collected at the time of primary debulking
surgery, frozen in liquid nitrogen and stored at -80°C.
PBMCs and serum were obtained from peripheral blood
and stored at -80°C. Patients included in this study were
those with adequate biospecimens (tumor, PBMCs and
serum) for analysis. DNA was extracted from the frozen
tissue and PBMCs using the GenFIND DNA extraction
kit (Agencourt, Pasadena, CA) per the manufacturer’s
instructions. All pathology specimens were reviewed at
RPCI by experienced gynecologic pathologists and tumors
were classified according to the WHO criteria [53]. Prior
to surgery no patients received neo-adjuvant chemotherapy
and subsequent to surgery all patients received adjuvant
platinum/taxane-based chemotherapy.

TCR sequencing and coverage statistics
TCR-β chain CDR3 regions of patients in the
RPCI cohort were sequenced and analyzed using the
ImmunoSEQ platform (Adaptive Biotechnology, Seattle,
WA) as previously described [13, 56]. Observed reads
were normalized to account for different PCR efficiency
across different primer sets and low frequency reads
(fewer than 20 copies) were omitted as low-level noise
(Supplementary Table 3). The copy number was defined as
a normalized count of reads per each unique CDR3 amino
acid sequence.

Statistical methods
Cox’s proportional hazards model was used for
time-to-event regression and the effects are described as
hazard ratios with 95% confidence intervals where the
variable of interest is scaled to unit standard deviation,
unless otherwise noted, to make variables on different
scales comparable. The restricted mean survival (RMS)
plots show the parametric effect of these models as a
function of covariate levels with survival capped at 60
months to emphasize the clinically important time period
for ovarian cancer [57]. The first and third quartiles (25%
and 75%) are indicated as 1Q and 3Q. Analyses were
performed in the R statistical language (R 3.2.1).

Tissue microarray, immunohistochemical
staining and measurement of serum antibodies
Tissue microarrays (TMA) were constructed using
formalin-fixed and paraffin-embedded tumor tissues,
stained for CD3 and CD8, and scored as described in our
previous studies [5, 54]. CD4 levels were imputed as the
difference between CD3 and CD8 level. Serum antibody
levels against NY-ESO-1, MAGE-A1, MAGE-A3, and
p53 were measured by ELISA using E. coli-derived
recombinant proteins as described previously [55].
Reciprocal titers greater than 100 were considered
significant.
www.oncotarget.com

Repertoire statistics
For each sample, TCR repertoires were characterized
by their relative frequency, (p1 > p2 > … > pN) and for
clarity we have referred to entropy (Shannon’s entropy)
2679

Oncotarget

2. Galon J, Costes A, Sanchez-Cabo F, Kirilovsky A, Mlecnik
B, Lagorce-Pages C, Tosolini M, Camus M, Berger A,
Wind P, Zinzindohoue F, Bruneval P, Cugnenc PH, et al.
Type, density, and location of immune cells within human
colorectal tumors predict clinical outcome. Science. 2006;
313:1960–1964. https://doi.org/10.1126/science.1129139.
[PubMed]

H (p )= å pk log 2 p_k and clonality (1-Pielou’s index):
k

C (p )= 1 -

H (p ) . TOP1 refers to the relative frequency
log 2 N

of the most common clone and N25 is the minimum
number of clones required to capture 25% of the repertore
ì
ü
ï k
ï
N 25 = min ík :å p(j ) > 0.25ý . Other statistics are
ï j =1
ï
î
þ

3. Mlecnik B, Bindea G, Angell HK, Maby P, Angelova
M, Tougeron D, Church SE, Lafontaine L, Fischer M,
Fredriksen T, Sasso M, Bilocq AM, Kirilovsky A, et
al. Integrative Analyses of Colorectal Cancer Show
Immunoscore Is a Stronger Predictor of Patient Survival
Than Microsatellite Instability. Immunity. 2016; 44:698–711.
https://doi.org/10.1016/j.immuni.2016.02.025. [PubMed]

introduced in text.

Study approval

Abbreviations

4. Mlecnik B, Bindea G, Kirilovsky A, Angell HK, Obenauf
AC, Tosolini M, Church SE, Maby P, Vasaturo A,
Angelova M, Fredriksen T, Mauger S, Waldner M, et al.
The tumor microenvironment and Immunoscore are critical
determinants of dissemination to distant metastasis. Sci
Transl Med. 2016; 8:327ra326. https://doi.org/10.1126/
scitranslmed.aad6352. [PubMed]

CDR: complementarity determining region; CT:
cancer testis; HR: hazard ratio; IHC: immunohistochemistry;
OS: overall survival; PBMC: peripheral blood mononuclear
cell; PFS: progression free survival; TAA: tumor associated
antigen; TCGA: The Cancer Genome Atlas; TCR: T cell
receptor; TIL: tumor infiltrating lymphocyte.

5. Sato E, Olson SH, Ahn J, Bundy B, Nishikawa H, Qian F,
Jungbluth AA, Frosina D, Gnjatic S, Ambrosone C, Kepner
J, Odunsi T, Ritter G, et al. Intraepithelial CD8+ tumorinfiltrating lymphocytes and a high CD8+/regulatory T cell
ratio are associated with favorable prognosis in ovarian
cancer. Proc Natl Acad Sci U S A. 2005; 102:18538–18543.
https://doi.org/10.1073/pnas.0509182102. [PubMed]

Written informed consent was received from study
subjects under an Institutional Review Board (IRB)
protocol CIC 02-15.

6. Ayyoub M, Pignon P, Classe JM, Odunsi K, Valmori D.
CD4+ T effectors specific for the tumor antigen NYESO-1 are highly enriched at ovarian cancer sites and
coexist with, but are distinct from, tumor-associated
Treg. Cancer Immunol Res. 2013; 1:303–308. https://doi.
org/10.1158/2326-6066.CIR-13-0062-T. [PubMed]

CONFLICTS OF INTEREST
HR has consultancy, patents & royalties, and
equity ownership with Adaptive Biotechnologies. ROE
has employment and equity ownership with Adaptive
Biotechnologies. CDM holds restricted stock in OmniSeq.
KO is a co-founder of Tactiva Therapeutics and receives
research support from AstraZeneca and Tesaro. The other
authors have declared that no conflict of interest exists.

7. Matsuzaki J, Gnjatic S, Mhawech-Fauceglia P, Beck A,
Miller A, Tsuji T, Eppolito C, Qian F, Lele S, Shrikant P,
Old LJ, Odunsi K. Tumor-infiltrating NY-ESO-1-specific
CD8+ T cells are negatively regulated by LAG-3 and PD-1
in human ovarian cancer. Proc Natl Acad Sci U S A. 2010;
107:7875–7880. https://doi.org/10.1073/pnas.1003345107.
[PubMed]

FUNDING
This work was supported by the Roswell Park Alliance
Foundation, NIH grants R01CA158318, K01LM012100,
T32CA108456,
P30CA016056,
P50CA159981,
U01CA233085, U24CA232979, DoD OC170368, and an
Ovarian Cancer Research Alliance grant #605077.

8. Simoni Y, Becht E, Fehlings M, Loh CY, Koo SL, Teng
KWW, Yeong JPS, Nahar R, Zhang T, Kared H, Duan K,
Ang N, Poidinger M, et al. Bystander CD8(+) T cells are
abundant and phenotypically distinct in human tumour
infiltrates. Nature. 2018; 557:575–579. https://doi.
org/10.1038/s41586-018-0130-2. [PubMed]

REFERENCES

9. Gros A, Robbins PF, Yao X, Li YF, Turcotte S, Tran E,
Wunderlich JR, Mixon A, Farid S, Dudley ME, Hanada
K, Almeida JR, Darko S, et al. PD-1 identifies the patientspecific CD8(+) tumor-reactive repertoire infiltrating
human tumors. J Clin Invest. 2014; 124:2246–2259. https://
doi.org/10.1172/JCI73639. [PubMed]

1. Curiel TJ, Coukos G, Zou L, Alvarez X, Cheng P, Mottram
P, Evdemon-Hogan M, Conejo-Garcia JR, Zhang L, Burow
M, Zhu Y, Wei S, Kryczek I, et al. Specific recruitment of
regulatory T cells in ovarian carcinoma fosters immune
privilege and predicts reduced survival. Nat Med. 2004;
10:942–949. https://doi.org/10.1038/nm1093. [PubMed]
www.oncotarget.com

10. Djenidi F, Adam J, Goubar A, Durgeau A, Meurice G, de
Montpreville V, Validire P, Besse B, Mami-Chouaib F.
2680

Oncotarget

CD8+CD103+ tumor-infiltrating lymphocytes are tumorspecific tissue-resident memory T cells and a prognostic
factor for survival in lung cancer patients. J Immunol. 2015;
194:3475–3486. https://doi.org/10.4049/jimmunol.1402711.
[PubMed]

Expanded TILs in Breast Cancer after Immunotherapy.
Cancer Immunol Res. 2016; 4:835–844. https://doi.
org/10.1158/2326-6066.CIR-16-0013. [PubMed]
20. Sherwood AM, Emerson RO, Scherer D, Habermann
N, Buck K, Staffa J, Desmarais C, Halama N, Jaeger D,
Schirmacher P, Herpel E, Kloor M, Ulrich A, et al. Tumorinfiltrating lymphocytes in colorectal tumors display a
diversity of T cell receptor sequences that differ from
the T cells in adjacent mucosal tissue. Cancer Immunol
Immunother. 2013; 62:1453–1461. https://doi.org/10.1007/
s00262-013-1446-2. [PubMed]

11. Duhen T, Duhen R, Montler R, Moses J, Moudgil T, de
Miranda NF, Goodall CP, Blair TC, Fox BA, McDermott JE,
Chang SC, Grunkemeier G, Leidner R, et al. Co-expression
of CD39 and CD103 identifies tumor-reactive CD8 T cells
in human solid tumors. Nat Commun. 2018; 9:2724. https://
doi.org/10.1038/s41467-018-05072-0. [PubMed]
12. Ye Q, Song DG, Poussin M, Yamamoto T, Best A, Li C,
Coukos G, Powell DJ Jr. CD137 accurately identifies and
enriches for naturally occurring tumor-reactive T cells
in tumor. Clin Cancer Res. 2014; 20:44–55. https://doi.
org/10.1158/1078-0432.CCR-13-0945. [PubMed]

21. Robert L, Tsoi J, Wang X, Emerson R, Homet B,
Chodon T, Mok S, Huang RR, Cochran AJ, CominAnduix B, Koya RC, Graeber TG, Robins H, et al.
CTLA4 blockade broadens the peripheral T-cell receptor
repertoire. Clin Cancer Res. 2014; 20:2424–32. https://doi.
org/10.1158/1078-0432.CCR-13-2648. [PubMed]

13. Robins HS, Campregher PV, Srivastava SK, Wacher A,
Turtle CJ, Kahsai O, Riddell SR, Warren EH, Carlson CS.
Comprehensive assessment of T-cell receptor beta-chain
diversity in alphabeta T cells. Blood. 2009; 114:4099–4107.
https://doi.org/10.1182/blood-2009-04-217604. [PubMed]

22. Hopkins AC, Yarchoan M, Durham JN, Yusko EC,
Rytlewski JA, Robins HS, Laheru DA, Le DT, Lutz ER,
Jaffee EM. T cell receptor repertoire features associated
with survival in immunotherapy-treated pancreatic ductal
adenocarcinoma. JCI Insight. 2018; 3:e122092. https://doi.
org/10.1172/jci.insight.122092. [PubMed]

14. Zornig I, Halama N, Lorenzo Bermejo J, Ziegelmeier C,
Dickes E, Migdoll A, Kaiser I, Waterboer T, Pawlita M,
Grabe N, Ugurel S, Schadendorf D, Falk C, et al. Prognostic
significance of spontaneous antibody responses against
tumor-associated antigens in malignant melanoma patients.
Int J Cancer. 2015; 136:138–151. https://doi.org/10.1002/
ijc.28980. [PubMed]

23. Scheper W, Kelderman S, Fanchi LF, Linnemann C, Bendle
G, de Rooij MAJ, Hirt C, Mezzadra R, Slagter M, Dijkstra
K, Kluin RJC, Snaebjornsson P, Milne K, et al. Low and
variable tumor reactivity of the intratumoral TCR repertoire
in human cancers. Nat Med. 2019; 25:89–94. https://doi.
org/10.1038/s41591-018-0266-5. [PubMed]

15. Bluestone JA, Buckner JH, Fitch M, Gitelman SE, Gupta
S, Hellerstein MK, Herold KC, Lares A, Lee MR, Li K,
Liu W, Long SA, Masiello LM, et al. Type 1 diabetes
immunotherapy using polyclonal regulatory T cells. Sci
Transl Med. 2015; 7:315ra189. https://doi.org/10.1126/
scitranslmed.aad4134. [PubMed]

24. Li B, Li T, Pignon JC, Wang B, Wang J, Shukla SA, Dou
R, Chen Q, Hodi FS, Choueiri TK, Wu C, Hacohen N,
Signoretti S, et al. Landscape of tumor-infiltrating T cell
repertoire of human cancers. Nat Genet. 2016; 48:725–732.
https://doi.org/10.1038/ng.3581. [PubMed]

16. Jones JL, Thompson SA, Loh P, Davies JL, Tuohy OC,
Curry AJ, Azzopardi L, Hill-Cawthorne G, Fahey MT,
Compston A, Coles AJ. Human autoimmunity after
lymphocyte depletion is caused by homeostatic T-cell
proliferation. Proc Natl Acad Sci U S A. 2013; 110:20200–
20205. https://doi.org/10.1073/pnas.1313654110. [PubMed]

25. Cancer Genome Atlas Research Network. Integrated genomic
analyses of ovarian carcinoma. Nature. 2011; 474:609–615.
https://doi.org/10.1038/nature10166. [PubMed]
26. Zhang L, Conejo-Garcia JR, Katsaros D, Gimotty PA,
Massobrio M, Regnani G, Makrigiannakis A, Gray H,
Schlienger K, Liebman MN, Rubin SC, Coukos G.
Intratumoral T cells, recurrence, and survival in epithelial
ovarian cancer. N Engl J Med. 2003; 348:203–213. https://
doi.org/10.1056/NEJMoa020177. [PubMed]

17. Hanley PJ, Melenhorst JJ, Nikiforow S, Scheinberg P,
Blaney JW, Demmler-Harrison G, Cruz CR, Lam S,
Krance RA, Leung KS, Martinez CA, Liu H, Douek DC,
et al. CMV-specific T cells generated from naive T cells
recognize atypical epitopes and may be protective in vivo.
Sci Transl Med. 2015; 7:285ra263. https://doi.org/10.1126/
scitranslmed.aaa2546. [PubMed]

27. Eng KH, Hanlon BM, Bradley WH, Szender JB. Prognostic
factors modifying the treatment-free interval in recurrent
ovarian cancer. Gynecol Oncol. 2015; 139:228–235. https://
doi.org/10.1016/j.ygyno.2015.09.011. [PubMed]

18. Ramesh M, Hamm D, Simchoni N, Cunningham-Rundles C.
Clonal and constricted T cell repertoire in Common Variable
Immune Deficiency. Clin Immunol. 2017; 178:1–9. https://
doi.org/10.1016/j.clim.2015.01.002. [PubMed]

28. Odunsi K, Jungbluth AA, Stockert E, Qian F, Gnjatic S,
Tammela J, Intengan M, Beck A, Keitz B, Santiago D,
Williamson B, Scanlan MJ, Ritter G, et al. NY-ESO-1 and
LAGE-1 Cancer-Testis Antigens Are Potential Targets for
Immunotherapy in Epithelial Ovarian Cancer. Cancer Res.
2003; 63:6076–6083. [PubMed]

19. Page DB, Yuan J, Redmond D, Wen YH, Durack JC,
Emerson R, Solomon S, Dong Z, Wong P, Comstock
C, Diab A, Sung J, Maybody M, et al. Deep Sequencing
of T-cell Receptor DNA as a Biomarker of Clonally
www.oncotarget.com

29. Eng KH, Weir I, Tsuji T, Odunsi K. Immuno-stimultory/
regulatory gene expression patterns in advanced ovarian
2681

Oncotarget

cancer. Genes Cancer. 2015; 6:399–407. https://doi.
org/10.18632/genesandcancer.78. [PubMed]

lymphocytes reactive with NY-ESO-1. J Clin Oncol. 2011;
29:917–924. https://doi.org/10.1200/JCO.2010.32.2537.
[PubMed]

30. Alpen B, Gure AO, Scanlan MJ, Old LJ, Chen YT. A new
member of the NY-ESO-1 gene family is ubiquitously
expressed in somatic tissues and evolutionarily conserved.
Gene. 2002; 297:141–149. https://doi.org/10.1016/S03781119(02)00879-X. [PubMed]

38. Hwang WT, Adams SF, Tahirovic E, Hagemann IS, Coukos
G. Prognostic significance of tumor-infiltrating T cells in
ovarian cancer: a meta-analysis. Gynecol Oncol. 2012;
124:192–198. https://doi.org/10.1016/j.ygyno.2011.09.039.
[PubMed]

31. Odunsi K, Matsuzaki J, James SR, Mhawech-Fauceglia
P, Tsuji T, Miller A, Zhang W, Akers SN, Griffiths EA,
Miliotto A, Beck A, Batt CA, Ritter G, et al. Epigenetic
potentiation of NY-ESO-1 vaccine therapy in human
ovarian cancer. Cancer Immunol Res. 2014; 2:37–49.
https://doi.org/10.1158/2326-6066.CIR-13-0126. [PubMed]

39. Warren RL, Freeman JD, Zeng T, Choe G, Munro S,
Moore R, Webb JR, Holt RA. Exhaustive T-cell repertoire
sequencing of human peripheral blood samples reveals
signatures of antigen selection and a directly measured
repertoire size of at least 1 million clonotypes. Genome Res.
2011; 21:790–797. https://doi.org/10.1101/gr.115428.110.
[PubMed]

32. Odunsi K, Matsuzaki J, Karbach J, Neumann A, MhawechFauceglia P, Miller A, Beck A, Morrison CD, Ritter G,
Godoy H, Lele S, Dupont N, Edwards R, et al. Efficacy
of vaccination with recombinant vaccinia and fowlpox
vectors expressing NY-ESO-1 antigen in ovarian cancer
and melanoma patients. Proc Natl Acad Sci U S A. 2012;
109:5797–5802. https://doi.org/10.1073/pnas.1117208109.
[PubMed]

40. Gnjatic S, Nagata Y, Jager E, Stockert E, Shankara S,
Roberts BL, Mazzara GP, Lee SY, Dunbar PR, Dupont
B, Cerundolo V, Ritter G, Chen YT, et al. Strategy for
monitoring T cell responses to NY-ESO-1 in patients with
any HLA class I allele. Proc Natl Acad Sci U S A. 2000;
97:10917–10922. https://doi.org/10.1073/pnas.97.20.10917.
[PubMed]

33. Odunsi K, Qian F, Matsuzaki J, Mhawech-Fauceglia P,
Andrews C, Hoffman EW, Pan L, Ritter G, Villella J, Thomas
B, Rodabaugh K, Lele S, Shrikant P, et al. Vaccination with
an NY-ESO-1 peptide of HLA class I/II specificities induces
integrated humoral and T cell responses in ovarian cancer.
Proc Natl Acad Sci U S A. 2007; 104:12837–12842. https://
doi.org/10.1073/pnas.0703342104. [PubMed]

41. Gnjatic S, Atanackovic D, Jager E, Matsuo M, Selvakumar
A, Altorki NK, Maki RG, Dupont B, Ritter G, Chen YT,
Knuth A, Old LJ. Survey of naturally occurring CD4+ T cell
responses against NY-ESO-1 in cancer patients: correlation
with antibody responses. Proc Natl Acad Sci U S A. 2003;
100:8862–8867. https://doi.org/10.1073/pnas.1133324100.
[PubMed]

34. Sabbatini P, Tsuji T, Ferran L, Ritter E, Sedrak C, Tuballes
K, Jungbluth AA, Ritter G, Aghajanian C, Bell-McGuinn
K, Hensley ML, Konner J, Tew W, et al. Phase I trial of
overlapping long peptides from a tumor self-antigen and
poly-ICLC shows rapid induction of integrated immune
response in ovarian cancer patients. Clin Cancer Res. 2012;
18:6497–6508. https://doi.org/10.1158/1078-0432.CCR-122189. [PubMed]

42. Szender JB, Papanicolau-Sengos A, Eng KH, Miliotto AJ,
Lugade AA, Gnjatic S, Matsuzaki J, Morrison CD, Odunsi
K. NY-ESO-1 expression predicts an aggressive phenotype
of ovarian cancer. Gynecol Oncol. 2017; 145:420–425.
https://doi.org/10.1016/j.ygyno.2017.03.509. [PubMed]
43. Duncan TJ, Rolland P, Deen S, Scott IV, Liu DT,
Spendlove I, Durrant LG. Loss of IFN gamma receptor
is an independent prognostic factor in ovarian cancer.
Clin Cancer Res. 2007; 13:4139–4145. https://doi.
org/10.1158/1078-0432.CCR-06-2833. [PubMed]

35. Tsuji T, Sabbatini P, Jungbluth AA, Ritter E, Pan L, Ritter
G, Ferran L, Spriggs D, Salazar AM, Gnjatic S. Effect of
Montanide and poly-ICLC adjuvant on human self/tumor
antigen-specific CD4+ T cells in phase I overlapping long
peptide vaccine trial. Cancer Immunol Res. 2013; 1:340–350.
https://doi.org/10.1158/2326-6066.CIR-13-0089. [PubMed]

44. Kolomeyevskaya N, Eng KH, Khan AN, Grzankowski
KS, Singel KL, Moysich K, Segal BH. Cytokine profiling
of ascites at primary surgery identifies an interaction of
tumor necrosis factor-alpha and interleukin-6 in predicting
reduced progression-free survival in epithelial ovarian
cancer. Gynecol Oncol. 2015; 138:352–357. https://doi.
org/10.1016/j.ygyno.2015.05.009. [PubMed]

36. Robbins PF, Kassim SH, Tran TL, Crystal JS, Morgan RA,
Feldman SA, Yang JC, Dudley ME, Wunderlich JR, Sherry
RM, Kammula US, Hughes MS, Restifo NP, et al. A pilot
trial using lymphocytes genetically engineered with an NYESO-1-reactive T-cell receptor: long-term follow-up and
correlates with response. Clin Cancer Res. 2015; 21:1019–
1027. https://doi.org/10.1158/1078-0432.CCR-14-2708.
[PubMed]

45. Kryczek I, Wei S, Zhu G, Myers L, Mottram P, Cheng P,
Chen L, Coukos G, Zou W. Relationship between B7-H4,
regulatory T cells, and patient outcome in human ovarian
carcinoma. Cancer Res. 2007; 67:8900–8905. https://doi.
org/10.1158/0008-5472.CAN-07-1866. [PubMed]

37. Robbins PF, Morgan RA, Feldman SA, Yang JC, Sherry
RM, Dudley ME, Wunderlich JR, Nahvi AV, Helman LJ,
Mackall CL, Kammula US, Hughes MS, Restifo NP, et
al. Tumor regression in patients with metastatic synovial
cell sarcoma and melanoma using genetically engineered
www.oncotarget.com

46. Takao M, Okamoto A, Nikaido T, Urashima M, Takakura
S, Saito M, Saito M, Okamoto S, Takikawa O, Sasaki
H, Yasuda M, Ochiai K, Tanaka T. Increased synthesis
of indoleamine-2,3-dioxygenase protein is positively
2682

Oncotarget

associated with impaired survival in patients with seroustype, but not with other types of, ovarian cancer. Oncol Rep.
2007; 17:1333–1339. https://doi.org/10.3892/or.17.6.1333.
[PubMed]

52. Snyder A, Makarov V, Merghoub T, Yuan J, Zaretsky JM,
Desrichard A, Walsh LA, Postow MA, Wong P, Ho TS,
Hollmann TJ, Bruggeman C, Kannan K, et al. Genetic basis
for clinical response to CTLA-4 blockade in melanoma. N
Engl J Med. 2014; 371:2189–2199. https://doi.org/10.1056/
NEJMoa1406498. [PubMed]

47. Zang X, Sullivan PS, Soslow RA, Waitz R, Reuter VE,
Wilton A, Thaler HT, Arul M, Slovin SF, Wei J, Spriggs
DR, Dupont J, Allison JP. Tumor associated endothelial
expression of B7-H3 predicts survival in ovarian
carcinomas. Mod Pathol. 2010; 23:1104–1112. https://doi.
org/10.1038/modpathol.2010.95. [PubMed]

53. Tavassoeli F, Devilee P. WHO Classification of Tumors,
Pathology and Genetics: Tumours of the Breast and Female
Genital Organs. Lyon: IARC. J Clin Pathol. 2005; 58:671–
672.

48. Angell H, Galon J. From the immune contexture to the
Immunoscore: the role of prognostic and predictive immune
markers in cancer. Curr Opin Immunol. 2013; 25:261–267.
https://doi.org/10.1016/j.coi.2013.03.004. [PubMed]

54. Daudi S, Eng KH, Mhawech-Fauceglia P, Morrison C,
Miliotto A, Beck A, Matsuzaki J, Tsuji T, Groman A,
Gnjatic S, Spagnoli G, Lele S, Odunsi K. Expression and
Immune Responses to MAGE Antigens Predict Survival
in Epithelial Ovarian Cancer. PLoS One. 2014; 9:e104099.
https://doi.org/10.1371/journal.pone.0104099. [PubMed]

49. Ovarian Tumor Tissue Analysis (OTTA) Consortium,
Goode EL, Block MS, Kalli KR, Vierkant RA, Chen W,
Fogarty ZC, Gentry-Maharaj A, Tołoczko A, Hein A,
Bouligny AL, Jensen A, Osorio A, et al. Dose-Response
Association of CD8+ Tumor-Infiltrating Lymphocytes
and Survival Time in High-Grade Serous Ovarian Cancer.
JAMA Oncol. 2017; 3:e173290. https://doi.org/10.1001/
jamaoncol.2017.3290. [PubMed]

55. Gnjatic S, Old LJ, Chen YT. Autoantibodies against cancer
antigens. Methods Mol Biol. 2009; 520:11–19. https://doi.
org/10.1007/978-1-60327-811-9_2. [PubMed]
56. Carlson CS, Emerson RO, Sherwood AM, Desmarais
C, Chung MW, Parsons JM, Steen MS, LaMadridHerrmannsfeldt MA, Williamson DW, Livingston RJ, Wu
D, Wood BL, Rieder MJ, et al. Using synthetic templates
to design an unbiased multiplex PCR assay. Nat Commun.
2013; 4:2680. https://doi.org/10.1038/ncomms3680.
[PubMed]

50. Jager E, Nagata Y, Gnjatic S, Wada H, Stockert E, Karbach
J, Dunbar PR, Lee SY, Jungbluth A, Jager D, Arand M,
Ritter G, Cerundolo V, et al. Monitoring CD8 T cell
responses to NY-ESO-1: correlation of humoral and cellular
immune responses. Proc Natl Acad Sci U S A. 2000;
97:4760–4765. https://doi.org/10.1073/pnas.97.9.4760.
[PubMed]

57. Eng KH, Schiller E, Morrell K. On representing the
prognostic value of continuous gene expression biomarkers
with the restricted mean survival curve. Oncotarget. 2015;
6:36308–36318. https://doi.org/10.18632/oncotarget.6121.
[PubMed]

51. Cha E, Klinger M, Hou Y, Cummings C, Ribas A, Faham
M, Fong L. Improved survival with T cell clonotype
stability after anti-CTLA-4 treatment in cancer patients.
Sci Transl Med. 2014; 6:238ra270. https://doi.org/10.1126/
scitranslmed.3008211. [PubMed]

www.oncotarget.com

2683

Oncotarget

