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Abstract
Background: Advanced non-small cell lung cancer patients receiving TG4010, a therapeutic viral vaccine encoding
human Mucin 1 and interleukin-2 in addition to standard chemotherapy, displayed longer overall survival in comparison
to that of patients treated with standard chemotherapy alone. Our study intended to establish the association between
overall survival and vaccine-induced T cell responses against tumor associated antigens (TAA) targeted by the vaccine.
Method: The TIME trial was a placebo-controlled, randomized phase II study aimed at assessing efficacy of
TG4010 with chemotherapy in NSCLC. 78 patients from the TIME study carrying the HLA-A02*01 haplotype
were analyzed using combinatorial encoding of MHC multimers to detect low frequencies of cellular immune
responses to TG4010 and other unrelated TAA.
Results: We report that improvement of survival under TG4010 treatment correlated with development of T
cell responses against MUC1. Interestingly, responses against MUC1 were associated with broadening of CD8
responses against non-targeted TAA, thus demonstrating induction of epitope spreading.
Conclusion: Our results support the causality of specific T-cell response in improved survival in NSCLC. Additionally,
vaccine induced epitope spreading to other TAA participates to the enrichment of the diversity of the anti-tumor
response. Hence, TG4010 appears as a useful therapeutic option to maximize response rate and clinical benefit in
association with other targeted immuno-modulators.
Trial registration: Registered on ClinicalTrials.gov under identifier NCT01383148 on June 23rd, 2011.
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Background
The success of immune checkpoint blockers in indications
of high medical need i.e. unresectable melanoma or advanced lung cancer [1] has renewed the long standing
interest for immune based therapies in clinical oncology,
including therapeutic cancer vaccines.
The rationale behind therapeutic vaccination is that
specific cellular response against tumor antigens would
translate into an excellent safety and tolerability profiles,
along with a sustainable effect likely to prevent disease
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progression, as well as relapse. Accordingly, numerous
studies have reported a clear patient benefit in various
cancer types, including aggressive tumors such as nonsmall cell lung cancer (NSCLC) [2]. However, clinical
results are seldom supported by mechanistic evidence
underlying the specificity and diversity of CD8+ T-cell
reactivity.
In this study, we provide first data reporting the link
between the development of a specific immune response
and clinical benefit for a viral-based immunotherapeutic
in advanced NSCLC. TG4010 is a therapeutic cancer
vaccine based on a modified vaccinia Ankara strain
(MVA) encoding for the full-length cancer antigen
Mucin 1 (MUC1) and human IL-2. Administration of
TG4010 in combination with chemotherapy (CT) has
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resulted in improved clinical outcomes in several clinical
studies over the standard chemotherapy regimen [3, 4].
We used combinatorial two color encoding of MHC
multimers [5] for the parallel detection of T-cell epitopes
from TG4010 and other antigens reported to be prevalent in lung cancer [6]. Interactions between the vaccine
and the development of T cell responses against other
neo-antigens was also evaluated to evaluate the possible
development of further anti-tumor response through
epitope spreading.

Methods
Patients and study design

The TIME trial (NCT00415818) is a double-blind,
placebo-controlled, randomized phase 2b/3 clinical study
aimed at assessing the combination of TG4010 with firstline chemotherapy in advanced NSCLC. Inclusion criteria
included age > 18 years, histology-confirmed diagnosis of
previously untreated stage IV NSCLC, expression of
MUC1 in at least 50% of tumor cells, Eastern Cooperative
Oncology Group performance status of 0 or 1, and adequate hepatic, renal, and hematologic function. Patients
were randomly allocated to receive subcutaneous injections of either 108 plaque-forming units of TG4010 or
placebo, from the beginning of chemotherapy every week
for 6 weeks and then every 3 weeks up to progression
(Additional file 1: Figure S1). Chemotherapy regimen were
chosen by the investigator: paclitaxel and carboplatin,
pemetrexed and cisplatin or gemcitabine and cisplatin.
Bevacizumab and Erlotinib were allowed as maintenance
therapy. The trial included 222 patients (TG4010 and
chemotherapy: 111 patients [50%]; placebo and chemotherapy: 111 patients [50%]).
Monitoring of T cell responses by combinatorial encoding
of MHC multimers and validation of the method

Patients enrolled in this trial were sampled 10 mL of
blood at different time points along the trial (Additional
file 1: Figure S1). Samples were shipped at ambient
temperature 15–25 °C in a single use shipping container
validated accordingly to principle set forth in the U.S.
Pharmacopeia. PBMC were extracted, frozen and stored
in liquid nitrogen within 24 h after collection. To
recover enough cells for the immunomonitoring, samples collected at baseline and 6 h following the first
treatment were pooled to evaluate the T cell response to
various antigens before treatment (Additional file 1:
Figure S1). Similarly, samples collected from the first
day of the third treatment cycle and thereon were
pooled to measure the T cell response to the same pool
of various antigens after treatment (Additional file 1:
Figure S1). Frozen vials were thawed in a 37 °C water
bath under agitation and then transferred to complete
RPMI medium (Sigma-Aldrich, R0883) containing
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10 mL of 10% FCS (PAA Laboratories, A51211090831
2016), 0.01 g/L gentamycin (Schering Plough, U570036),
50 U/mL Benzonase nuclease (Merck, 1,016,970,001),
10 mM/L L-glutamine (Sigma-Aldrich, G5792). PBMCs
were washed once again in 10 mL of complete RPMI
medium before being resuspended in 2 mL PBS 2% FCS
(FACS buffer) and counted manually by Trypan blue exclusion to also determine viability. To standardize the
quality of the tested samples, pooling of these various
time point was conditional on the viability of the latter.
The acceptance criteria for cell viability was set at 80%
with a median stability of 86% for pre-treatment samples
and 85% for post-treatment samples (Additional file 1:
Table S1). PBMCs were then enriched in CD8+ T cells
using CD8+ T Cell Isolation Kit (Miltenyi Biotech, 130–
096-495) before staining with 0.5 μg of various tetramers
(TC Metrix, Switzerland) for 15 min at 37 °C. Tubes
were then transferred on ice and cells were further incubated for 30 min with 4 μL of 40-fold dilution of near IR
live dead (Invitrogen, L10119) and 1 μL of AF700 mouse
anti-human CD8a (clone HIT8a, Biolegend 300,920).
After washing in FACS buffer, cells were acquired on a
Becton Dickinson ARIA III cell sorter equipped with 4
lasers and 16 detectors. For each sample, all available
cells were acquired. Flow cytometry files were analyzed
with the Kaluza software (Beckman Coulter). The strategy of CD8+ T cells selection is described in Additional
file 1: Figure S2A. Tetramer stained cells were gated as
shown in a representative example in Additional file 1:
Figure S2B and then Boolean gating was applied as described previously [5] to monitor T cell responses to
MUC1, MVA, other tumor associated antigens described
in advanced non-small cell lung cancer [6] as well as
predicted neoantigens from somatic mutations [7, 8] by
two-color combinatorial detection of antigen specific T
cells. Flu and CMV epitopes were added as controls. Operators during sample processing and flow cytometry
data analysis were blinded to treatment arm.
Prior to clinical sample analysis, this method was validated (Additional file 2: Validation method) with blood
samples from healthy donors to determine the limit of
blank and the limit of detection for each MHC multimer. This was based on the assumption that healthy donors have very low frequencies of circulating specific T
cells against the antigens tested in this study with the exception of positive controls (hCMV and Flu). Hence, for
any of the TIME trial sample, a response was considered
positive as being below the limit of detection (LOD)
prior to treatment and above LOD post treatment. For
those patients who displayed a response to a given
epitope that was above the corresponding LOD prior
treatment, positivity of the response to treatment was
determined by specific T CD8+ frequency increase of at
least two times the corresponding standard deviation.
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Statistical analysis

Log-rank Mantel-Cox tests were used to compare survival between different groups. Hazard Ratios (HR) and
corresponding 95% Confidence Interval (95% CI) were
estimated using a Cox regression model. For comparisons on the number of responses between the two
groups of response to MUC1, non-parametric MannWhitney U tests were used given the limited number of
data. Prism (GraphPad Software Inc., v5) was used for
graphical representation of data, and both Prism and
SAS (SAS Institute Inc., Cary, NC, USA) were used for
statistical testing. P values <0.05 were considered statistically significant. Differences on continuous clinical and
demographic baseline parameters between subgroups of
patients were tested using the non-parametric
Wilcoxon-Mann-Whitney test and Fisher exact test was
used for categorical parameters.

Results
Safety and efficacy of TG4010

No grade 3–4 adverse events nor serious adverse events
were considered related to TG4010 [9]. In the TIME trial,
median progression-free survival (PFS) was 5.1 months
and 5.9 months respectively in the placebo and TG4010
arm; overall survival (OS) was 10.6 and 12.7 month in the
placebo and TG4010 arm respectively [9, 10]. When
restricting the analysis to HLA-A02*01 patients, median
OS was 10.9 months in the Placebo arm and 15.5 months
in the TG4010 arm (HR 0.58) (Fig. 1). Samples from these
HLA-A02*01 patients were analyzed here to characterize
antigen specific cellular immune responses.

Fig. 1 Kaplan-Meier plot of survival in HLA-A02*01 patients enrolled
in the TIME study in the TG4010 (n = 47; red line) and placebo arms
(n = 31; black line). Median survival of patients is 15.5 months in the
TG4010 arm and 10.9 months in the placebo arm (HR = 0.58)
(*: p < 0.05, Log-Rank test)
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Monitoring of CD8 T-cell immune response against
TG4010 antigens

T-cell responses of 78 patients (47 and 31 in the TG4010
arm and placebo arm, respectively) of the TIME study carrying the HLA-A02*01 haplotype were analyzed using
combinatorial encoding of MHC multimers [5, 11]. This
approach allowed the multiplexed detection of CD8+ T
cell response against HLA-A02*01 restricted epitopes of
MUC1, of the viral vector MVA, and of 15 NSCLCassociated antigens [6–8] (Additional file 1: Table S2).
Following validation of the method, including the determination of analytical sensitivity (Additional file 2:
Method Validation), assessments were performed on peripheral blood mononuclear cells collected and pooled for
analysis of T cell response before and after treatment
(Additional file 1: Figure S1). The general gating strategy
is shown (Additional file 1: Figure S2A and B) and representative examples of the two-color combinatorial measurement are shown for MUC1- (Additional file 1: Figure
S3A and Figure S4A), MVA- (Additional file 1: Figure S3B
and Figure S4B), tumor associated antigens RHAMM R3and AURA B1- (Additional file 1: Figure S3C), MAGE A3,
PRAME P3 (Additional file 1: Figure S4C) as well as
CMV- and Flu- (Additional file 1: Figure S3D, Additional
file 1: Figure S4D) specific CD8+ T cells.
Consistent with repeated injections of TG4010, development of CD8+ T cell response to MVA-specific epitopes were more frequently observed in the TG4010
arm in comparison to the placebo arm (Fig. 2a). Surprisingly, frequencies of onset of responses to MUC1specific epitopes were equivalent between both arms of
the study (Fig. 2b). Representative examples of detected
immune responses to MVA and MUC1 epitopes are
shown in Fig. 2c and d, respectively. The development of
a response against MUC1 during treatment with
TG4010 was associated with an improved clinical
outcome (Fig. 3a), with a median OS of 32.1 months for
patients who acquired a response against at least one
MUC1 epitope under TG4010 treatment versus
12.7 months in non-responders (HR 0.43 [95% CI
0.20–0.93]; p = 0.03). Furthermore, in the TG4010
arm, response against 2 or more MUC1 epitopes
post-treatment was significantly associated with a longer OS (23.5 months, high diversity response;
HDMUC1) as compared to patients with no response
or limited to one MUC1 epitope (9.7 months, low
diversity response; LDMUC1) (HR 0.48 [95% CI 0.18–
0.99]; p = 0.04) (Fig. 3b). In contrast, acquisition of
an immune response to MUC1 under chemotherapy
alone did not result in improved OS (Fig. 3c).
Demographic baseline characteristics between the patients of the different subgroups were not different
(Additional file 1: Table S3 and S4) and clinical
outcome was not correlated to specific response
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Fig. 2 a. Plots of individual responses against 3 known MVA HLA-A02*01-restricted epitopes in the Placebo (n = 31) and TG4010 (n = 47) arms
expressed as percentage of positive CD8+ T cells before and after treatment. The percentage of patients with an analytically significant amplification of
the response during the treatment course is indicated as a squared figure in each graph. b. Same as in A for 3 known MUC-1 HLA-A02*01-restricted
epitopes. c. Representative dot plot example of combinatorial encoded MHC multimer staining for one patient from the TG4010 arm for HLA-A02*01restricted epitopes of MVA KVDDTFYYV. The x and y axis of dot plots are exponential and fluorescence is given in arbitrary units. Left dot plot displays
all CD8+ events; right dot plots are restricted to the two-color positive events. d. Same as in C for HLA-A02*01-restricted epitope of MUC1 VLVCVLVAL.
(n.s.: not significant, *: p < 0.05, Mann-Withney U test)

against Flu or hCMV epitopes (Fig. 3d and Additional
file 1: Figure S5) indicating that the extended survival
was not merely reflecting an overall better physiological status.

Results from the TIME trial [9] show that low baseline
percentages of peripheral lymphocytes with CD16 +
CD56 + CD69+ phenotype (TrPAL) are associated with
higher clinical response to TG4010. Hence, we analyzed
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Fig. 3 a. Kaplan-Meier plot of survival in patients classified per their response to MUC1 in the TG4010 arm. Patients with no MUC1-specific response
(black line, No Resp. Median OS: 11 months, n = 6), patients who had a baseline MUC1-specific response without change upon treatment (blue line,
Bsl resp., Median OS: 13 months, n = 24) and patient acquiring a MUC1 response during treatment (red line, Acq Resp Median OS: 32.1 months,
n = 16). (*p < 0.05, ns: not significant, Log rank test). b. Kaplan-Meier plot of survival in patients in the TG4010 arm classified per the diversity of
response to the MUC1 antigen of TG4010. Patients with no or only one MUC1 epitope specific response (black line, LDMUC1, Median OS: 9.7 months,
n = 16). Patients with responses directed against 2 or 3 MUC1 epitopes (red line, HDMUC1, Median OS: 23.5 months, n = 31). (*: p < 0.05, Log rank test).
c. Same as in A for patients of the placebo arm. Patients with no MUC1-specific response (black line, No Resp. Median OS: 7.5 months, n = 5), patients
who had a baseline MUC1-specific response without change upon treatment (blue line, Bsl resp., Median OS: 14.1 months, n = 15) and patient
acquiring a MUC1 response during treatment (red line, Acq Resp Median OS: 15.5 months, n = 11). (ns: not significant, Log rank test). d: Kaplan-Meier
plot of survival in patients in the TG4010 arm stratified on the intensity of response against known cytomegalovirus HLA-A02*01-restricted epitope.
Patients were stratified based on the response intensity and allocated to the “high” subgroup (blue line, Median OS: 10.4 months, n = 22) when above
median or “low” group (green line, Median OS: 12.2 months, n = 25) when below median. (ns: not significant, Log rank test)

MUC1 response in patients with low or elevated TrPAL
levels. In patient with low TrPAL levels, the population
is equally segmented across LDMUC1 and HDMUC1 responders, while HDMUC1 responders are slightly underrepresented in patients with elevated TrPAL (Additional
file 1: Table S5).
As indicated in the Material and Methods section, different chemotherapy regimen were used in this study.
While the study is insufficiently powered to reach statistical significance, patients under cisplatin-based regimen
tended to display responses with higher diversities
against both MUC1 (Additional file 1: Table S6) and the
viral vector (Additional file 1: Table S7) than patients
under Carboplatin based regimen.

As patients included in the TIME trial had different
percentages of MUC1 expression within their tumor
cells, we evaluated the diversity of T cell specific response to MUC1 in subgroups of patients with different
levels of MUC1 expression. There was no interaction between tumor expression of the antigen and development
of an immune response (Additional file 1: Table S8).
While not statistically significant when considering
individual epitopes, amplification of TAA specific response during treatment, is more apparent in the
TG4010 arm than in the placebo arm as shown by
analysis of individual responses (Fig. 4). Indeed, there
was a higher proportion of patients showing an amplification of response in the TG4010 arm (9 TAA out

Tosch et al. Journal for ImmunoTherapy of Cancer (2017) 5:70

Page 6 of 10

Fig. 4 Plots of individual responses against 15 tumor associated antigens (TAA) in the Placebo (n = 31) and TG4010 (n = 47) arms expressed as
percentage of positive epitope-specific CD8+ T cells before and after treatment. The percentage of patients with onset of a response or an analytically
significant amplification of a preexisting response during the treatment course is indicated as a squared figure in each graph. (changes for each
individual epitopes were not significant unless otherwise stated, *: p < 0.05, non parametric Mann-Whitney test)

of 15) in comparison to that of the placebo arm (5
TAA out of 15). When considering the 15 lung cancer associated antigens tested, HDMUC1 patients had
significantly more responses against other TAA than
LDMUC1 patients after either TG4010 plus CT
(p = 0.005) or CT alone (p = 0.02) (Fig. 5a and b).
Noteworthy, when stratifying patients based on
whether or not they acquired a response against
MUC1 during treatments, patient receiving TG4010
and acquiring a MUC1 response had significantly
more responses against TAA (p = 0.004) (Fig. 5c),

whereas patients developing a MUC1 response under
CT alone did not exhibit a higher rate of response
against other TAA (Fig. 5d).
In summary, in the setting of the TIME trial, TG4010
treatment is associated with a longer overall survival for
those HLA-A02*01 patients who either acquire a cellular
immune response or are able to mount a diverse cellular
immune response to MUC1. Spreading of the cellular
immune response to other TAA is also associated with
the acquisition and the diversity of the cellular response
to MUC1 under TG4010 treatment.
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Fig. 5 Spreading of immune response to other TAA. a. Number of
TAA-specific responses in the TG4010 arm with patient classified per
the diversity of MUC1-specific response (LDMUC1 (n = 16) vs HDMUC1
(n = 31)). Dots are representative of individual patients; the horizontal
bar represents the average number of response b. Same as in A for
patients of the placebo arm (LDMUC1 (n = 9) vs HDMUC1 (n = 22)). c
Number of TAA-specific responses in the TG4010 arm with patients
classified per the acquisition or not of MUC1-specific responses during
treatment (Subjects with unchanged baseline MUC1 response without
change upon treatment (n = 28) vs. Subjects with acquisition of a
de novo response (n = 16)). d: Same as in C for patients of the placebo
arm (Subjects with unchanged baseline MUC1 response without
change upon treatment (n = 20) vs. Subjects with acquisition of a
de novo response (n = 11)). (*: p < 0.05, **: p < 0.01, ns: not significant,
non parametric Mann-Whitney test)

Discussion
To our knowledge, this work is the first report of an association between therapeutic vaccine, specific cellular
immune response, broadening of this response to other
TAA and improvement in clinical outcome in advanced
NSCLC. Previous studies reported sporadic response
immune responses in patients treated with a MUC1
vaccine [12, 13] or increases in diversity of response
against epitopes that were not part of the vaccine formulation [14, 15] but these studies were limited by a low
number of patients and did not allow to conclude on
clinical significance of these findings. The diversity of
the MUC1-specific CD8+ response was associated with
a significantly longer OS. The study could not evidence
any prominence for a particular MUC1 epitope but instead showed that multiplicity of the response both
against MUC1 and other tumor antigenic determinants,
including predicted neo-epitopes was beneficial for the
patient. We had to focused on a set of 11 previously
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described epitope sequences [6] and further evaluated 4
predicted neo-epitopes [7, 8]. A fraction of patients developed an amplification of immune CD8+ responses
against the said TAA either after receiving TG4010
combined with CT or CT alone. This fraction represented from 5% to 39% of the patient population depending on the considered TAA. Ideally, these numbers
would require interpretation in light of TAA expression
in patient tumor. The absence of individual information
on the presence of each TAA in the study subjects
constitute a limitation of our study. Despite this shortcoming, an association between response to MUC1 and
TAAs could be observed. This observation is in line with
the epitope spreading hypothesis suggesting that
epitopes distinct from and non-cross-reactive with an inducing epitope become targets of an evolving immune
response [16, 17]. Broadening of epitope recognition is
likely to lead to the long-term control of tumor and to
prevent negative selection of cancer cells not expressing
the targeted antigen [18]. Standard chemotherapy (CT)
on its own also triggered the development of immune
responses against MUC1 and other tested tumor associated antigens including predicted neo-epitopes. This
effect was reported for certain drug classes and is
believed to result from the release of antigens upon lysis
of cancer cells [19, 20], activation of cytotoxic T cells or
depletion of regulatory cells by CT agents. However, in
this study, acquisition of a MUC1 response under CT
regimen without administration of TG4010 was not associated with an expansion of the breadth of anti-TAA
responses nor with an extended OS. Hence, while the
repertoire of the immune response induced by
TG4010 + CT was slightly broader than that of CT
alone, we believe that the difference in overall survival
outcome for the patients receiving TG4010 may result
from either a change of functional state of generated T
cells, a modification of the composition of the tumor
micro-environment or a combination of both. Our earlier preclinical work reported the ability of a subcutaneous viral based vaccination to trigger a detectable
infiltration of the tumor environment by CD8+ and CD4
+ lymphocytes [21]. Hence, in our case, broadening of
the immune response might have synergized with CD8+
T cell enrichment of tumor sites after vaccination, consistently to what has been reported in melanoma [22].
Alternatively, it could be hypothesized that the viral nature of the vector, as well as the IL-2 encoded in
TG4010, likely act as adjuvants which further assist the
generation of functional T cell responses to MUC1 and
other TAA [23]. For instance, it has been reported that
anergic T cells in breast carcinoma have defective IL-2
secretion [24]. Furthermore, subcutaneous injection of
immunotherapeutics at a distance from the tumor site
has been shown to qualitatively and quantitatively
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influence antigen presentation with evidence that the
relative distance to the tumor is positively correlated
with efficacy of the induced adaptive response in both in
preclinical and clinical models [25, 26]. As the vaccine
induced immune response is elicited outside of the
tumor immunosuppressive environment [27], it might
have led to a more efficacious anti-tumor response.
Although fully hypothetical at this stage of the clinical
development of TG4010, it could be that functional
MUC1-specific CD8+ T cells primed by TG4010, infiltrate the tumor, kill MUC1-expressing cancer cells, and
thus release additional TAA that are subsequently
presented to the immune system to generate more functional TAA- and neo-epitope-specific CD8+ T cells.
Such an iterative broadening of anti-tumor response
would fit with the cancer-immunity cycle model
proposed by Chen and Mellman [28]. Future clinical
monitoring of TG4010 should aim at validating this
hypothesis.
Synergy between cancer vaccines and CT is a largely
recognized phenomenon based on numerous preclinical
and clinical observations. While the study was not
intended to compare the effect of different chemotherapy regimen with respect to their interaction with the
vaccine, we observed a slight tendency toward increased
immune responses under cisplatin combined with pemetrexed or gemcitabine versus carboplatin and paclitaxel
regimen. Accordingly, in the TIME study addition of
TG4010 to CT resulted in a gain in overall response rate
of 12% over placebo in patients receiving cisplatin based
regimen versus 2.4% in patients receiving carboplatin
plus paclitaxel. This suggests that some CT regimen
may be preferable in combination with TG4010, however
further studies are warranted to better characterize the
interaction between immunotherapeutics and CT.
An elevated baseline peripheral ratio of lymphocytes expressing CD16, CD56 and CD69, described by Quoix et al.
[9] as Triple Positive Activated Lymphocytes (TrPAL), was
associated with poor clinical response and outcome under
TG4010. These cells constitutes a heterogeneous cellular
phenotype comprising innate immunity Natural Killer lymphocytes and, to a lesser extent, Natural Killer T cells. It is a
plausible that the complex interplay between NK cells and
adaptive immunity results in decreased MUC1 response.
Such negative modulation was reported elsewhere through
direct toxicity toward CD8+ T cells or indirectly mediated
by decreased antigen presentation by dendritic cells [29].
This subgroup analysis was not sufficiently powered to
reflect the observation of Quoix et al. at the level of the
cellular immune response to MUC1 and other TAA in
HLA-A02*01 patients, although we noticed that responders
with high diversity to MUC1 were slightly under represented in those HLA-A02*01 patients with an elevated
baseline peripheral ratio of TrPAL.
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Conclusion
Finally, this work demonstrates that the viral vaccine
TG4010 modulates the CD8+ T cell response and that
changes induced by the vaccine are associated with improvements of clinical outcome. Monitoring of specific
CD8+ T cells functionality induced by TG4010 (both
toward MUC1 and other TAA), should be included in
future clinical trials concerning this immunotherapeutic
to allow confirmation in an independent cohort, as a
predictor of treatment outcome and thus, as a biomarker
to support the treatment of patients with TG4010.
From the results of this trial and those of pre-clinical
observations (Remy-Ziller et al., in revision), TG4010 is
now pursuing its clinical development in combination
with Nivolumab (NCT02823990) in second line
treatment for advanced NSCLC patients and soon in
combination with Nivolumab + standard chemotherapy
in first line treatment for advanced NSCLC patients.
Such trials as well as others with similar vaccines with
immune checkpoints inhibitors that are currently ongoing, should provide precious insights on how to
optimize the use of vaccines by combining it with the
right immune checkpoint blocker and the right cytotoxic
agent. Associated to a precise characterization of patient
immune status, there is a high probability that such
combined targeted interventions will harness the antitumor potential of the immune system and result in
significant improvement in cancer care.
Additional files
Additional file 1: Figure S1. Graphical description of TIME study design.
Samplings for various monitoring including that of T cell response, were
performed at baseline, 6 h after first injections, 15 days after the first
injections, prior the third, fifth and end of treatment chemotherapy cycles.
Samples pooled for analysis of T cell response before and after treatment
are indicated. Figure S2. Gating strategy to analyze binding of various
tetramers to CD8+ T cells. Figure S3. Representative dot plot example of
combinatorial encoded MHC multimer staining for patient 0101_00019
from the TG4010 arm. Figure S4. Same as in Additional file 1: Figure S3 for
patient 201_00001 from the TG4010 arm. Figure S5. Kaplan-Meier plots of
survival in the TG4010 and Placebo arm stratified on response against Flu
and hCMV. Table S1. Viability of the thawed samples used to monitor T cell
response. Table S2. Epitopes used for the measurement of T-cell response.
Table S3. Baseline characteristics for patients with response against 0 or 1
MUC1 epitopes (Low diversity) and 2 or 3 MUC1 epitopes (High diversity).
Table S4. Baseline characteristics for patients with detected MUC1 response
at baseline, with acquired response during treatment or with no response
detected after treatment. Table S5. Number of patients with Low and High
diversity MUC1 specific response stratified on TrPAL levels. Table S6.
Number of patients with high and low diversity MUC1 response in each
treatment arm according to the concomitant chemotherapy regimen.
Table S7. Number of patients with high and low diversity MVA response in
each treatment arm according to the concomitant chemotherapy regimen.
Table S8. Number of patients in groups of MUC1 expression levels with
low or high diversity MUC1 specific T-cell response. (DOCX 918 kb)
Additional file 2: Analytical validation summary reporting analytical
performance of the combinatorial tetramer staining assay. (PDF 263 kb)
Additional file 3: List of ethics committees having reviewed and
approved the study protocol. (DOCX 14 kb)

Tosch et al. Journal for ImmunoTherapy of Cancer (2017) 5:70

Abbreviations
CI: Confidence interval; CMV: Cytomegalovirus; CT: Chemotherapy; HD: High
diversity; HLA: Human leukocyte antigen; HR: Hazard ratio; LD: Low diversity;
LOD: Limit of detection; MHC: Major histocompatibility complex;
MUC1: Mucin 1; MVA: Modified vaccinia virus Ankara; NSCLC: Non small cell
lung cancer; PBMC: Peripheral blood mononuclear cell; TAA: Tumor
associated antigens
Acknowledgements
We thank all patients, investigators and personnel participating in the clinical
studies. Samples of healthy donors used for method validation were
provided by the Etablissement Français du Sang. We thank Dr. Maud
Brandely-Talbot and Pr. Laurence Zitvogel as well as the members of the
Transgene Scientific Advisory Board for their review and input to the
manuscript.

Page 9 of 10

2.
3.
4.
5.

6.

7.

Funding
Not applicable.

8.

Availability of data and materials
The data that support the findings of this study are available upon
reasonable request to the corresponding author; restrictions may apply
depending on the nature of the request.

9.

Authors’ contributions
CT, VN, MG carried out flow cytometry experiments for the measurement of
specific T cell response. LB managed study samples. BB perfomed statistical
analysis of data. XP and KB helped in the statistical analysis of data. BG has
participated in the identification of relevant lung cancer antigens. XP, JML,
EQ, KB conceived the study, and participated in its design and coordination.
XP and KB wrote the manuscript. EQ revised the manuscript draft. All authors
read and approved the final manuscript.

10.

Ethics approval and consent to participate
Samples used in the research reported herein were obtained from patients
enrolled in the TIME study. The study was approved in each country by the
appropriate regulatory bodies and independent ethics committees or
institutional review boards (see the Additional file 3: Ethics committee list for
a complete listing of bodies having approved the study). Patients provided
written informed consent before entering the screening process. The study
was done under the oversight of an independent data monitoring
committee in accordance with the principles of the Declaration of Helsinki
and the Good Clinical Practice guidelines of the International Conference on
Harmonization. This trial is registered with ClinicalTrials.gov, number
NCT01383148.
Consent for publication
Not applicable.
Competing interests
All authors were employed by Transgene, the manufacturer of TG4010 and
sponsor of the TIME study at the time of analysis.

Publisher’s Note

11.

12.

13.

14.

15.

16.

17.

Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.
Author details
1
Transgene SA, 400 Bld Gonthier d’Andernach, Parc d’Innovation, CS80166,
67405 Illkirch Graffenstaden, Cedex, France. 2Current address: Department of
Medical Oncology and Clinical Hematology, Louis Pasteur Hospital, 39 Av de
la Liberté, 68000 Colmar, France. 3Current address: Amoneta Diagnostics, 17
rue du Fort, 68330 Huningue, France.

18.

Received: 6 May 2017 Accepted: 11 August 2017

20.

References
1. Drake CG, Lipson EJ, Brahmer JR. Breathing new life into immunotherapy:
review of melanoma, lung and kidney cancer. Nat Rev Clin Oncol.
2014;11(1):24–37.

19.

21.

Cuppens K, Vansteenkiste J. Vaccination therapy for non-small-cell lung
cancer. Curr Opin Oncol. 2014;26(2):165–70.
Acres B, Lacoste G, Limacher JM. Targeted immunotherapy designed to
treat MUC1-expressing solid tumour. Curr Top Microbiol Immunol. 2015;
Arriola E, Ottensmeier C. TG4010: a vaccine with a therapeutic role in
cancer. Immunotherapy. 2016;8(5):511–9.
Andersen RS, Kvistborg P, Frosig TM, Pedersen NW, Lyngaa R, Bakker AH,
Shu CJ, Straten P, Schumacher TN, Hadrup SR. Parallel detection of antigenspecific T cell responses by combinatorial encoding of MHC multimers.
Nat Protoc. 2012;7(5):891–902.
Babiak A, Steinhauser M, Gotz M, Herbst C, Dohner H, Greiner J. Frequent T
cell responses against immunogenic targets in lung cancer patients for
targeted immunotherapy. Oncol Rep. 2014;31(1):384–90.
Vita R, Overton JA, Greenbaum JA, Ponomarenko J, Clark JD, Cantrell JR,
Wheeler DK, Gabbard JL, Hix D, Sette A, et al. The immune epitope
database (IEDB) 3.0. Nucleic Acids Res. 2015;43(Database issue):D405–12.
Bamford S, Dawson E, Forbes S, Clements J, Pettett R, Dogan A, Flanagan A,
Teague J, Futreal PA, Stratton MR, et al. The COSMIC (catalogue of somatic
mutations in cancer) database and website. Br J Cancer. 2004;91(2):355–8.
Quoix E, Lena H, Losonczy G, Forget F, Chouaid C, Papai Z, Gervais R,
Ottensmeier C, Szczesna A, Kazarnowicz A, et al. TG4010 immunotherapy
and first-line chemotherapy for advanced non-small-cell lung cancer (TIME):
results from the phase 2b part of a randomised, double-blind, placebo-controlled,
phase 2b/3 trial. Lancet Oncol. 2016;17(2):212–23.
Quoix E, Ramlau R, Westeel V, Papai Z, Madroszyk A, Riviere A, Koralewski P,
Breton JL, Stoelben E, Braun D, et al. Therapeutic vaccination with TG4010
and first-line chemotherapy in advanced non-small-cell lung cancer: a
controlled phase 2B trial. Lancet Oncol. 2011;12(12):1125–33.
Hadrup SR, Bakker AH, Shu CJ, Andersen RS, van Veluw J, Hombrink P,
Castermans E, Thor Straten P, Blank C, Haanen JB, et al. Parallel detection of
antigen-specific T-cell responses by multidimensional encoding of MHC
multimers. Nat Methods. 2009;6(7):520–6.
Oudard S, Rixe O, Beuselinck B, Linassier C, Banu E, Machiels JP, Baudard M,
Ringeisen F, Velu T, Lefrere-Belda MA, et al. A phase II study of the cancer
vaccine TG4010 alone and in combination with cytokines in patients with
metastatic renal clear-cell carcinoma: clinical and immunological findings.
Cancer Immunol Immunother. 2011;60(2):261–71.
Wierecky J, Muller MR, Wirths S, Halder-Oehler E, Dorfel D, Schmidt SM,
Hantschel M, Brugger W, Schroder S, Horger MS, et al. Immunologic and
clinical responses after vaccinations with peptide-pulsed dendritic cells in
metastatic renal cancer patients. Cancer Res. 2006;66(11):5910–8.
Inderberg-Suso EM, Trachsel S, Lislerud K, Rasmussen AM, Gaudernack G.
Widespread CD4+ T-cell reactivity to novel hTERT epitopes following
vaccination of cancer patients with a single hTERT peptide GV1001.
Oncoimmunology. 2012;1(5):670–86.
Disis ML, Wallace DR, Gooley TA, Dang Y, Slota M, Lu H, Coveler AL, Childs JS,
Higgins DM, Fintak PA, et al. Concurrent trastuzumab and HER2/neu-specific
vaccination in patients with metastatic breast cancer. J Clin Oncol. 2009;
27(28):4685–92.
el-Shami K, Tirosh B, Bar-Haim E, Carmon L, Vadai E, Fridkin M, Feldman M,
Eisenbach L. MHC class I-restricted epitope spreading in the context of
tumor rejection following vaccination with a single immunodominant CTL
epitope. Eur J Immunol. 1999;29(10):3295–301.
Germeau C, Ma W, Schiavetti F, Lurquin C, Henry E, Vigneron N, Brasseur F,
Lethe B, De Plaen E, Velu T, et al. High frequency of antitumor T cells in the
blood of melanoma patients before and after vaccination with tumor
antigens. J Exp Med. 2005;201(2):241–8.
Pilon SA, Kelly C, Wei WZ. Broadening of epitope recognition during
immune rejection of ErbB-2-positive tumor prevents growth of ErbB-2negative tumor. J Immunol. 2003;170(3):1202–8.
Pfirschke C, Engblom C, Rickelt S, Cortez-Retamozo V, Garris C, Pucci F,
Yamazaki T, Poirier-Colame V, Newton A, Redouane Y, et al. Immunogenic
chemotherapy sensitizes tumors to checkpoint blockade therapy. Immunity.
2016;44(2):343–54.
Fend L, Gatard-Scheikl T, Kintz J, Gantzer M, Schaedler E, Rittner K, Cochin S,
Fournel S, Preville X. Intravenous injection of MVA virus targets CD8+
lymphocytes to tumors to control tumor growth upon combinatorial
treatment with a TLR9 agonist. Cancer Immunol Res. 2014;2(12):1163–74.
Foy SP, Mandl SJ, dela Cruz T, Cote JJ, Gordon EJ, Trent E, Delcayre A,
Breitmeyer J, Franzusoff A, Rountree RB. Poxvirus-based active immunotherapy
synergizes with CTLA-4 blockade to increase survival in a murine tumor model

Tosch et al. Journal for ImmunoTherapy of Cancer (2017) 5:70

22.

23.
24.

25.

26.

27.

28.
29.

Page 10 of 10

by improving the magnitude and quality of cytotoxic T cells. Cancer Immunol
Immunother. 2016;65(5):537–49.
Corbiere V, Chapiro J, Stroobant V, Ma W, Lurquin C, Lethe B, van Baren N,
Van den Eynde BJ, Boon T, Coulie PG. Antigen spreading contributes to
MAGE vaccination-induced regression of melanoma metastases. Cancer Res.
2011;71(4):1253–62.
Lichty BD, Breitbach CJ, Stojdl DF, Bell JC. Going viral with cancer
immunotherapy. Nat Rev Cancer. 2014;14(8):559–67.
Lopez CB, Rao TD, Feiner H, Shapiro R, Marks JR, Frey AB. Repression of
interleukin-2 mRNA translation in primary human breast carcinoma
tumor-infiltrating lymphocytes. Cell Immunol. 1998;190(2):141–55.
Lana AM, Wen DR, Cochran AJ. The morphology, immunophenotype and
distribution of paracortical dendritic leucocytes in lymph nodes regional to
cutaneous melanoma. Melanoma Res. 2001;11(4):401–10.
Ohlfest JR, Andersen BM, Litterman AJ, Xia J, Pennell CA, Swier LE,
Salazar AM, Olin MR. Vaccine injection site matters: qualitative and
quantitative defects in CD8 T cells primed as a function of proximity to
the tumor in a murine glioma model. J Immunol. 2013;190(2):613–20.
Ochsenbein AF, Klenerman P, Karrer U, Ludewig B, Pericin M, Hengartner H,
Zinkernagel RM. Immune surveillance against a solid tumor fails because of
immunological ignorance. Proc Natl Acad Sci U S A. 1999;96(5):2233–8.
Chen DS, Mellman I. Oncology meets immunology: the cancer-immunity
cycle. Immunity. 2013;39(1):1–10.
Crouse J, Xu HC, Lang PA, Oxenius A. NK cells regulating T cell responses:
mechanisms and outcome. Trends Immunol. 2015;36(1):49–58.

Submit your next manuscript to BioMed Central
and we will help you at every step:
• We accept pre-submission inquiries
• Our selector tool helps you to find the most relevant journal
• We provide round the clock customer support
• Convenient online submission
• Thorough peer review
• Inclusion in PubMed and all major indexing services
• Maximum visibility for your research
Submit your manuscript at
www.biomedcentral.com/submit

