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ABSTRACT

Purpose: To determine the feasibility of mRNAs (C-MYC, BCL-XL, BCL-6, NF-kp3,
PTEN and AKT) in exosomes of plasma as a liquid biopsy method for monitoring and
prognostic evolution in B-cell lymphomas.

Patients and Methods: Exosomes were isolated from 98 patients with B-cell
Lymphoma and 68 healthy controls. mRNAs were analyzed by quantitative PCR. An
additional 31 post-treatment samples were also studied.

Results: In the general and follicular lymphoma series, the presence of AKT
mRNA was associated with poor response to rituximab-based treatment. Patients
with first relapse or disease progression showed a lower percentage of PTEN and
BCL-XL mRNA. The presence of BCL-6 mRNA was associated with a high death rate.
The absence of PTEN mRNA in the general series, and presence of C-MYC mRNA in
follicular lymphomas, were associated with short progression-free survival. BCL-6 and
C-MYC mRNA were independent prognostic variables of overall survival. C-MYC mRNA
may provide prognostic information with respect to overall survival. BCL-XL mRNA
and increase of BCL-6 mRNA in post-treatment samples could serve as molecular
monitoring markers.

Conclusions: This is the first large study to evaluate the prognostic and predictive
values of pretreatment tumor-associated mRNA in exosomes. BCL-6 and C-MYC mRNA
positivity in pretreatment samples were predictors of worse PFS compared to patients
with mRNA negativity. C-MYC mRNA positivity was also a statistically significant
predictor of inability to obtain complete response with first-line therapy.
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INTRODUCTION

Follicular lymphoma (FL) and Diffuse Large B-Cell
Lymphoma (DLBCL) account for over 70% of all non-
Hodgkin Lymphomas (NHL) and rituximab is approved
for the treatment of these common subtypes [1]. The
identification of several lymphocyte-specific surface
antigens has improved the possibility of developing
effective and relatively specific targeted therapy for NHL.

The prognosis for patients with primary resistant or
relapsed aggressive lymphomas is still poor as over 20%
of patients with DLBCL die and 50% relapse within two
years of diagnosis. In the case of FL, around 50% will have
relapsed at 5 years even when treated with chemotherapy
plus rituximab. Currently, we have no molecular prognostic
indicators and only known clinical factors are used.

In agreement with Roschewski et al., we believe that
assays of circulating tumor RNA/DNA could serve as “liquid
biopsies” thereby providing information regarding response
or resistance to treatment, in addition, this technique could
be of use in both follicular and aggressive lymphomas [2].

Exosomes are nanovesicles not exceeding 100
nanometers protected by a lipid-rich bound membrane.
They develop in the cytoplasm, specifically the endoplasmic
reticulum, in a variety of normal and pathological cells,
including tumor cells. Their differing cells of origin
influence their protein content, cytoplasmic or membrane
proteins and genetic material. This genetic material can be
used to perform liquid biopsies to analyze prognostic and
predictive biomarkers. From a functional standpoint, this
genetic material, mRNA and miRNA, can epigenetically
reprogram recipient cells [3], in addition to having other
functions related to evasion of host immune response against
the tumor [4]. One challenge is to determine how exosomes
work in vivo, and ascertain whether current information
obtained from in vitro studies can be used to understand the
mechanisms developed by exosomes within tumors.

The potential use in clinical practice of mRNA
presence in exosomes of plasma from patients with B-Cell
Lymphoma, which could be taken as liquid biopsies, and
their applicability to all NHL subtypes remains to be
defined, and especially with respect to predicting prognoses,
response to treatment and monitoring during follow-up. In
this study, mRNA presence of C-MYC, BCL-XL, BCL-6,
NF-xf, PTEN and AKT in exosomes is analyzed.

The six genes evaluated in this study have important
roles in the deregulated pathways of many cancers,
including lymphoid neoplasms. The PI3K/AKT/mTOR
and NF-kp pathways are involved in several steps of
tumorogenesis, such as cell proliferation, survival,
angiogenesis and tumor cell drug/radiation resistance [5—
7]. AKT regulates effectors with roles in cell survival, for
example BCL-2 and NF-«kf, which are also dysregulated in
B-Cell lymphomas [5]. Unfavorable clinical characteristics
in DLBCL have been strongly associated with NF-kB
pathway [8, 9]. In addition, PTEN is a negative regulator
of the PI3K/AKT pathway [7]. BCL-xl expression is

regulated by the NF-kB and AKT pathways, and rituximab
treatment led to downregulation of BCL-XL expression by
inhibiting NF-kB DNA-binding activity [10]. With regard
to BCL6, this prevents apoptosis and has been reported
to predict survival in patients with diffuse large-B-cell
lymphoma [11]. However, in the post-rituximab era, there is
controversy about the prognostic value of BCL6 expression
in B-cell lymphomas. Finally, C-MYC is a potent oncogene
which is also involved in cycle cell activation and, in
lymphoma patients, is a predictor of more aggressive
clinical behavior and poor response to therapy [12, 13]. On
basis of the above, the analysis of these mRNAs in liquid
biopsies could have both prognostic and predictive values.

RESULTS

General characteristics of patients

A total of 98 patients with follicular or diffuse large
B-cell lymphoma were recruited for this study. Patient
characteristics are shown in Supplementary Table 1. In
the series studied, 53% were male, median age 60 years
(range 26-87), 31% had B symptoms and 45% had extra
nodal involvement. When the population was classified
on the basis of risk factors, 26% and 27% were grouped
into high risk (International Prognostic Index (IPI) and
Follicular Lymphoma International Prognostic Index
(FLIPI), respectively).

Efficacy and survival results

The overall response rate (ORR) was 93%, complete
response (CR) was obtained in 67% patients, and 26%
achieved partial remission (PR). After a median follow
up of 28 months (range: 19-103 months), 18% of patients
relapsed and 15% died.

When comparing progression-free survival (PFS)
and overall survival (OS) between FL and DLBCL
patients, no significant differences were found between
these groups (Supplementary Table 2). As a result, survival
analysis was also performed in the general series which, at
36 month follow-up, demonstrated a PFS of 80.2% (95%
CIL, 71.4-89%) and OS of 85.2% (95% CI, 77.4-93%).

Presence of mRNA in exosomes

Exosomes were quantified by acetylcholinesterase
activity, and were detected in plasma from DLBCL and
FL patients. No differences in exosome levels were
found between the lymphoma groups studied and healthy
controls. Levels of acetylcholinesterase activity are show
in Supplementary Figure 1. Exosome levels were not
associated with response to treatment or patient outcomes.

The studied mRNAs were detected in exosomes in
the following proportions: 9% for C-MYC, 16% for BCL-
XL, 34% for BCL-6, 8% for NKkB, 25% for PTEN and
3% for AKT. BCL-6 mRNA was detected in more patient
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plasma samples than in plasma from healthy controls
(»<0.001, * test), while presence of PTEN mRNA was
detected in more control cases (p<0.001, ¥ test). In
addition, the frequency of positivity for BCL-6 mRNA
in plasma was higher in DLBCL than in FL patients
(»=0.0035, * test), and presence of BCL-XL was lower in
DLBCL (p=0.024, y* test). The frequencies of each mRNA
in DLBCL, FL and controls are shown in Supplementary
Table 3. In addition, a higher number of mRNAs detected
in the same patient was associated with a lymphoma
subpopulation and mainly DLBCL (Supplementary
Table 4).

mRNA in exosomes from plasma and patient
survival

Patients with first relapse or disease progression
during follow-up had a lower percentage of PTEN and
BCL-XL mRNA presence in exosomes at the time of
diagnosis (p=0.042 and p=0.049, respectively, y* test).
This association with PTEN mRNA was also found in the
DLBCL subpopulation (p=0.038, y? test). Data of these
associations are showed in Table 1A. Furthermore, in the
general series, a trend toward significant association was
observed between the presence of BCL-6 mRNA at the
time of diagnosis and a high patient death rate (p=0.052,
y’ test, Table 1B).

Progression-free survival

In the general series, the Kaplan-Meier test showed
a trend to significant association between the absence
of PTEN mRNA in exosomes and patients with a short
PFS (p=0.054; Figure 1A). When the follicular series
were analyzed alone, there was a significant association
between the presence of C-MYC mRNA in exosomes
and PFS (p=0.013, Kaplan-Meier test; Figure 1B). At
36-month follow-up, PFS was 95.2% and 0% (95% CI,
86.1-100% and 0-0%) in patients with presence of PTEN
and C-MYC mRNA, respectively, while PFS was 74.9%
and 82.6% (95% CI, 63.8-86.1% and 68.5-96.7%) in
patients without. Adjusted analysis showed no associations
between the mRNAs analyzed and PFS.

Overall survival

When the general series were analyzed, a trend
toward significant difference was observed in OS for
the presence of BCL-6 and C-MYC mRNA in exosomes:
patients with these mRNAs present in plasma at diagnosis
had shorter survival than patients without (p=0.059 and
p=0.070, respectively, Kaplan-Meier test; Figure 2). At
36-month follow-up, patients with BCL6 and C-MYC
mRNA had OS of 77.1% and 60.9% (95% CI, 62.2-92%
and 25.5-96.3%, respectively), while patients without had
OS of 89.2% and 87.7% (95% CI, 80.2-98.2% and 80.1-
95.3%, respectively). No significant differences in OS
were found, including in the two subpopulations, with the
other mRNAs analyzed.

Unadjusted analysis was performed to determine the
influence of mRNA in plasma and the clinicopathological
parameters in OS. Clinicopathological variables that
could be regarded as statistically supported factors in
OS prediction were: stage, extranodal involvement, IPI,
response to rituximab-based treatment and first relapse.
The multivariate Cox’s regression model determined, as
independent prognostic variables for OS, the presence
or absence of BCL-6 or C-MYC mRNA in exosomes,
together with occurrence of the first relapse/progression
(Table 2A).

Exosome-related mRNA in plasma and survival in the
series stratified according to response to treatment

As stated above, in our general series recruited
before receiving rituximab-based treatment, 93% of the
lymphoma patients showed complete or partial response to
rituximab-based chemotherapy. In this series, the presence
of AKT mRNA in exosomes was significantly associated
with non-response to rituximab-based treatment (p=0.052,
y? test). This association was also observed in the follicular
lymphoma subpopulation (p=0.028, %> test), but not in
DLBCL. Additional details are included in Table 1C.

In addition, we evaluated the prognostic value of
mRNA in the series stratified according to response to
treatment. In patients who responded to rituximab-base
treatment, the presence of AK7 mRNA in exosomes was
associated with worse PFS (p=0.038). The Kaplan-Meier
analysis also showed that presence of C-MYC and BCL-
6 mRNA correlated with worse OS in the responsive
patient group (p=0.029 and p=0.010, respectively, Figure
3). When the Cox’s regression models were assessed in
stratified series, C-MYC mRNA interacted with response
to treatment, giving a prognostic value for OS in non-
responsive patients (Table 2B).

Presence of exosome-related mRNA in plasma
from patients after treatment with rituximab-
based chemotherapy

Our molecular variables were analyzed in exosomes
obtained from plasma of 31 patients in our series after
rituximab-based treatment. C-MYC mRNA was detected in
6 post-treatment samples, BCL-XL in 3 cases, BCL-6 in 10
and PTEN in 6; and no samples were positive for NFkB or
AKT. Differences in the mRNA detection between pre- and
post-treatment samples from the same patient are shown in
Supplementary Table 5.

In this subgroup of post-treatment samples, the
presence of BCL-XL mRNA was associated with a high
death rate (p=0.046, y* test) and, when only the FL
subpopulation was analyzed, a significant association
was observed between the presence of BCL-6 mRNA and
progression (p=0.047, x* test). More details are shown
in Table 3A. When changes were observed between pre-
treatment and post-treatment samples, an association was
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Table 1: Associations found between outcome of disease and evaluated mRNA in exosomes, either in total series
(B-cells) and subpopulations (DLBCL and FL)

A PTEN (B-cells) PTEN (DLBCL) BCL-XL (B-cells)
positive negative p positive negative  p positive negative P
Relapse/
Progression
No 24.2 57.9 0.042 24.1 56.9 0.038 15.8 66.3 0.049
Yes 1.1 16.8 0.0 19.0 0.0 17.9
B BCL-6 (B-cells)
positive negative p
Exitus
No 26.0 59.4 0.052
Yes 8.3 6.3
C AKT (B-cells) AKT (FL)
positive negative D positive negative D
Response to
treatment
Response 2.1 91.5 0.052 2.8 88.9 0.028
Non-response 1.1 53 2.8 5.6

Data are shown in percentages.
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Figure 1: Kaplan-Meier PFS curves in relation to presence of PTEN mRNA in total series (A) and C-MYC mRNA in FL series (B) in
exosomes of plasma from pretreatment samples. Continuous curves show cases with mRNA absence and discontinuous curves show cases
with mRNA presence.
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Table 2: Multivariate Cox analysis of the association between presence of MYC and BCL-6 mRNA in exosomes and
OS of lymphoma cancer patients (A). Statistical interaction between MYC mRNA variable and tumor pathological
stage for predicting OS outcome value in lymphoma patients (B)

A
Variable Category HR 95% CI p value
First relapse/ Yes vs No 10.862 2.672-44.159 0.001
Progression
MYC mRNA Presence vs absence 8.519 1.819-39.887 0.007
BCL-6 mRNA Presence vs absence 9.095 1.706-48.476 0.010
B
Variable Category HR 95% CI p value
RT Complete vs non- 7.706 2.251-26.377 0.001
complete
RT*C-MYC mRNA RT*Presence C-MYC 9.980 1.707-58.334 0.011
RT: response to treatment
detected: new detection or increase of BCL-6 mRNA in was also a statistically significant predictor of inability to
post-treatment samples compared to pre-treatment samples obtain CR with first-line therapy.
was associated with non-response to treatment (p=0.038, Our work was based on a previous study [14]
y’ test, Table 3B). involving a different group of patients in whom we
observed that, in lymphomas, it was feasible to identify
DISCUSSION the presence of exosomes in blood, and that unfavorable
markers in plasma, mainly C-MYC mRNA, were
This is the first large in-vivo study to evaluate the associated with poor prognosis il} B'C§11 lymphomgs,.
prognostic implications of pretreatment tumor-associated The latter was subsequently ratified in tissue series
exosomal mMRNA. BCL-6 and C-MYC mRNA positivity (15, 16]. o .
in pretreatment samples was seen to be a statistically We attempted to identify risk populations through
significant predictor of worsened PFS compared to an easily accessible source that could also be evaluated in
patients with mRNA negativity. C-MYC mRNA positivity evolutional terms.
BCL-6 mRNA
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Figure 2: Kaplan-Meier OS curves in relation to presence of BCL-6 (A) and C-MYC (B) mRNA in exosomes of pretreatment plasma
samples of total series. Continuous curves show cases with mRNA absence and discontinuous curves show cases with mRNA presence.
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Table 3: Associations found between outcome of disease and evaluated mRNA in exosomes from post-treatment

samples
A BCL-XL (B-cells) BCL-6 (FL)
positive negative D positive negative )/,
Exitus Response to
treatment
No 6,5 87,1 0.046 Response 14,3 78,6 0.047
Yes 32 3,2 Non-response 7,1 0
B Response to treatment
Response Non-response D
BCL-6 (B-cells)
Absence in both samples 48.4 3.2 0.038
Decreased in post- 323 0.0
treatment samples
Increased in post- 9.7 6.5

treatment samples

Data are shown in percentages

To date, one publication has analyzed exosome
production and release from aggressive B-cell lymphoma

cells in vitro and in vivo [17]. Our clinical study analyzed

two large populations, namely follicular and diffuse
lymphoma patients. Given that, at present, the two
groups share overlapping treatments, at least in first-line
treatment, we analyzed the results and found that overall

and disease-free survival during the observation period

were similar in both groups. This led us to analyze all
the liquid biopsies to determine whether there were any
common factors that linked the two groups. We believe

that ours is the first study to analyze this question in
patients. The results show that the presence of BCL-6

mRNA is significantly associated with a high risk of death
in B-cell lymphomas.
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Figure 3: Kaplan-Meier OS curves in relation to presence of C-MYC (A) and BCL-6 (B) mRNA in exosomes of pretreatment plasma
samples from responsive patients group to rituximab-based chemotherapy. Continuous curves show cases with mRNA absence and

discontinuous curves show cases with mRNA presence.
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In our series, the data on the exosomes obtained
from the plasma of 31 patients after undergoing treatment
are of particular interest. In this sub-group of post-
treatment samples, the presence of BCL-XL mRNA was
associated with a high death rate. Moreover, the presence
of BCL-6 mRNA in post-treatment samples from patients
who did not exhibit this mRNA in pre-treatment samples
was associated with non-response to treatment. These
findings stimulate thought about the value of monitoring
molecular response and the future development of
intensification protocols or drugs with no crossed
resistance versus conventional treatments in patients who
present resistance. The simple and accessible identification
of patients with initial resistance to treatment, without
the need for aggressive maneuvers, would provide a
magnificent tool for future studies.

We also found a significant association between
presence of C-MYC mRNA in exosomes and short PFS
only in FL. A significant association was observed between
the presence of BCL-6 mRNA in post-treatment samples
and progression as response to treatment when only the FL
subpopulation was analyzed. Larger series will be required
to confirm these findings, however they open the way to
new perspectives since they would allow better selection
of patients who are suitable for consolidation therapies
with radioimmunoconjugates, maintenance therapy or
new drugs.

When we analyzed the complete series and studied
overall survival, the presence of BCL-6 and C-MYC
mRNA in exosomes was associated to shorter survival and
there were no differences in the other mRNAs analyzed.
C-MYC remained as an independent prognostic variable
for overall survival when stratified by response.

Different immunohistochemical algorithms are
currently being tested with varying results among patient
series [18, 19] but, to our knowledge, there are no serum
or exosome studies which contribute to establishing
prognoses or monitoring response in lymphomas. Our
study could well be even more relevant in relation to the
determination of BCL-6 through immunohistochemistry
despite the fact that staining results varied dramatically
[17].

In general series, the presence of AK7T mRNA in
exosomes was associated with non-response to rituximab-
based treatment. In addition, we evaluated the prognostic
value of mRNA in the series stratified according to
response to treatment. In patients who responded to
treatment, the presence of AK7 mRNA in exosomes was
associated with worse PFS. Preclinical data have been
published that support our results, in that the inhibition
of the AKT pathway by rituximab inhibits NFkB activity
and the function and expression of BCL-XL. The role
of the AKT pathway in the regulation of resistance to
rituximab was corroborated by the use of an AKT inhibitor
that succeeded in reversing resistance to rituximab in cell
lines [20]. Our research also adds possible therapeutic

relevance and we might be able to design protocols
that incorporate AKT inhibitors that would revert any
theoretical resistance to rituximab. Development of
targeted agents for the treatment of DLBCL includes
clinical evaluation of enzastaurin, an agent that suppresses
signaling through protein kinase C and AKT pathways.
NFkB can be inhibited indirectly with bortezomib. Some
encouraging results were obtained in a phase II trial of
bortezomib plus chemotherapy in patients with relapsed or
refractory DLBCL [21]. All the above imply that there is
an interconnection of the AKT pathways, NFkB, BCL-XL
and PTEN in the mechanisms of resistance to rituximab.

Our research provides exosomal tumor markers
which identify a clear population for further studies.
One clinical application could be the design of a dose-
intensified chemotherapy clinical trial in high risk patients,
in the middle or after standard chemotherapy. Another
would be the assessment of response when it is not clearly
defined in imaging tests, to select high risk patients to
perform a biopsy. In addition, the ease and reproducibility
of the determination means that large amounts of biopsy
material are not required and liquid biopsies can easily
be combined with PET-TAC to evaluate the correlation
between this imaging technique and serum data.

MATERIALS AND METHODS

Patients and clinical characteristics

A total of 98 patients (60 DLBCL, 38 FL) were
recruited between January 2005 and January 2011 and
followed-up clinically until November 2014. The study
was conducted within the GOTEL Group (details can be
seen in the Supplementary Methods section). Samples
were provided by the 7 participating Spanish hospitals,
and molecular analyses were centralized in Puerta de
Hierro University Hospital. Written informed consent
was obtained from all participants after an explanation
of the nature of the study as approved by the research
ethics board of the seven hospitals. Histological diagnoses
were ascertained by lymph node biopsy. The WHO
Classification histological criteria were used for sample
diagnosis and classification [22]. Clinical and laboratory
data (supplementary methods) were available at the time
of diagnosis.

Blood samples were taken before beginning
treatment and, between 4-6 weeks after treatment, blood
samples were taken from 16 DLBCL patients and 15 FL.
Blood samples were also obtained from 68 healthy blood
donors.

Clinical follow-up and treatment

Prospective follow-up was based on regular clinical,
biochemical and radiological examinations, gallium scan
and nuclear magnetic resonance or positron emission
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tomography if recommended by radiologists. In total, 86%
of patients received 6 cycles of R-CHOP every 21 days.
The remaining patients received rituximab-based treatment
with variations of this combination. Response to treatment
was assessed on the basis of clinical, radiological and
pathologic criteria, according to modified International
Workshop Response Criteria Guidelines [23]. Details are
shown in supplementary data.

Isolation and quantification of exosomes

Plasma was prepared by centrifugation of peripheral
blood at 2,500 rpm for 25 minutes. Exosomes were isolated
from 3 ml of plasma by differential centrifugations. To
quantify the amount of exosomes we measured the activity
of acetylcholinesterase. Methodological details have been
described previously [24].

RNA extraction and real-time PCR

RNA was extracted using the mirVana™miRNA
Isolation Kit (Ambion Inc., TX) and quantified by
NanoDrop ND-1000 (Thermo Scientific, DE). RNA was
retro-transcribed with the Gold RNA PCR Core Kit (PE
Applied Biosystems, CA) using random hexamers, in
line with the manufacturer’s instructions. Real-time PCR
was performed in duplicate in a Light-Cycler apparatus
using the LightCycler 480 SYBR Green 1 Master
Kit (Roche Diagnostics, Germany), in line with the
manufacturer’s instructions. Additional details are shown
in Supplementary methods and Supplementary Table 6.
In a previous study [16], 3 common housekeeping genes
in plasma led to erroneous normalization, which could
have been explained by the active release mechanism of
exosomes. For this reason, we analyzed the target mRNAs
as presence or absence of mRNA in exosomes.

Data analysis

The clinicopathological parameters were contrasted
with the presence of target mRNAs by the y? test. The
relationship between the cumulative probability of survival,
as well as analyzed predictors, was calculated by the Kaplan-
Meier method. Significant differences between curves were
evaluated with Mantel’s log-rank test. To identify factors that
might be of independent significance in influencing survival,
the Cox proportional risk regression model was applied. Box
plot was performed applying logarithm of data. p values
<0.05 were considered statistically significant. Statistical
analysis was performed using the SPSS software, version
14.0 (SPSS Inc. IL).

ACKNOWLEDGMENTS

The authors wish to thank Martin Hadley-Adams
for assisting with the English language and preparation

of the manuscript. Special thanks go to the Sequencing
Department and the Biobank of Puerta de Hierro
University Hospital, Majadahonda.

CONFLICTS OF INTEREST

We state no conflicts of interest. The funding bodies
had no role in the design of the study, data collection
or analysis, decision to publish or preparation of the
manuscript. The contents have not been published by or
submitted to any other journal. No part of this manuscript
has been included in any other manuscript.

GRANT SUPPORT

This study was supported by grants FIS-P108/0862,
and SAF2010-20750. During this study, V. Garcia received
Fundacion AECC and RTICC-RD2012/0036/0006
fellowships.

REFERENCES

1. De Jaffe ES, Harris NL, Stein H, Vardiman JW. World
Health Organization classification of tumors. Pathology and
genetics of tumors of haematopoietic and lymphoid tissues.
Lyon, Francia: IARC Press. 2001.

Melani C, Roschewski M. Molecular monitoring of cell-
free circulating tumor DNA Non-Hodgkin Lymphoma.
Oncology. 2016; 30:731-738.

3. Mittelbrunn M, Sanchez-Madrid F.
communication: diverse structures for Exchange of genetic
information. Nat Rev Mol Cell Biol. 2012;13: 328-335.

Zhang HG, Grizzle WE. Exosomes and cancer: a newly

Intercellular

described pathway of immune suppression. Clin Cancer
Res. 2011; 17:959-964.

5. Majchrzak A, Witkowska M, Smolewski P. Inhibition of
the PI3K/Akt/mTOR Signaling Pathway in Diffuse Large
B-Cell Lymphoma: Current Knowledge and Clinical
Significance. Molecules. 2014; 19:14304-14315.

Jazirehi AR, Vega MI, Bonavida B. Development of
Rituximab-Resistant Lymphoma Clones with Altered Cell
Signaling and Cross-Resistance to Chemotherapy. Cancer
Res. 2007; 67:1270-81.

. Xu P, Zhang WB, Cai XH, Qiu PY, Hao MH, Lu DD.
Activating AKT to inhibit JNK by troxerutin antagonizes
radiation-induced PTEN activation. Eur J Pharmacol. 2017;
795:66-74.

8. Lenz G, Nagel I, Siebert R, Roschke AV, Sanger W, Wright
GW, Dave SS, Tan B, Zhao H, Rosenwald A, Muller-
Hermelink HK, Gascoyne RD, Campo E, et al. Aberrant
immunoglobulin class switch recombination and switch
translocations in activated B cell-like diffuse large B cell
lymphoma. J Exp Med. 2007; 204:633-43.

www.impactjournals.com/oncotarget

50956

Oncotarget



10.

11.

13.

14.

16.

17.

Compagno M, Lim WK, Grunn A, Nandula SV,
Brahmachary M, Shen Q, Bertoni F, Ponzoni M, Scandurra
M, Califano A, Bhagat G, Chadburn A, Dalla-Favera R,
et al. Mutations of multiple genes cause deregulation of
NF-kB in diffuse large B-cell lymphoma. Nature. 2009;
459:717-21.

Bonavida B. Rituximab-induced inhibition of antiapoptotic
cell implications
immunoresistance, rituximab unresponsiveness, prognostic

survival pathways: in chemo/
and novel therapeutic interventions. Oncogene. 2007;

26:3629-36.

Obermann EC, Csato M, Dirnhofer S, Tzankov A.
Aberrations of the MYC gene in unselected cases of diffuse
large B-cell lymphoma are rare and unpredictable by
morphological or immunohistochemical assessment. J Clin
Pathol. 2009; 62:754—6.

Rosenthal A, Younes A. High grade B-cell lymphoma
with rearrangements of MYC and BCL2 and/or BCL6:
Double hit and triple hit lymphomas and double expressing
lymphoma. Blood Rev. 2016; 31:37-42.

Cai Q, Medeiros LJ, Xu X, Young KH. MYC-driven
aggressive B-cell lymphomas: biology, entity, differential
diagnosis and clinical management. Oncotarget. 2015;
6:38591-616. doi: 10.18632/oncotarget.5774.

Garcia V, Garcia JM, Silva J, Martin P, Pefia C, Dominguez
G, Diaz R, Herrera M, Maximiano C, Sabin P, Rueda A,
Cruz MA, Rodriguez J, et al. Extracellular tumor-related
mRNA in plasma of lymphoma patients and survival
implications. PLoS ONE. 2009; 4:e8173.

Barrans S, Crouch S, Smith A, Turner K, Owen R, Patmore
R, Roman E, Jack A. Rearrangement of MYC is associated
with poor prognosis in patients with diffuse large B-cell
lymphoma treated in the era of rituximab. J Clin Oncol.
2010; 28:3360-3365.

Savage KJ, Johnson NA, Ben-Neriah S, Connors JM,
Sehn LH, Farinha P, Horsman DE, Gascoyne RD. MYC
gene rearrangements are associated with a poor prognosis
in diffuse large B-cell lymphoma patients treated with
R-CHOP chemotherapy. Blood. 2009; 114:3533-3537.

Aung T, Chapuy B, Vogel D, Wenzel D, Oppermann M,
Lahmann M, Weinhage T, Menck K, Hupfeld T, Koch
R, Triimper L, Wulf GG. Exosomal evasion of humoral
immunotherapy in aggressive B-cell lymphoma modulated

18.

19.

20.

21.

22.

23.

24.

by ATP-binding cassette transporter A3. Proc Natl Acad Sci
USA. 2011; 108:15336-15341.

Meyer PN, Fu K, Greiner TC, Smith LM, Delabie J,
Gascoyne RD, Ott G, Rosenwald A, Braziel RM, Campo E,
Vose JM, Lenz G, Staudt LM, et al. Immunohistochemical
methods for predicting cell of origin and survival in patients
with diffuse large B-cell lymphoma treated with rituximab.
J Clin Oncol. 2011; 29:200-207.

Choi WW, Weisenburger DD, Greiner TC, Piris MA,
Banham AH, Delabie J, Braziel RM, Geng H, Igbal J, Lenz
G, Vose JM, Hans CP, Fu K, et al. A new immunostain
algorithm classifies diffuse large B-cell lymphoma into
molecular subtypes with high accuracy. Clin Cancer Res.
2009; 15:5494-5502.

Suzuki E, Umezawa K, Bonavida B. Rituximab inhibits the
constitutively activated PI3K-Akt pathway in B-NHL cell
lines: involvement in chemosensitization to drug-induced
apoptosis. Oncogene. 2007; 26:6184-6193.

Elstrom RL, Andermariam B, Martin P, Ruan J, Shore
TB, Coleman M, Leonard JP, Furman RR. Bortezomib
in combination with R-DICE chemoimmunotherapy in
patients with relapsed and primary refractory diffuse large
B cell lymphoma. Leuk Lymphoma. 2012; 53:1469-1473.
Swerdlow SH, Campo E, Harris NL, Jaffe ES, Pileri SA,
Stein H, Thiele J, Vardiman JW. WHO Classification of
Tumours of Haematopoietic and Lymphoid Tissues. Lyon,
Francia: IARC Press; 2008.

Cheson BD, Horning SJ, Coiffier B, Shipp MA, Fisher RI,
Connors JM, Lister TA, Vose J, Grillo-Lopez A, Hagenbeek
A, Cabanillas F, Klippensten D, Hiddemann W, et al. Report
of an international workshop to standardize response
criteria for non-Hodgkin’s lymphomas. NCI Sponsored
International Working Group. J Clin Oncol. 1999; 17:1244.
Rodriguez M, Silva J, Lopez-Alfonso A, Lopez-Muiliz
MB, Peiia C, Dominguez G, Garcia JM, Lopez-Gonzalez
A, Méndez M, Provencio M, Garcia V, Bonilla F. Different
exosome cargo from plasma/bronchoalveolar lavage in non-
small-cell lung cancer. Genes Chromosomes Cancer. 2014;
53:713-724.

www.impactjournals.com/oncotarget

50957

Oncotarget



