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Abstract: Cardiac allograft rejection following heart transplantation is challenging to diagnose. Tissue
biopsies are the gold standard in monitoring the different types of rejection. The last decade has
seen an increased emphasis on identifying non-invasive methods to improve rejection diagnosis
and overcome tissue biopsy invasiveness. Liquid biopsy, as an efficient non-invasive diagnostic
and prognostic oncological monitoring tool, seems to be applicable in heart transplant follow-ups.
Moreover, molecular techniques applied on blood can be translated to tissue samples to provide
novel perspectives on tissue and reveal new diagnostic and prognostic biomarkers. This review
aims to provide a comprehensive overview of the state-of-the-art of the new methodologies in
cardiac allograft rejection monitoring and investigate the future perspectives on invasive and noninvasive rejection biomarkers identification. We reviewed literature from the most used scientific
databases, such as PubMed, Google Scholar, and Scopus. We extracted 192 papers and, after a
selection and exclusion process, we included in the review 81 papers. The described limitations
notwithstanding, this review show how molecular biology techniques and omics science could
be deployed complementarily to the histopathological rejection diagnosis on tissue biopsies, thus
representing an integrated approach for heart transplant patients monitoring.
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The diagnosis of acute and chronic cardiac allograft rejection remains challenging since
rejection often occurs in asymptomatic patients, affecting transplanted patients’ short- and
long-term outcomes [1]. Endomyocardial biopsies (EMBs) continue to be the gold standard
procedure for monitoring and assessing rejection. EMBs were introduced in the cardiac
transplant field about 40 years ago in many centers, first in the US and then worldwide.
Monitoring EMBs for heart transplants is particularly important for post-transplanted
patients, who are subjected to about 14 EMBs during the first year post-transplant [2].
This procedure provides an open window on the myocardium physiopathologic state
but, like many other procedures, is prone to some limitations. First, EMBs are invasive
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Figure 1. Overview of invasive and non-invasive approaches in cardiac allograft rejection monitoring.
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2. Liquid Biopsy: Clinical Application
Initially, liquid biopsy was applied in the oncological field for diagnosis, monitoring of
therapy efficacy, and assessment of progression-free survival [12–14]. Researchers defined
it as the analysis of blood and its product to detect cellular and nuclear material derived
from a tumor [15]. Thanks to its capacity to take a genetic picture of the cancer state
“from a few blood drops”, it was proposed both as a companion diagnostic strategy—
but also at the preclinical stage, as a population screening tool—and as a prognostic
factor for outcome [15].Besides this, it showed great potential in other clinical fields,
like post-transplant rejection monitoring in solid organs transplants. Good results have
been achieved with these non-invasive procedures. Some methodologies, such as gene
expression profiling (GEP) [8], which can detect variations in the cell transcript, have
already been applied in the clinical field to monitor stable patients and reduce the number
of EMBs.
2.1. Gene Expression Profiling of the Peripheral Blood Leucocytes
Various international multicenter studies (Cargo, Image, E-Image, and Cargo II) have
investigated the role of the gene expression profiles of the peripheral blood leucocytes as
genomic markers of acute rejection [7–9,16,17]. The first development of such an approach
was an algorithm used to process a panel of 20 genes (selected starting from 252 candidates,
identified through the literature and studies carried out on other transplanted organs).
Eleven out of twenty genes were classifiers that could discriminate between “quiescent”
vs. “moderate/severe rejection” in the validation set. Nine genes were chosen as controls.
The algorithm reached an agreement of 84% in EMBs in patients with the highest grade
of rejection (≥3A), measured according to the International Society for Heart and Lung
Transplantation (ISHLT) classification [18]. Gene analysis converted into a score (0–40) had
a negative predictive value (NPV) of 99.6% in patients demonstrating scores lower than
30 within the first year post-transplantation [8]. The Cargo II study, which included 462
patients, confirmed a GEP score < 34 to identify patients at low risk of rejection, even early
after transplantation [17].
The GEP technology is commercialized as AllopMap and used in many centers in the
US and Europe. Patients at >2 months, >6 months, and >1 year with a score inferior to 20, 30,
and 34, respectively, were defined as low-risk patients not requiring EMBs monitoring [8,9].
This approach has been systematically compared in a clinical setting with standard routine
biopsies in the IMAGE study, comprising 602 patients enrolled between six months and
five years post-transplantation [7] and randomly assigned to the gene-profiling or biopsy
group monitoring. Compared with the routine biopsy group, patients monitored by GEP
did not experience an increased risk of severe adverse outcomes [7]. Notably, the study
resulted in significantly fewer EMBs. The EImage (Early Image) study [16] evaluated
the sensitivity of GEP technology during the early stage of monitoring (<6 months posttransplantation). Sixty patients were randomly assigned in a 1:1 ratio again to either the
GEP or the EMB groups. The threshold for a positive GEP result was set at ≥30 for patients
two to six months and ≥34 for patients six months post-transplantation. Although EImage
included a small cohort of relatively low-risk patients on lower doses of corticosteroids
(<20 mg), the study showed the safety and efficacy of GEP blood testing as an alternative to
routine biopsies within 55 days following cardiac transplantation. There were no significant
differences for primary endpoints (death, renewed transplant, hemodynamic compromise,
left ventricular ejection fraction, and graft dysfunction) between patients followed-up with
Allomap or EMBs [16].
Additionally, novel biomarkers can be assessed by implementing high-throughput
transcriptomics profiling assays without a bias of the target selection on whole-blood samples collected during the EMB monitoring procedure. In this framework, the HEARTBiT
initiative, a Canadian multicenter prospective study aimed at improving the non-invasive
diagnostic performance of acute cellular rejection (ACR) events at an early stage posttransplant (during the first two months) through transcriptome profiling of nine mRNA
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transcripts, quantified using NanoString nCounter technology. HEARTBiT achieved a
comparable diagnostic performance of non-invasive diagnostic tests currently available in
clinical practice with area under the curve (AUC) values of 0.70 (95% CI, 0.57–0.83) and
0.69 (95% CI, 0.56–0.81) and with the expectation of overcoming AlloMap’s limitation to
application within 55 days post-transplant [19]. A pilot clinical validation study, estimating
the robustness and limitation of the previous work, assessed the potential clinical efficacy
of HEARTBiT profiling. A promising linear relationship of HEARTBiT’s molecular profile
with ACR diagnosis was highlighted, as well as the necessity of future longitudinal and
large-scale trials [20].
The Canada-wide trial applied the GEP approach, using whole blood as starting
material from patients before transplantation and from three years post-transplantation.
From 1295 differentially expressed genes between subjects with acute rejection (ISHLT
Grade > or = 2R) and no rejection (Grade 0R), a 12-gene biomarker panel, classifying
validation samples with 83% sensitivity and 100% specificity, was identified [21]. Hollander
et al. expanded and refined the 12-gene biomarker panel with a more heterogeneous cohort
of cardiac transplant patients, collecting samples between one week and six months postheart transplant [22].
Moayedi and colleagues undertook a risk evaluation of the use of GEP in monitoring
acute cellular rejection and taking into account the outcomes of the AlloMap® Registry
in a prospective observational multicenter study [23]. They assessed short and long-term
clinical outcomes in patients that received GEP for routine rejection surveillance after heart
transplantation in a cohort of 1504 patients with 7969 clinic visits and records. Despite
the limitation of possible selection bias in the study’s inclusion criteria, survival outcomes
in contemporary heart transplant patients managed with GEP as an ACR surveillance
strategy are promising [23].
Using gene-based transcriptional signaling in peripheral blood mononuclear cells
in 44 patients, Mehra and Benitez reported that patients could be segregated into low,
intermediate, and high risk for future rejection subsets [24]. The informative identified
genes represented several biologic pathways, including T-cell activation (PDCD1), T-cell
migration (ITGA4), mobilization of hematopoietic precursors (WDR40A and microRNA
gene family cMIR), and steroid-responsive genes such as IL1R2, the decoy receptor for
IL-2 [24].
2.2. Cell-Free DNA
Donor-derived cell-free DNA (dd-cf-DNA) is the DNA of donor origin in heart transplant recipients’ blood. During cellular and antibody mediated rejection, in the setting
of myocyte necrosis and apoptosis, a more significant amount of dd-cf-DNA from the
damaged graft is released into the blood. The detection of dd-cf-DNA is straightforward
in female recipients receiving a male donor graft, undertaken by targeting the Y chromosome [25]. A molecular technique that facilitates the identification of graft-derived
DNA regardless of the sex of the transplant donor or recipient is shotgun sequencing.
This approach is based on sequencing cell-free circulating DNA fragments and exploiting
single nucleotide polymorphisms (SNPs) genotyping information to differentiate between
donor- and recipient-derived sequences. Hence, this method can identify and quantify
circulating dd-cf-DNA and, during computational alignment performance, discriminate
human dd-cf-DNA from microbial DNA and other erroneous material [26–28]. Based
on this method, Snyder and colleagues introduced a new way to discriminate between
donor and recipient DNA molecules, according to which increased dd-cf-DNA levels in
recipients after transplantation may suggest the onset of rejection [28]. In patients experiencing acute rejection, augmented dd-cf-DNA assessed by SNPs can occur up to five
months before detection on biopsy [26], indicating the potential for early diagnosis. One
potential limitation using this approach is the difficulty in distinguishing graft damage
due to antibody-mediated rejection (AMR) versus acute cellular rejection, implying the
need for supporting follow-up tests to tune therapeutic approaches accordingly. Moreover,
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the complexity and cost of analyses limit its application as a clinically relevant surveillance
tool. Finally, dd-cf-DNA’s targeted quantification requires genotyping of both recipient
and donors, which is suitable for bone marrow and kidney transplantation but not always
possible for heart transplantation. Sharon and colleagues recently addressed this issue
by elaborating an algorithm that estimates dd-cf-DNA levels in the absence of a donor
genotype [29]. This analysis was applied in a large, prospective, multicenter clinical trial,
including patients with both ACR and AMR who received a heart transplant (HT) at least
55 days before enrolment [30]. Dd-cf-DNA testing detected acute rejection with an area
under the curve of 0.64 and provided an estimated NPV of 97.1% and positive predictive
value of 8.9%. The limitation of genotyping donors was also addressed by North et al.,
who proposed a highly sensitive and quantitative multiplexed PCR test for 94 highly
informative bi-allelic SNPs [6].
North et al. developed a multiplexed allele-specific quantitative PCR method capable
of the early detection of mild ACR (ISHLT 1R) in addition to higher grade ACR (ISHLT
2R and 3R), AMR, and graft vasculopathy. Using a specifically defined cut-off, the assay’s
clinical performance characteristics included an NPV of 100% for grade 2R or higher
ACR, with 100% sensitivity and 75.48% specificity. This test’s analytical validity facilitates
conservative stratification of the probability of moderate to severe ACR as a potential
companion tool for EMB in reducing the incidence of invasive biopsies, following the
patients’ response to therapy [6].
A recent multicenter prospective blinded study investigated the value the ratio of cfDNA specific to the transplanted organ, referring to the total amount of cf-DNA present in
a blood sample to estimate cardiac allograft rejection. With a statistically optimized cut-off,
the authors improved the dd-cf-DNA performance, reaching an NPV > 90.9% for ACR and
> 99.7% for a higher grade of rejection, showing its potentiality as a novel surveillance tool
thanks to its association with acute allograft rejection and a clinically applicable threshold
both in adults and pediatric transplanted patients [31]. They demonstrate the feasibility
of their model in detecting injury to the donor organ and as a potential clinical biomarker
for AMR, elucidating new frontiers of investigation to reach statistical significance in this
rejection spectrum.
Despite the recent improvement of the dd-cf-DNA technique and its advantages
in non-invasive monitoring, there are still some limitations with regard to dd-cf-DNA.
Concomitant kidney and liver disease, not a rare situation in heart-transplanted patients,
may affect cell-free DNA clearance and may lead to an underestimation of allograft injury.
Moreover, the dd-cf-DNA assay could be further limited by the long labor processing time
and especially by the need for genotyping [32].
2.3. High-Sensitive Troponins
Cardiac troponins are well-known non-invasive tests used as reliable biological markers for several cardiovascular diseases. They have been investigated and implemented
in clinical practice during the last decade. Cardiac troponins are sarcomeric structural
proteins released in the bloodstream due to cardiomyocyte disruption, typically during
moderate and severe ACR [33].
Myocyte damage is a mandatory pathological index of ACR for both moderate and
severe events. Therefore, it has been evaluated as a potential biomarker of allograft
rejection, with the aim of identifying a cutoff value for diagnosis and/or exclusion of ACR
to rationalize EMB [33–35].
Recently, Erbel and coworkers established a high-sensitive troponin serum cutoff level
of 33.55 ng/l capable of predicting death at 12 months after transplant with a sensitivity
of 90.91% and a specificity of 70.97%. Besides this, survival at five years was significantly
improved in patients with values below the cutoff [36]. However, contradictory results
exist that show no association between allograft rejection and cardiac troponin levels [37],
suggesting that high-sensitive cardiac troponin cannot be currently recommended as a tool
to monitor rejection.
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2.4. T-Cell Function
A key event in graft rejection is the activation and proliferation of the recipient’s lymphocytes, particularly T cells, which are detrimental to the long-term transplant outcome.
Pharmacodynamic monitoring by direct measurement of T-cell activation and proliferation
can therefore personalize immunosuppression.
The CD4 cell stimulation assay is a technology used to measure cell-mediated immunity and early response to stimulation by detecting intracellular adenosine triphosphate(iATP) synthesis in CD4+ cells selected from the blood by monoclonal antibody-coated
magnetic beads. ATP can be measured by the firefly luciferase system and an assay to
monitor iATP in CD4+ cells [38]. The CD4 cell stimulation assay has been approved by
the US Food and Drug Administration to be applied on solid organ transplantation [38].
The assay has been used to detect iATP level released by activated CD4+ cells and their correlation with the risk of rejection or infection [38]. The significance of iATP measurement in
CD4+ cells predicting acute rejection and infection is currently under investigation because
different studies have found contradictory results. A published meta-analysis incorporating multiple organ transplants concluded that iATP monitoring is not suitable to identify
individuals at risk of rejection or infection [39]. A drawback from the analytical standpoint
is that the assay is a time-consuming, indirect cell function test requiring stimulation and a
cell isolation step. Furthermore, all the studies analyzed by Ling and colleagues presented
an important bias in sample selection: the numbers of rejection and infection episodes were
too small to perform a robust correlation [39]. Clinical trials must generate new evidence
to support the appropriate interpretation of the results.
2.5. Donor-Specific Antibodies
Following the consensus guidelines on the testing and clinical management issue
with regard to human leukocyte antigen (HLA) and non-HLA antibodies in 2013 [40], an
international consensus conference was organized in 2016 by the ISHLT to discuss current
practices for detecting and quantifying circulating antibodies and validating the efficacy of
therapeutic approaches [41]. Scientists agreed that equivocal results still exist with regard
to the best practices for identifying antibodies of clinical relevance and their treatment.
Solid-phase assays, such as the Luminex SAB assay, have been recommended to detect
circulating antibodies [41]. Patients with a panel reactive antibody (PRA) <10% or donordirected antibodies at the time of transplantation are at risk for suboptimal outcomes posttransplantation. The above-mentioned consensus conference recommended performing
post-transplant monitoring for donor-specific antibodies (DSAs) at 1, 3, 6, and 12 months
post-surgery [42]. For monitoring after 12 months post-surgery, the consensus supports a
yearly follow-up, except for high-risk patients, who require stricter surveillance.
2.6. Emerging Biomarkers: Micro RNA, mRNA, Exosomes, and Microvesicles
2.6.1. RNA
Various RNA molecule classes, such as protein-coding messenger RNAs (mRNA),
small non-coding RNAs, long non-coding RNAs (lnc-RNAs), and other non-coding RNA
molecules, have been associated with disease phenotypes, raising their potential as minimally invasive biomarkers [43,44].
lnc-RNAs are autonomously transcribed RNAs, usually longer more than 200 nucleotides, affecting significantly gene expression, e.g., with regard to chromatin regulation
and T and B cells functions and differentiation. Recently, Gu and colleagues demonstrated,
in a mouse model of heart transplantation, that lnc-RNAs regulate Th1 cell response during
graft rejection. In this study, they compared the mRNA and lnc-RNA profiles of heart grafts
and graft infiltration lymphocytes in both syngeneic and allogenic murine transplanted
groups. They not only showed that A930015D03Rik and mouselincRNA1055 are highly
upregulated during transplant rejection but also that they are associated with Th1 cell
response through the regulation of IL12Rb1 expression. Moreover, they tested, in kidney
transplanted human samples, two human lnc-RNAs expression, matching A930015D03Rik
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and mouselincRNA1055 separately, proving their increased expression in kidney transplant
rejection samples rather than controls. This study provides a valuable proof-of-concept:
lnc-RNAs can be used as innovative ACR biomarkers and potentially implemented in
clinical monitoring of acute rejection episodes [44].
MicroRNA (miRNA) are small non-coding RNAs that play a role in gene expression
regulation by targeting mRNA. Some miRNA are tissue- and cell-type specific and their
expression level is linked directly to the pathophysiological state of organs. Extracellular
circulating miRNA might be able to give us a “snapshot” of the patient’s current health state,
thanks to their stability and the possibility of repeating and reproducing the measurement
of their levels, which can also be undertaken using multiple frozen/thawed serum/plasma
samples. For these reasons, miRNAs are suitable as non-invasive biomarkers, with several
groups evaluating their diagnostic and predictor potential for allograft rejection monitoring.
In transplantation and allograft rejection monitoring, two main approaches were
followed: in some studies, the authors focused on the analysis of single miRNA, while in
others, they chose to analyze a group of different miRNAs that enabled them to define a
characteristic pattern and pathway.
In 2013, Dewi and colleagues conducted a small pilot study to assess the potential of
using serum miRNAs as acute rejection biomarkers. They investigated ten heart transplant
patients, comparing serum miRNA expression levels before, during, and after rejection
episodes. The analysis revealed that the levels of seven miRNAs increased during rejection.
Among these, only miR-326 and miR-142-3p showed acceptable AUC values (0.86 and
0.80, respectively) (Table 1), demonstrating significant discrimination between normal
and pathologic features [45]. A second study by the same authors validated the selected
miRNAs in a different and more extensive cohort of patients with histologically verified
acute cellular rejection (n = 26) and a control group of heart transplant recipients without
allograft rejection (n = 37). The diagnostic performance in discriminating rejection vs.
absence of rejection in patients using miR-142-3p and miR-101-3p revealed an AUC– ROC
(Receiver Operator Characteristic) of 0.78 and 0.75, respectively [46]. Despite the more
extensive and independent cohort, the numerosity was still limited, and the authors could
only discriminate ACR from no-rejection status but not identify the AMR cases. However,
despite this limitation, this study demonstrated that the use of circulating miRNAs in acute
cardiac rejection monitoring could be beneficial [46].
Duong Van Huyen and colleagues adopted a different approach, demonstrating that
miRNAs expression is regulated both on tissue and on serum. They assessed the level of 14
different miRNAs on EMBs, of which seven were differentially expressed between normal
and rejecting EMB specimens. After that, the seven miRNAs were analyzed in patients’
sera, collected at identical EMB time points [47]. The analysis showed that miR-10a, miR31, miR-92a, and miR-155 discriminated accurately between patients with and without
rejection, with good yield in the external validation cohort (miR-10a AUC = 0.981, miR-31
AUC = 0.867, miR-92a AUC = 0.959, and miR-155 AUC = 0.974) [47].
Moreover, these four miRNAs facilitated the potential discriminating issue both for
ACR and AMR vs. non-rejection status. However, the study was limited by the lack of an
unselected prospective cohort to test miRNAs and the literature-based preselection of the
miRNAs tested [47].
As showed by Van Aelst et al., miRNAs have potential as therapeutic targets for ACR.
In their study, through a comparison between miRNA and mRNA expression profiles in
human and mouse hearts, they identified a common signature that enabled the discrimination of rejecting and non-rejecting grafts. Hence, they demonstrated that miR-155 is
overexpressed in ACR and can be a candidate target for novel therapeutics. Furthermore,
they showed in a mouse model that both the knockout and the pharmacological inhibition
of miR-155 delay the graft failure by reducing inflammatory infiltrate. Despite some limitations, this study highlighted the potential dual role of miRNAs not only as biomarkers but
also as novel therapeutic targets [48].
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2.6.2. Extracellular Vesicles
Extracellular vesicles (EVs) are nanospherical membranes formed by a lipid bilayer
embedded with transmembrane components, such as proteins, cholesterol, and saccharides.
They envelop cytosolic proteins and nucleic acids. Based on biogenesis and size, EV
classification includes exosomes, microvesicles, and apoptotic bodies. Exosomes ranging
in size between 40 and 150 nm are formed and stored within subcellular compartments
termed multivesicular bodies (MVBs). They are released from cells into the extracellular
space upon fusion between MVBs and the cell membrane. MVBs or microparticles in the
range of 100 to 1000 nm are derived from plasma membrane budding [49–51].
EVs act as vectors of biological information by transferring their content to target
cells under basal conditions and in pathological settings. They are emerging as promising
biomarker candidates for several reasons. Primarily, this is because EVs can be isolated from
peripheral blood through minimally invasive sampling. Furthermore, cells that form tissues
finely modulate the sorting of proteins, lipids, and nucleic acids into secretory vesicles
in response to specific pathophysiological conditions [52]. Consequently, enrichment in
vesicle fractions appears to provide additional diagnostic value in terms of sensitivity
and specificity compared to analyses performed on unfractionated body fluids [53]. This
enrichment may overcome the limitation of detecting biomarkers circulating in very low
concentrations, usually below the test sensitivity routinely used in clinical practice. Our
recent study analyzed the phospholipid content of vesicles, demonstrating a specific
signature enabling differentiation between patients who underwent myocardial infarction
and controls. However, analysis in whole unfractionated plasma resulted in the loss of the
specific signature [53].
Vesicles from platelets, endothelial cells, monocytes, and leukocytes form the major
component within the circulating exosomal fraction [54]. Furthermore, they are involved
in immune responses, inflammation, and coagulation processes [55–57]. Hence, acute and
chronic conditions affecting an altered inflammatory response are often associated with a
systemic release of EVs containing specific proteins, nucleic acids, and/or lipids, conveying
a distinct signature that is potentially relevant as a biomarker [56,57].
In this context, circulating EVs might represent a non-invasive tool for monitoring
early post-transplant inflammatory responses in heart transplant recipients, supporting
EMBs. We recently proposed and validated a protocol to characterize the surface antigens
of circulating vesicles and assess their diagnostic performance in evaluating acute cardiac
allograft rejection [58]. The application of a rapid standardized fluorescence bead-based
multiplex assay combined with a supervised machine learning approach facilitated the
accurate discrimination of patients with allograft rejection compared to patients without
rejection. Moreover, we retrospectively confirmed the EMB-based diagnosis of the different
cardiac rejection types, with a sensitivity and specificity of 100% and 85.7%, respectively.
Given the high diagnostic performance, low cost, and relative usability, this method is
highly promising for the characterization, monitoring, and prediction of allograft rejection,
potentially reducing the number of EMBs required [58].
Kennel and colleagues performed proteomic analysis by liquid chromatography with
tandem mass spectrometry on serum-derived EVs collected from cardiac transplant recipients without rejection, with ACR, and with AMR [59]. Based on relatively complex
methods and instruments that analyze the entire protein content, the study demonstrated
the predictive and prognostic value of EVs as biomarkers.
The significance of EVs as predictive and diagnostic biomarkers of rejection is even
more promising because, besides their role as measurable indicators of distinct biological
conditions [60], EVs hold functional biological characteristics in immune response modulation, thus providing consistency as tools to monitor the allograft status and improve
post-transplant outcomes [60]. EVs display Major Histocompatibility Complex (MHC) class
I and II, as well as adhesion and costimulatory molecules, resembling the role of antigenpresenting vesicles for allospecific T-cell activation [61]. In a murine heart transplant
model, exosomes from mature dendritic cells (DCs) mediated their endocrine signaling by

Biomolecules 2021, 11, 201

9 of 17

migrating to the regional lymph nodes. This process facilitated acute rejection by activating
T cells, thus amplifying the effect of the limited number of donor DCs present in the transplanted organ [62]. In a mechanism implying contact-dependent signaling, MHC peptides
carried on the EV surface derived from mature DCs efficiently primed T cells [63], playing
a role in inducing tolerance in a fully MHC-mismatched rat cardiac allograft model [64].
A further indirect mechanism has been described for follicular DCs unable to synthesize
MHC class II proteins. These cells passively acquire the complex by capturing circulating
MHC class II-expressing EVs, presenting them to T cells as a vesicle-composed wreath [65].
In this case, DCs enhanced the stimulatory capacity of EV and the presence of cell-to-EV
binding is critical to stimulate specific T cells efficiently [61–66]. Following these findings,
which suggest that donor vesicles may play a role as exclusive sources of donor MHC
for T-cell activation, Habertheuer et al. recently showed that transplanted hearts release
donor-specific EV. In a murine model of a heterotopic heart transplant, the cardiac allograft
released a distinct pool of donor MHC-specific EVs into the recipient circulation. The signal
peaked during early acute rejection with high accuracy [67], enabling the developing of a
highly specific and sensitive biomarker platform for allograft monitoring [67,68].
Finally, Sharma et al. recognized cardiac myosin and vimentin as tissue-restricted
self-antigens that are detectable on the surface of circulating EVs and are associated with
primary graft dysfunction [69]. Hence, the above-cited mechanisms are consistent because
the transplanted heart is a vascularized organ at the time of placement and donor vesicles
released may leak through the vascular endothelium and be trafficked into the hosts’
bloodstream.
3. Tissue Biopsy for Molecular Tests
The liquid biopsy is a very attractive non-invasive source of information for monitoring post-heart transplanted patients. However, the opportunity offered by the utilization
of tissue biopsy for molecular tests remains pivotal. Different groups have tried to identify
new biomarkers in EMBs to improve the diagnosis of rejection. EMB is the gold standard
in monitoring cardiac rejection. Generally, the pathologists assess the inflammatory infiltrate and the myocardial injury through histological and immunohistochemical evaluation.
This approach makes it possible to define and grade the rejection but also to modify the
pharmacological therapy. Thus, EMB is an important source of information about a graft’s
status, but its potential has only partially been exploited. The opportunity to investigate the
rejection mechanisms directly on the tissue offers new insights into the cellular interactions
and graft injury evolution over time. Different groups have tried to apply new technologies
to understand the molecular pathways involved in rejection, assess the cardiac allograft
status, and define new biomarkers to ameliorate the rejection diagnosis on biopsy tissue.
3.1. MicroRNA on Tissue
As discussed above, miRNAs are non-coding regulative molecules in numerous
signaling pathways also involved in pathophysiological disorders. The investigation
of miRNA expression on cardiac tissue could help in the characterization of rejection
events [70].
Recently, we defined an miRNA signature to discriminate ACR, AMR, and mixed
rejection (MR) on formalin-fixed and paraffin-embedded (FFPE) EMB specimens through
next-generation sequencing (NGS) and reverse transcription quantitative polymerase
chain reaction (RT-qPCR). Using logistic regression analysis, we created unique miRNA
signatures as predictive models of each type of rejection. More than 2257 mature miRNAs
were obtained from all EMBs. Each of the three rejection types showed a different miRNA
profile. The logistic regression model formed by miRNAs 208a, 126-5p, and 135a-5p
identified MR, whereas ACR was identified by the miRNAs 27b-3p, 29b-3p, and 199a-3p.
In contrast, AMR was identified by the miRNAs 208a, 29b-3p, 135a-5p, and 144-3p [10].
Another interesting work by Nováková and colleagues aimed to identify miRNAs
dysregulated on FFPE EMB specimens during ACR [11]. The authors used a stepwise
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backward regression method and three principal component analyses (PCA) to create an
ACR SCORE model. This model uses the levels of 11 miRNAs (miR-144, -589, -146, -182,
-3135b, -3605, -10, -31, -17, -1273, -4506), detected in EMBs through RT-qPCR, to assign an
ACR SCORE to the specimens. If the score is above the defined cut-off value, the authors
defined ACR as present with a specificity of 91% and a sensitivity of 68% [11].
Furthermore, the RT-qPCR validation of the 11 miRNAs, previously identified in EMBs
through NGS, confirmed that miR-144, miR-589, and miR-182 are statistically significantly
altered during rejection [11].
As stressed by Nováková et al., a remarkable limitation of studies focused on the use
of microRNA as biomarkers is the lack of uniformity (Table 1). Many studies demonstrated
that miRNAs are eligible biomarkers of disease; however, they were not unanimous in
identifying a unique miRNA or miRNA signature applicable in clinical practice. Various
methodological factors could be the source of this heterogeneity, e.g., the different protocols
for RNA isolation and analysis or the nature of the EMB specimens, which incorporate many
different cell types (cardiomyocytes, lymphocytes, fibroblast and endothelial cells) with
different cell-specific levels of miRNA expression. Furthermore, patients’ comorbidities
and personalized immunosuppressive therapy impact the cohort variability included in
multiple studies, leading to a lack of consistency [11].
3.2. Molecular Microscope
The molecular microscope, first developed for kidney transplantation (KT), uses
rejection-associated transcriptome (RAT) profiling of known kidney biopsies as a reference
to generate an automated, objective, and quantitative report to offset intercenter variation [71]. Halloran and colleagues proposed this as a new method to also assess rejection in
EMBs. A direct comparison of this system with EMBs guided the development of a molecular microscope heart diagnostic system called the Heart Molecular Microscope Diagnostic
System (MMDx-Heart), a microarray-based technology used to evaluate the molecular
status of tissue [72]. This approach relies on the hypothesis that the inflammatory lesions
and molecular alterations of heart allograft rejection act similarly to KT, closely correlating
histologic features of EMBs and KT biopsies [72].
An unsupervised PCA was performed based on RAT expression scores in the 1208
indication kidney biopsies and the 331 EMBs and three archetype scores were assigned in
EMBs corresponding to histologic T cell-mediated rejection (TCMR), antibody-mediated rejection (ABMR), and no rejection (NR) groups. Combining the best performing probes, they
achieved AUC–ROC values of 0.78, 0.65, and 0.81 for NR, TCMR, and ABMR archetypes, respectively [72]. These results showed that this system has a lower sensibility for EMBs than
for kidney biopsies and a higher disagreement level between molecular and histopathologic
assessments. According to the authors, this last point reflects the higher interpathological
disagreement for EMB assessment highlighted by the Cargo study, particularly for cellularmediated rejection [72]. Moreover, the authors suggested that the molecular discrepancy
observed in TCMR diagnosis could be due to the Quilty effect’s presence and that the
further investigation of its molecular similarities with TCMR could be very enlightening.
Overall, this study demonstrated that molecular tissue analysis reflects the complexity
of EMB assessment, with further investigations required to overcome the present limitations [72].
3.3. MRI for Non-Invasive Monitoring in Tissue
At the tissue level, graft rejection presents infiltrative inflammatory cells with an
expansion of the extracellular space and necrosis. These morphostructural changes have
been investigated in several studies with a cardiovascular magnetic resonance (CMR)
methodology, enabling non-invasive imaging with qualitative and quantitative tissue characterization. CMR can evaluate histopathologic changes due to rejection, associated with
distinct myocardial T1 and T2 relaxation times [73]. Using a multiparametric sequential
approach, by combining basal T2 mapping with the basal extracellular volume fraction,
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improved diagnostic accuracy for transplant rejection can be achieved [74]. Therefore,
a multisequential CMR examination could operate as a non-invasive tool for excluding
subclinical ACR in heart transplant patients [75].
3.4. Gene Expression Profile in the Tissue
The value of myocardial GEP for diagnosing and identifying the predictive biomarkers
of ACR was evaluated in the GET study by Bodez and Damy in 36 EMBs in 30 patients [72].
They demonstrated that the cardiac gene expression profiles of EMBs only partly matched
the histological grading system, suggesting that cardiac GEP may provide earlier and more
sensitive performances in diagnosing ACR and can be used as an early screening test for
ACR [76].
GEP for the identification and classification of antibody-mediated heart rejection was
evaluated by Loupy et al. In 110 patients [77]. The authors applied a combination of multidimensional molecular assessments to extensive phenotyping allograft biopsies to characterize anti-HLA antibodies and cellular models, demonstrating that antibody-mediated
rejection in heart transplantation is driven mainly by the natural killer burden [77].
Using the NanoString nCounter technology, the expression of a set of 34 literaturederived genes reflecting the molecular correlates of antibody-mediated injury in 106 FFPE
EMBs for a training cohort and 57 EMBs for a validating cohort was evaluated in a recent study by the Edmonton group [78]. The gene set selected by the authors for AMR
profiling revealed a good diagnostic accuracy (approximately 70%) in identifying AMR
positive cases vs. negative ones, with a sound correlation with other diagnostic methods
routinely applied, such as histopathology, anti-HLA DSA, and C4d immunohistochemistry.
However, the gene set was unable to differentiate pathological AMR1(I+) from ACR and
normal controls, raising the question of the real value of this histopathological grade,
which, according to their results, appears more similar to ACR than to AMR [79]. This
very promising study highlights the need for a larger cohort of patients but also more
importantly for the identification of a new set of genes capable of differentiating between
AMR and other non-immunologic endothelial injuries [78].
Intragraft gene expression studies can highlight the functional status of the transplanted organ. Arteriolar vasculitis in EMBs may be pivotal in identifying high-risk
episodes in transplant recipients. Gene expression analysis could help in understanding
alterations in genes profile associated with vasculitis, affecting the heart allograft’s survival
in long-term transplantation. From this perspective, Lin-Wang et al. conducted a retrospective study of 300 FFPE EMBs of 63 patients to determine the incidence of vasculitis
and its association with ACR, AMR, and cardiac allograft vasculopathy. This study performed a gene expression analysis of the chosen transcript involved in inflammation and
vascular function as evaluated by q-PCR. Their results showed that vasculitis carried worse
prognostic outcomes [80].
4. Conclusions
Allograft rejection is a life-threatening complication of organ transplantation. Its
monitoring is a fundamental step in the post-transplant follow-up.
EMBs remain the gold standard for cardiac allograft monitoring; however, the perceived need to complement the histological examination of the tissue with molecular
approaches has led to the development of several molecular approaches to implementing
diagnosis.
Indeed, the histological evaluation of cardiac tissue assesses the allograft’s inflammatory status; nevertheless, EMBs represent such valuable in vivo tissue that much more
information needs to be retrieved from them than just the information about the inflammatory status.
Omics may improve comprehension of the allograft’s pathophysiological feature and
provide pathologists and clinicians with new insights related to the graft that help in developing a personalized therapeutic approach for better management of transplanted patients.
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The application of several molecular techniques on cardiac tissue represented a starting
point for a new era of allograft rejection diagnosis. As discussed above and described in
the evaluated research (Table 1), many studies demonstrated that comprehension of the
rejection process is still limited. Research must go on to dissect it. Like any invasive procedure, EMBs can cause some complications and counterbalancing these negative aspects
has been researchers’ primary intent for years. Many non-invasive approaches have been
designed and tested in clinical trials in the hope of identifying an alternative diagnostic tool
for rejection monitoring. Several cutting-edge methods that rely on liquid biopsies have
implemented procedures and clinical applications that provide the most comprehensive
patient heart transplant snapshots. Recent efforts in the transplant research field have also
applied these novel methods to the tissue to combine different information from various
resources.
Table 1. Emerging biomarkers in the diagnosis of allograft rejection after heart transplantation.
Study

Diagnostic Tool

Pham MX. 2010
[7]
Deng MC. 2006
[8]
Di Francesco A.
2018 [10]
Nováková T.
2019 [11]
Kobashigawa J.
2015 [16]
Crespo-Leiro
MG. 2016 [17]
Shannon CP,
2020 [19]

GEP of peripheral specimen (randomized controlled
trial: Image study)
GEP of peripheral blood leucocytes (11-gene real
time PCR: Cargo study)
Tissue microRNAs (combination of miR-208a-5p,
-126-5p, -135-5p)
Tissue microRNAs (combination of miR-144, 589,
146, 182, 3135b, 10, 31, 17, 1273, 3605, 4506)
GEP of peripheral specimen (randomized controlled
trial)
GEP of peripheral specimen (observational study:
Cargo II study)
Whole blood transcriptome profile (nine mRNA
transcript Nanostring nCounter)
Whole blood genomic profile (12-gene biomarker
panel)
Whole blood genomic profile (Affymetrix Human
Genome U133 Plus 2.0 chips)
Quantification of circulating cell-free donor-derived
DNA
Quantification of circulating cell-free donor-derived
DNA
Quantification of donor fraction of cell-free DNA
(0R vs. ≥ 1R)
Identification of single serum microRNA (miR-326,
miR-142-3p)
Identification of single serum microRNA
(miR-101-3p, miR-142-3p)
Identification of single serum microRNA (miR-10a,
-31, -92a, -155)
Characterization of circulating extracellular vesicles
surface antigens

Lin D. 2009 [21]
Hollander Z.
2010 [22]
De Vlaminck I.
2014 [26]
Khush KK.
2019 [30]
Richmond ME.
2020 [31]
Sukma Dewi I.
2013 [45]
Sukma Dewi I.
2017 [46]
Duong VH JP.
2014 [47]
Castellani C.
2020 [58]
Kennel PJ. 2018
[59]
Halloran PF.
2017 [72]

n. of
Patients

Area Under the
Curve

602

Sensitivity Specificity
(%)
(%)

Not inferior to EMB

170

0.686–0.914

75.8 *

41.8 *

33

0.951–1.000

83.3

95.8

38

0.72–0.96

68

91

60

Not inferior to EMB

462

0.690–0.700

86.4 *

46.5 *

177

0.69 | 0.70

89

47

28

N.A.

83.0

100.0

31

0.600–0.830

N.A.

N.A.

65

0.830

58.0

93

676

0.64

44.0

80

174

0.86

80

88

10

0.800–0.860

N.A.

N.A.

63

0.750–0.780

N.A.

N.A.

113

0.867–981 *

N.A.

N.A.

90

0.727−0.939

100.0 *

85.7 *

Serum exosomal protein profiling

48

N.A.

N.A.

N.A.

Microarray-based molecular microscope (MMDx
System)

221

0.650–0.810

N.A.

N.A.
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Table 1. Cont.
Study

Diagnostic Tool

n. of
Patients

Area Under the
Curve

Bodez D. 2016
[76]
Loupy A. 2017
[77]
Afzali B. 2017
[78]

GEP of myocardial tissue (combination of
15 genes—the GET study)

30

N.A.

100.0

100.0

GEP of myocardial tissue (four different gene sets)

110

0.800–0.870 *

N.A.

N.A.

GEP of myocardial tissue (three different gene sets)

163

0.778 *

46.5 *

80.0 *

Sensitivity Specificity
(%)
(%)

* Performance at validation. N.A., not assessed; GEP, gene expression profiling.

Approaches for defining the specific signature of circulating EVs from liquid biopsies show promising results but require further studies to validate their robustness and
reliability through large-scale trials introduced in clinical practice.
Despite their contributions to highlighting novel and not-yet-investigated points of
view in heart allograft rejection monitoring, the studies cited in this review share several
common limitations: the relatively limited size of the patient cohorts and the lack of
convergence towards a standard molecular profile of cardiac rejection. The GEP, CARGO,
and IMAGE projects have overcome these issues. Their genetic approach can be proposed
as a companion tool in diagnosis to reduce the number of EMBs performed. These kinds of
processes often leverage sophisticated technologies not yet available for a large segment of
transplanted patients.
Hence, the potential of genomics and transcriptomics is well-recognized and the
identification of a transcriptome profile without a bias of selection could help in the
definition of a shared panel of biomarkers for both the recognition of rejection and the
discrimination between ACR, pathological AMR, MR, infections, and other injuries [18,79].
It is therefore crucial to recognize the need for wide-ranging studies, clinical exploiting
the potential of big data analysis and machine learning techniques. As seen in the prediction
system for kidney allograft loss in the iBox study [81], there is a raised awareness with
regard to the personalization of follow-up procedures and therapies for future heart
transplanted patients.
The improvement of novel molecular approaches in tissue and liquid biopsies shows
promising results that require further studies to validate their robustness and reliability
through large-scale trials introduced in clinical practice. Even though liquid biopsy cannot
wholly replace EMB, these two diagnostic approaches can be combined in clinical practice.
The synergic power of these two approaches can increase the accuracy of cardiac
allograft rejection diagnosis. Defining the most effective rejection monitoring strategy
could be the driving force for the settlement of a multimodal approach toward HT patient
management.
The dynamic landscape of rejection surveillance, described in this review, highlights
the evolution of the concept of EMB from a necessary procedure for histopathological
evaluation of the transplanted heart state towards a comprehensive molecular resource
accompanied by liquid biopsy. This holistic view of the follow-up patient’s pathway brings
to light a consistent multimodal personalized approach with the direct integration in
clinical practice of invasive and non-invasive procedures, leading to a progressive change
of paradigm in heart transplant monitoring.
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Fiocchi, R.; et al. Clinical usefulness of gene-expression profile to rule out acute rejection after heart transplantation: CARGO II.
Eur. Heart J. 2016, 37, 2591–2601. [CrossRef]

Biomolecules 2021, 11, 201

18.

19.

20.

21.

22.

23.

24.
25.
26.
27.

28.
29.
30.

31.

32.

33.
34.

35.
36.

37.

38.
39.

15 of 17

Stewart, S.; Winters, G.L.; Fishbein, M.C.; Tazelaar, H.D.; Kobashigawa, J.; Abrams, J.; Andersen, C.B.; Angelini, A.; Berry, G.J.;
Burke, M.M.; et al. Revision of the 1990 working formulation for the standardization of nomenclature in the diagnosis of heart
rejection. J. Hear. Lung Transplant. 2005, 24, 1710–1720. [CrossRef]
Shannon, C.P.; Hollander, Z.; Dai, D.L.Y.; Chen, V.; Assadian, S.; Lam, K.K.; McManus, J.E.; Zarzycki, M.; Kim, Y.W.; Kim, J.Y.V.;
et al. HEARTBiT: A Transcriptomic Signature for Excluding Acute Cellular Rejection in Adult Heart Allograft Patients. Can. J.
Cardiol. 2020, 36, 1217–1227. [CrossRef]
Kim, J.Y.V.; Lee, B.; Koitsopoulos, P.; Shannon, C.P.; Chen, V.; Hollander, Z.; Assadian, S.; Lam, K.; Ritchie, G.; McManus, J.; et al.
Analytical Validation of HEARTBiT: A Blood-Based Multiplex Gene Expression Profiling Assay for Exclusionary Diagnosis of
Acute Cellular Rejection in Heart Transplant Patients. Clin. Chem. 2020, 66, 1063–1071. [CrossRef]
Lin, D.; Hollander, Z.; Ng, R.T.; Imai, C.; Ignaszewski, A.; Balshaw, R.; Freue, G.C.; Wilson-McManus, J.E.; Qasimi, P.; Meredith,
A.; et al. Whole Blood Genomic Biomarkers of Acute Cardiac Allograft Rejection. J. Hear. Lung Transplant. 2009, 28, 927–935.
[CrossRef] [PubMed]
Hollander, Z.; Lin, D.; Chen, V.; Ng, R.; Wilson-Mcmanus, J.; Ignaszewski, A.; Cohen Freue, G.; Balshaw, R.; Mui, A.; McMaster, R.;
et al. Whole blood biomarkers of acute cardiac allograft rejection: Double-crossing the biopsy. Transplantation 2010, 90, 1388–1393.
[CrossRef] [PubMed]
Moayedi, Y.; Foroutan, F.; Miller, R.J.H.; Fan, C.P.S.; Posada, J.G.D.; Alhussein, M.; Tremblay-Gravel, M.; Oro, G.; Luikart, H.I.;
Yee, J.; et al. Risk evaluation using gene expression screening to monitor for acute cellular rejection in heart transplant recipients.
J. Hear. Lung Transplant. 2019, 38, 51–58. [CrossRef] [PubMed]
Mehra, M.R.; Uber, P.A.; Benitez, R.M. Gene-Based Bio-Signature Patterns and Cardiac Allograft Rejection. Heart Fail. Clin. 2010,
6, 87–92. [CrossRef] [PubMed]
Lo, Y.M.D.; Tein, M.S.C.; Pang, C.C.P.; Yeung, C.K.; Tong, K.L.; Magnus Hjelm, N. Presence of donor-specific DNA in plasma of
kidney and liver-transplant recipients. Lancet 1998, 351, 1329–1330. [CrossRef]
De Vlaminck, I.; Valantine, H.A.; Snyder, T.M.; Strehl, C.; Cohen, G.; Luikart, H.; Neff, N.F.; Okamoto, J.; Bernstein, D.; Weisshaar,
D.; et al. Circulating cell-free DNA enables noninvasive diagnosis of heart transplant rejection. Sci. Transl. Med. 2014, 6. [CrossRef]
Beck, J.; Oellerich, M.; Schulz, U.; Schauerte, V.; Reinhard, L.; Fuchs, U.; Knabbe, C.; Zittermann, A.; Olbricht, C.; Gummert,
J.F.; et al. Donor-Derived Cell-Free DNA is a Novel Universal Biomarker for Allograft Rejection in Solid Organ Transplantation.
Transplant. Proc. 2015, 47, 2400–2403. [CrossRef]
Snyder, T.M.; Khush, K.K.; Valantine, H.A.; Quake, S.R. Universal noninvasive detection of solid organ transplant rejection. Proc.
Natl. Acad. Sci. USA 2011, 108, 6229–6234. [CrossRef]
Sharon, E.; Shi, H.; Kharbanda, S.; Koh, W.; Martin, L.R.; Khush, K.K.; Valantine, H.; Pritchard, J.K.; De Vlaminck, I. Quantification
of transplant-derived circulating cell-free DNA in absence of a donor genotype. PLoS Comput. Biol. 2017, 13, e1005629. [CrossRef]
Khush, K.K.; Patel, J.; Pinney, S.; Kao, A.; Alharethi, R.; DePasquale, E.; Ewald, G.; Berman, P.; Kanwar, M.; Hiller, D.; et al.
Noninvasive detection of graft injury after heart transplant using donor-derived cell-free DNA: A prospective multicenter study.
Am. J. Transplant. 2019, 19, 2889–2899. [CrossRef]
Richmond, M.E.; Zangwill, S.D.; Kindel, S.J.; Deshpande, S.R.; Schroder, J.N.; Bichell, D.P.; Knecht, K.R.; Mahle, W.T.; Wigger,
M.A.; Gaglianello, N.A.; et al. Donor fraction cell-free DNA and rejection in adult and pediatric heart transplantation. J. Hear.
Lung Transplant. 2020, 39, 454–463. [CrossRef] [PubMed]
Agbor-Enoh, S.; Tunc, I.; De Vlaminck, I.; Fideli, U.; Davis, A.; Cuttin, K.; Bhatti, K.; Marishta, A.; Solomon, M.A.; Jackson, A.
Applying rigor and reproducibility standards to assay donor-derived cell-free DNA as a non-invasive method for detection of
acute rejection and graft injury after heart transplantation. J. Hear. Lung Transplant. 2020, 36, 1004–1012. [CrossRef]
Fitzsimons, S.; Evans, J.; Parameshwar, J.; Pettit, S.J. Utility of troponin assays for exclusion of acute cellular rejection after heart
transplantation: A systematic review. J. Hear. Lung Transplant. 2018, 37, 631–638. [CrossRef] [PubMed]
Patel, P.C.; Hill, D.A.; Ayers, C.R.; Lavingia, B.; Kaiser, P.; Dyer, A.K.; Barnes, A.P.; Thibodeau, J.T.; Mishkin, J.D.; Mammen, P.P.A.;
et al. High-sensitivity cardiac troponin i assay to screen for acute rejection in patients with heart transplant. Circ. Hear. Fail. 2014,
7, 463–469. [CrossRef]
Méndez, A.B.; Cardona, M.; Ordóñez-Llanos, J.; Mirabet, S.; Perez-Villa, F.; Roig, E. Predictive Value of High-sensitive Troponin T
to Rule Out Acute Rejection After Heart Transplantation. Rev. Española Cardiol. 2014, 67, 775–776. [CrossRef]
Erbel, C.; Taskin, R.; Doesch, A.; Dengler, T.J.; Wangler, S.; Akhavanpoor, M.; Ruhparwar, A.; Giannitsis, E.; Katus, H.A.; Gleissner,
C.A. High-sensitive Troponin T measurements early after heart transplantation predict short- and long-term survival. Transpl. Int.
2013, 26, 267–272. [CrossRef]
Battes, L.C.; Caliskan, K.; Rizopoulos, D.; Constantinescu, A.A.; Robertus, J.L.; Akkerhuis, M.; Manintveld, O.C.; Boersma, E.;
Kardys, I. Repeated measurements of NT-pro-B-Type natriuretic peptide, troponin T or C-reactive protein do not predict future
allograft rejection in heart transplant recipients. Transplantation 2015, 99, 580–585. [CrossRef]
Andrikopoulou, E.; Mather, P.J. Current insights: Use of Immuknow in heart transplant recipients. Prog. Transplant. 2014, 24,
44–50. [CrossRef]
Ling, X.; Xiong, J.; Liang, W.; Schroder, P.M.; Wu, L.; Ju, W.; Kong, Y.; Shang, Y.; Guo, Z.; He, X. Can immune cell function assay
identify patients at risk of infection or rejection? A meta-analysis. Transplantation 2012, 93, 737–743. [CrossRef]

Biomolecules 2021, 11, 201

40.

41.

42.

43.
44.
45.
46.

47.
48.

49.
50.
51.

52.
53.
54.
55.
56.

57.

58.

59.

60.
61.

62.

16 of 17

Tait, B.D.; Süsal, C.; Gebel, H.M.; Nickerson, P.W.; Zachary, A.A.; Claas, F.H.J.; Reed, E.F.; Bray, R.A.; Campbell, P.; Chapman, J.R.;
et al. Consensus guidelines on the testing and clinical management issues associated with HLA and Non-HLA antibodies in
transplantation. Transplantation 2013, 95, 19–47. [CrossRef]
Kobashigawa, J.; Colvin, M.; Potena, L.; Dragun, D.; Crespo-Leiro, M.G.; Delgado, J.F.; Olymbios, M.; Parameshwar, J.; Patel, J.;
Reed, E.; et al. The management of antibodies in heart transplantation: An ISHLT consensus document. J. Hear. Lung Transplant.
2018, 37, 537–547. [CrossRef] [PubMed]
Kobashigawa, J.; Crespo-Leiro, M.G.; Ensminger, S.M.; Reichenspurner, H.; Angelini, A.; Berry, G.; Burke, M.; Czer, L.; Hiemann,
N.; Kfoury, A.G.; et al. Report from a consensus conference on antibody-mediated rejection in heart transplantation. J. Hear. Lung
Transplant. 2011, 30, 252–269. [CrossRef] [PubMed]
Langseth, H.; Bucher-johannessen, C.; Fromm, B.; Keller, A. A comprehensive pro fi le of circulating RNAs in human serum. RNA
Biol. 2018, 15, 242–250.
Gu, G.; Huang, Y.; Wu, C.; Guo, Z.; Ma, Y.; Xia, Q.; Awasthi, A.; He, X. Differential expression of long noncoding RNAs during
cardiac allograft rejection. Transplantation 2017, 101, 83–91. [CrossRef]
Sukma Dewi, I.; Torngren, K.; Gidlöf, O.; Kornhall, B.; Öhman, J. Altered serum miRNA profiles during acute rejection after heart
transplantation: Potential for non-invasive allograft surveillance. J. Hear. Lung Transplant. 2013, 32, 463–466. [CrossRef]
Sukma Dewi, I.; Hollander, Z.; Lam, K.K.; McManus, J.W.; Tebbutt, S.J.; Ng, R.T.; Keown, P.A.; McMaster, R.W.; McManus, B.M.;
Gidlöf, O.; et al. Association of serum MiR-142-3p and MiR-101-3p levels with acute cellular rejection after heart transplantation.
PLoS ONE 2017, 12, e0170842. [CrossRef]
Van Huyen, J.P.D.; Tible, M.; Gay, A.; Guillemain, R.; Aubert, O.; Varnous, S.; Iserin, F.; Rouvier, P.; François, A.; Vernerey, D.; et al.
MicroRNAs as non-invasive biomarkers of heart transplant rejection. Eur. Heart J. 2014, 35, 3194–3202. [CrossRef]
Van Aelst, L.N.L.; Summer, G.; Li, S.; Gupta, S.K.; Heggermont, W.; De Vusser, K.; Carai, P.; Naesens, M.; Van Cleemput, J.; Van
De Werf, F.; et al. RNA profiling in human and murine transplanted hearts: Identification and validation of therapeutic targets
for acute cardiac and renal allograft rejection. Am. J. Transplant. 2016, 16, 99–110. [CrossRef]
Bernardi, S.; Balbi, C. Extracellular vesicles: From biomarkers to therapeutic tools. Biology 2020, 9, 258. [CrossRef]
Barile, L.; Gherghiceanu, M.; Popescu, L.M.; Moccetti, T.; Vassalli, G. Ultrastructural evidence of exosome secretion by progenitor
cells in adult mouse myocardium and adult human cardiospheres. J. Biomed. Biotechnol. 2012, 2012, 1–10. [CrossRef]
Théry, C.; Witwer, K.W.; Aikawa, E.; Alcaraz, M.J.; Anderson, J.D.; Andriantsitohaina, R.; Antoniou, A.; Arab, T.; Archer, F.;
Atkin-Smith, G.K.; et al. Minimal information for studies of extracellular vesicles 2018 (MISEV2018): A position statement of the
International Society for Extracellular Vesicles and update of the MISEV2014 guidelines. J. Extracell. Vesicles 2018, 7, 1535750.
[CrossRef] [PubMed]
Barile, L.; Vassalli, G. Exosomes: Therapy delivery tools and biomarkers of diseases. Pharmacol. Ther. 2017, 174, 63–78. [CrossRef]
[PubMed]
Burrello, J.; Biemmi, V.; Cas, M.D.; Amongero, M.; Bolis, S.; Lazzarini, E.; Bollini, S. Sphingolipid composition of circulating
extracellular vesicles after myocardial ischemia. Sci. Rep. 2020, 10, 1–14. [CrossRef] [PubMed]
Li, Y.; He, X.; Li, Q.; Lai, H.; Zhang, H.; Hu, Z.; Li, Y.; Huang, S. EV-origin: Enumerating the tissue-cellular origin of circulating
extracellular vesicles using exLR profile. Comput. Struct. Biotechnol. J. 2020, 18, 2851–2859. [CrossRef] [PubMed]
Boulanger, C.M.; Loyer, X.; Rautou, P.E.; Amabile, N. Extracellular vesicles in coronary artery disease. Nat. Rev. Cardiol. 2017, 14,
259–272. [CrossRef]
Vacchi, E.; Burrello, J.; Di Silvestre, D.; Burrello, A.; Bolis, S.; Mauri, P.; Vassalli, G.; Cereda, C.W.; Farina, C.; Barile, L.; et al.
Immune profiling of plasma-derived extracellular vesicles identifies Parkinson disease. Neurol. Neuroimmunol. Neuroinflamm.
2020, 7, e866. [CrossRef] [PubMed]
Burrello, J.; Bolis, S.; Balbi, C.; Burrello, A.; Provasi, E.; Caporali, E.; Gauthier, L.G.; Peirone, A.; D’Ascenzo, F.; Monticone, S.;
et al. An extracellular vesicle epitope profile is associated with acute myocardial infarction. J. Cell. Mol. Med. 2020, 24, 9945–9957.
[CrossRef]
Castellani, C.; Burrello, J.; Fedrigo, M.; Burrello, A.; Bolis, S.; Di Silvestre, D.; Tona, F.; Bottio, T.; Biemmi, V.; Toscano, G.; et al.
Circulating extracellular vesicles as non-invasive biomarker of rejection in heart transplant. J. Hear. Lung Transplant. 2020, 39,
1136–1148. [CrossRef]
Kennel, P.J.; Saha, A.; Maldonado, D.A.; Givens, R.; Brunjes, D.L.; Castillero, E.; Zhang, X.; Ji, R.; Yahi, A.; George, I.; et al. Serum
exosomal protein pro fi ling for the non-invasive detection of cardiac allograft rejection. J. Hear. Lung Transplant. 2018, 37, 409–417.
[CrossRef]
Li, Q.; Wang, H.; Peng, H.; Huyan, T.; Cacalano, N.A. Exosomes: Versatile nano mediators of immune regulation. Cancers 2019,
11, 1557. [CrossRef]
Mirzakhani, M.; Mohammadnia-Afrouzi, M.; Shahbazi, M.; Mirhosseini, S.A.; Hosseini, H.M.; Amani, J. The exosome as a
novel predictive/diagnostic biomarker of rejection in the field of transplantation. Clin. Immunol. 2019, 203, 134–141. [CrossRef]
[PubMed]
Liu, Q.; Rojas-canales, D.M.; Divito, S.J.; Shufesky, W.J.; Stolz, D.B.; Erdos, G.; Sullivan, M.L.G.; Gibson, G.A.; Watkins, S.C.;
Larregina, A.T.; et al. Donor Dendritic cell–derived Exosomes Promote Allograft-Targeting Immune Response. J. Clin. Investig.
2016, 126, 2805–2820. [CrossRef] [PubMed]

Biomolecules 2021, 11, 201

63.
64.

65.
66.
67.

68.

69.

70.
71.
72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

17 of 17

Segura, E.; Amigorena, S.; Théry, C. Mature dendritic cells secrete exosomes with strong ability to induce antigen-specific effector
immune responses. Blood Cells, Mol. Dis. 2005, 35, 89–93. [CrossRef]
Pêche, H.; Renaudin, K.; Beriou, G.; Merieau, E.; Amigorena, S.; Cuturi, M.C. Induction of tolerance by exosomes and short-term
immunosuppression in a fully MHC-mismatched rat cardiac allograft model. Am. J. Transplant. 2006, 6, 1541–1550. [CrossRef]
[PubMed]
Denzer, K.; Van Eijk, M.; Kleijmeer, M.J.; Jakobson, E.; De Groot, C.J.; Geuze, H. Follicular Dendritic Cells Carry MHC Class
II-Expressing Microvesicles at Their Surface. J. Immunol. 2000, 165, 1259–1265. [CrossRef]
Vincent-Schneider, H.; Stumptner-Cuvelette, P.; Lankar, D.; Pain, S.; Raposo, G.; Benaroch, P.; Bonnerot, C. Exosomes bearing
HLA-DR1 molecules needs dendritic cells to efficiently stimulate specific T cells. Int. Immunol. 2002, 14, 713–722. [CrossRef]
Habertheuer, A.; Korutla, L.; Rostami, S.; Reddy, S.; Lal, P.; Naji, A.; Vallabhajosyula, P. Donor tissue-specific exosome profiling
enables noninvasive monitoring of acute rejection in mouse allogeneic heart transplantation. J. Thorac. Cardiovasc. Surg. 2018, 155,
2479–2489. [CrossRef]
Vallabhajosyula, P.; Korutla, L.; Habertheuer, A.; Yu, M.; Rostami, S.; Yuan, C.X.; Reddy, S.; Liu, C.; Korutla, V.; Koeberlein, B.;
et al. Tissue-specific exosome biomarkers for noninvasively monitoring immunologic rejection of transplanted tissue. J. Clin.
Investig. 2017, 127, 1375–1391. [CrossRef]
Sharma, M.; Liu, W.; Perincheri, S.; Gunasekaran, M.; Mohanakumar, T. Exosomes expressing the self-antigens myosin and
vimentin play an important role in syngeneic cardiac transplant rejection induced by antibodies to cardiac myosin. Am. J.
Transplant. 2018, 18, 1626–1635. [CrossRef]
Shah, P.; Bristow, M.R.; Port, J.D. MicroRNAs in Heart Failure, Cardiac Transplantation, and Myocardial Recovery: Biomarkers
with Therapeutic Potential. Curr. Heart Fail. Rep. 2017, 14, 454–464. [CrossRef]
Halloran, P.F.; Famulski, K.; Reeve, J. The molecular phenotypes of rejection in kidney transplant biopsies. Curr. Opin. Organ
Transplant. 2015, 20, 359–367. [CrossRef] [PubMed]
Halloran, P.F.; Potena, L.; Van Huyen, J.P.D.; Bruneval, P.; Leone, O.; Kim, D.H.; Jouven, X.; Reeve, J.; Loupy, A. Building a
tissue-based molecular diagnostic system in heart transplant rejection: The heart Molecular Microscope Diagnostic (MMDx)
System. J. Hear. Lung Transplant. 2017, 36, 1192–1200. [CrossRef] [PubMed]
Miller, R.J.H.; Thomson, L.; Levine, R.; Dimbil, S.J.; Patel, J.; Kobashigawa, J.A.; Kransdorf, E.; Li, D.; Berman, D.S.; Tamarappoo,
B. Quantitative myocardial tissue characterization by cardiac magnetic resonance in heart transplant patients with suspected
cardiac rejection. Clin. Transplant. 2019, 33, e13704. [CrossRef] [PubMed]
Vermes, E.; Pantaléon, C.; Auvet, A.; Cazeneuve, N.; Machet, M.C.; Delhommais, A.; Bourguignon, T.; Aupart, M.; Brunereau, L.
Cardiovascular magnetic resonance in heart transplant patients: Diagnostic value of quantitative tissue markers: T2 mapping
and extracellular volume fraction, for acute rejection diagnosis. J. Cardiovasc. Magn. Reson. 2018, 20, 1–11. [CrossRef] [PubMed]
Krieghoff, C.; Barten, M.J.; Hildebrand, L.; Grothoff, M.; Lehmkuhl, L.; Lücke, C.; Andres, C.; Nitzsche, S.; Riese, F.; Strüber, M.;
et al. Assessment of sub-clinical acute cellular rejection after heart transplantation: Comparison of cardiac magnetic resonance
imaging and endomyocardial biopsy. Eur. Radiol. 2014, 24, 2360–2371. [CrossRef] [PubMed]
Bodez, D.; Hocini, H.; Tchitchek, N.; Tisserand, P.; Benhaiem, N.; Barau, C.; Kharoubi, M.; Guellich, A.; Guendouz, S.; Radu, C.;
et al. Myocardial Gene Expression Profiling to predict and identify cardiac allograft acute cellular rejection: The get-study. PLoS
ONE 2016, 11, e0167213. [CrossRef] [PubMed]
Loupy, A.; Duong Van Huyen, J.P.; Hidalgo, L.; Reeve, J.; Racapé, M.; Aubert, O.; Venner, J.M.; Falmuski, K.; Cécile Bories,
M.; Beuscart, T.; et al. Gene expression profiling for the identification and classification of antibody-mediated heart rejection.
Circulation 2017, 135, 917–935. [CrossRef] [PubMed]
Afzali, B.; Chapman, E.; Racapé, M.; Adam, B.; Bruneval, P.; Gil, F.; Kim, D.; Hidalgo, L.; Campbell, P.; Sis, B.; et al. Molecular
Assessment of Microcirculation Injury in Formalin-Fixed Human Cardiac Allograft Biopsies With Antibody-Mediated Rejection.
Am. J. Transplant. 2017, 17, 496–505. [CrossRef]
Berry, G.J.; Burke, M.M.; Andersen, C.; Bruneval, P.; Fedrigo, M.; Fishbein, M.C.; Goddard, M.; Hammond, E.H.; Leone, O.;
Marboe, C.; et al. The 2013 international society for heart and lung transplantation working formulation for the standardization
of nomenclature in the pathologic diagnosis of antibody-mediated rejection in heart transplantation. J. Hear. Lung Transplant.
2013, 32, 1147–1162. [CrossRef]
Lin-Wang, H.T.; Cipullo, R.; Dias França, J.I.; Finger, M.A.; Rossi Neto, J.M.; Correia, E.D.B.; Dinkhuysen, J.J.; Hirata, M.H.
Intragraft vasculitis and gene expression analysis: Association with acute rejection and prediction of mortality in long-term heart
transplantation. Clin. Transplant. 2018, 32, e13373. [CrossRef]
Loupy, A.; Aubert, O.; Orandi, B.J.; Naesens, M.; Bouatou, Y.; Raynaud, M.; Divard, G.; Jackson, A.M.; Viglietti, D.; Giral, M.; et al.
Prediction system for risk of allograft loss in patients receiving kidney transplants: International derivation and validation study.
BMJ 2019, 366, 4923. [CrossRef] [PubMed]

