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Colon cancer is one of the leading causes of death worldwide. In recent years, cannabinoids have been extensively studied for their
potential anticancer effects and symptom management. Several in vitro studies reported anandamide’s (AEA) ability to block cancer
cell proliferation and migration, but evidence from in vivo studies is still lacking. Thus, in this study, the effects of AEA exposure in
zebrafish embryos transplanted with HCT116 cells were evaluated. Totally, 48 hpf xenografts were exposed to 10 nM AEA, 10 nM
AM251, one of the cannabinoid 1 receptor (CB1) antagonist/inverse agonists, and to AEA+ AM251, to verify the specific effect of
AEA treatment. AEA efficacy was evaluated by confocal microscopy, which demonstrated that these xenografts presented a smaller
tumor size, reduced tumor angiogenesis, and lacked micrometastasis formation. To gain deeper evidence into AEA action,
microscopic observations were completed by molecular analyses. RNA seq performed on zebrafish transcriptome reported the
downregulation of genes involved in cell proliferation, angiogenesis, and the immune system. Conversely, HCT116 cell transcripts
resulted not affected by AEA treatment. In vitro HCT116 culture, in fact, confirmed that AEA exposure did not affect cell proliferation
and viability, thus suggesting that the reduced tumor size mainly depends on direct effects on the fish rather than on the
transplanted cancer cells. AEA reduced cell proliferation and tumor angiogenesis, as suggested by socs3 and pcnpmRNAs and Vegfc
protein levels, and exerted anti-inflammatory activity, as indicated by the reduction of il-11a, mhc1uba, and csf3b mRNA. Of note,
are the results obtained in groups exposed to AM251, which presence nullifies AEA’s beneficial effects. In conclusion, this study
promotes the efficacy of AEA in personalized cancer therapy, as suggested by its ability to drive tumor growth and metastasis, and
strongly supports the use of zebrafish xenograft as an emerging model platform for cancer studies.
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INTRODUCTION
Over the last decades, cannabinoids have been extensively used in
palliative care to alleviate pain, relieve nausea and stimulate
appetite in cancer patients [1]. However, several studies so far
emphasized the importance of safety measures when using
cannabinoids to avoid cognitive function impairment [2]. On the
other hand, the role of cannabinoid-based drugs in the modula-
tion of oxidative stress processes that underpin cognitive
impairments emerged and recognized the endocannabinoid
system (ECS) as the leading player in this neuroprotective activity
[3]. Nevertheless, in the last years, most of the interest pointed
toward increasing the knowledge on the antitumoral activity of
cannabinoids, which depends on their capacity to interact with
ECS networks or other cellular pathways, affecting the develop-
ment/progression of diseases [4, 5]. Specifically, an increasing
number of reports highlighted the role of cannabinoids in cancer
spreading, invasion, angiogenesis, migration, and metastatic
mechanism [6–8]. ECS agonists, by binding to cannabinoid
receptors, can activate a Gi/o protein-coupled receptor that

triggers a signal cascade responsible for the down-regulation of
the proangiogenic factors, including vascular endothelial growth
factors (VEGFs) and angiopoietin-2 (Ang-2) [7]. Moreover, canna-
binoids inhibit angiogenesis and invasion, inducing the release of
tissue inhibitors of matrix metalloproteinases-1 (TIMP-1) that, in
turn, acts as an endogenous inhibitor of matrix metalloproteinase
2 (MMP2) [7]. Moreover, evidence regarding cannabinoid ability to
affect the Wnt pathway, thus altering the epithelial-mesenchymal
transition and chemoresistance, has been shown in different
tumor types and has been associated with a reduction of
β-catenin target genes and mesenchymal markers [9]. Focusing
on N-arachidonoyl-ethanolamine, anandamide (AEA), the canna-
binoid used in this study, previous in vitro results demonstrated its
role in the inhibition of breast tumor-induced angiogenesis [10]
and the alteration of metabolism, glycosylation profile, and
migration of metastatic melanoma cells [11].
Starting from this scenario, this study aims at investigating the

antitumoral effects of AEA on HCT116 cells, a human colorectal
carcinoma cell line, and gaining insight into the mechanisms of

Received: 16 August 2022 Revised: 8 December 2022 Accepted: 15 December 2022

1Department of Life and Environmental Sciences, Polytechnic University of Marche, Ancona, Italy. 2Biostructures and Biosystems National Institute, (INBB), Rome, Italy.
3Department of Animal and Aquatic Sciences, Faculty of Agriculture, Chiang Mai University, Chiang Mai, Thailand. 4National Research Council (CNR), Neuroscience Institute,
Padova, Italy. 5Department of Molecular Medicine, University of Padova, Padova, Italy. 6Department of Biology, University of Padova, Padova, Italy. 7Department of Fisheries,
Faculty of Fisheries and Environmental Sciences, Gorgan University of Agricultural Sciences and Natural Resources, Gorgan, Iran. 8These authors contributed equally: Francesca
Maradonna, Camilla M. Fontana. ✉email: hien.d@cmu.ac.th; o.carnevali@staff.univpm.it

www.nature.com/cddis

Official journal of CDDpress

1
2
3
4
5
6
7
8
9
0
()
;,:

http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-022-05523-z&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-022-05523-z&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-022-05523-z&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-022-05523-z&domain=pdf
http://orcid.org/0000-0001-7520-0814
http://orcid.org/0000-0001-7520-0814
http://orcid.org/0000-0001-7520-0814
http://orcid.org/0000-0001-7520-0814
http://orcid.org/0000-0001-7520-0814
http://orcid.org/0000-0003-1682-3696
http://orcid.org/0000-0003-1682-3696
http://orcid.org/0000-0003-1682-3696
http://orcid.org/0000-0003-1682-3696
http://orcid.org/0000-0003-1682-3696
http://orcid.org/0000-0002-1092-2653
http://orcid.org/0000-0002-1092-2653
http://orcid.org/0000-0002-1092-2653
http://orcid.org/0000-0002-1092-2653
http://orcid.org/0000-0002-1092-2653
http://orcid.org/0000-0001-8097-6369
http://orcid.org/0000-0001-8097-6369
http://orcid.org/0000-0001-8097-6369
http://orcid.org/0000-0001-8097-6369
http://orcid.org/0000-0001-8097-6369
http://orcid.org/0000-0001-5994-0572
http://orcid.org/0000-0001-5994-0572
http://orcid.org/0000-0001-5994-0572
http://orcid.org/0000-0001-5994-0572
http://orcid.org/0000-0001-5994-0572
https://doi.org/10.1038/s41419-022-05523-z
mailto:hien.d@cmu.ac.th
mailto:o.carnevali@staff.univpm.it
www.nature.com/cddis


action in vivo using a zebrafish xenograft model [12, 13].
Differently from patient-derived xenografts (PDX) and organoids
which have significant disadvantages, including long growth
times that introduce genetic and epigenetic changes to the tumor,
the zebrafish xenograft assay offers several advantages [14, 15].
Young embryos lack an efficient immune system and therefore,
the injected cancer cells are not rejected, and the formation of
primary tumors and micrometastases is rapid. In addition, imaging
of the small, transparent xenograft allows catching macroscopic
changes regarding AEA effects either on the HCT116 transplanted
cell or on the fish itself. All this macroscopic evidence will be
flanked by a deeper investigation using molecular tools, e.g RNA
seq and Western blot, which will provide bricks to understand the
mechanism of action of AEA on tumoral cell proliferation and
hopefully will be the starting point for future studies that will
consider the use of this cannabinoid for in vivo cancer therapy.

RESULTS
Effects of experimental treatments on tumor growth in
HCT116 zebrafish xenografts
The tumor volume was measured by confocal microscopy
evaluating HCT116 cell fluorescence. Interestingly, in xenograft
exposed to AEA, the tumor size resulted significantly smaller than

in Ctrl (Fig. 1A, B). This result suggested that AEA can affect tumor
growth by influencing normal cell proliferation. This hypothesis
was further supported by evidence obtained from xenografts
exposed either to 1-(2,4-dichlorophenyl)-5-(4-iodophenyl)-4-
methyl-N-1-piperidinyl-1H-pyrazole-3-carboxamide (AM251), a
cannabinoid 1 (CB1) receptor 1 inverse agonist/antagonist [16]/,
or AEA+ AM251, in which tumor size was similar to that of Ctrl
larvae (Fig. 1B). Metastatic deposits, one of the main issues in
cancer therapy, were further investigated in xenografts. HCT116
cell micro-metastasis were observed in all experimental groups,
but in fish exposed to AEA, a significant reduction was recorded
(4%) with respect to Ctrl fish (28%), suggesting the positive role
of AEA against this pathological process. A similar percentage
of fish presenting metastasis was observed among Ctrl (28%),
AM251 (28%), and AEA+ AM251 (24%) experimental groups
(Fig. 1C).

Effects of experimental treatments on tumor angiogenesis
The use of Tg(fli1:EGFP)y1 transgenic xenografts allows the
visualization of fish vascularization (Fig. 2A). In particular, in
these xenografts, a focus was made on blood vessels close to the
tumor area, directly involved in its support and growth. In fish
exposed to AEA, angiogenesis around the tumor (Fig. 2B)
resulted less developed than in the other experimental groups.

Fig. 1 AEA exposure controls tumor size and metastasis onset in xenografts. A Representative confocal z-stack images of 5 dpf (3 dpi)
larvae with tumor cells marked by the red fluorescence (Dil Vibrant red staining). Scale bar 100 µm. B Quantification of total Dil Vibrant Red
fluorescence. The mean value of the tumor size in Ctrl was settled as 100%. The error bar indicates SEM. C Percentage of larvae presenting
micrometastasis in the four experimental conditions. (Ctrl n= 66; AEA n= 73; AM251 n= 63; AEA+ AM251 n= 69 from five independent
experiments). Statistical analysis was performed using one-way ANOVA. *p < 0.01. Image created with Biorender.com.
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In particular, the intensity of the signal associated with blood
vessels that generate from the subintestinal area was lower than
in Ctrl. At the same time, no differences were found between Ctrl
and the groups receiving AM251 alone or in combination with
AEA. In addition, a deeper investigation obtained using the
Tg(mpeg1:EGFP)gl22 transgenic xenografts provided evidence
that the reduction of vascularization is not caused by different
recruitment of macrophages around the tumor area since a
similar number was found in all experimental groups (Supple-
mentary Fig. 2).

Evaluation of HCT116 cell metastatic potential in xenografts
These results set the basis for a more detailed analysis of the
effect of AEA on the occurrence of metastasis. Therefore HCT116
tumor cells were directly injected into the Cuvier’s vein, thus
forcing the metastasis appearance. Since evidence regarding
the specificity of the AEA effect was gained by performing
experiments with its inhibitor AM251, for this experiment only
two experimental groups were considered: Ctrl and AEA. More-
over, since the precise control of the number of HCT116 cells
injected in the Cuvier’s vein results sometimes very challenging,
3 h after the injection (3 hpi), the animals were divided into two
sub-groups on the basis of the number of circulating cells
injected: small and large (Fig. 3A). Xenograft from each group
was randomly divided between the two experimental conditions,
Ctrl and AEA treated. At 3 dpi, the number of metastatic cells
present in the animal (as the quantity of red fluorescence
detectable). As shown in Fig. 3C and D, AEA treatment reduces
metastasis growth when the tumor cells are directly placed into
blood circulation.

Zebrafish and HCT116 RNA-seq and RT-PCR Validation
Starting from the results above described, obtained by confocal
microscopy investigation, RNA sequencing analysis was per-
formed to unveil molecular markers involved in tumor cell
proliferation, angiogenesis, and immune response. Since a strong
variability among replicates was observed, one replicate per
experimental group was discarded. The choice of the samples to
discard was based on the overall clustering of all the samples
after principal component analysis and not only on the clustering
in specific comparisons.
Considering the Danio rerio genome, with respect to Ctrl, 38

differentially expressed genes (DEGs) were found in AEA larvae,
8 upregulated and 30 downregulated and 6 DEGs with respect
to AEA+ AM251 larvae, 2 upregulated and 4 downregulated.
No DEGs were found between AM251 and Ctrl larvae (see
Heatmaps, Fig. 4).
Regarding the Homo sapiens genome, no DEGs were found

among different experimental groups. RNAseq data can be
accessed through NCBI Bioproject—ID PRJNA911178
Nevertheless, the accuracy and reliability of RNA seq results

were supported by a series of Real-Time PCRs on either DEGs,
false-discovery rate (FDR) < 0.05, or not statistically significant
genes (FDR ≥ 0.05) selected considering their role in cell
proliferation, angiogenesis, and immune system (vegfaa, vegfab,
vegfd, mep1b, socs3, csf3b, il11a, mhcIuba, pcnp, casp3). Details
regarding the description of the selected genes are reported in
Supplementary Table 1.
PCR results among different experimental groups are reported in

Supplementary materials. As shown in Supplementary Figs. 3 and 4,
the relative abundance in a reverse transcription-quantitative

Fig. 2 AEA reduces vascularization in fli1-GFP positive xenografts. A Representative confocal z-stack images of 5 dpf (3 dpi) larvae with the
tumor highlighted by the red fluorescence (Dil Vibrant red staining) and blood vessels marked by the green fluorescence (Tg(fli1:EGFP)y1 line).
Scale bar 100 µm. The white box indicates the region of interest (ROI) selected to quantify the vascularization. B Quantification of total green
fluorescence of the ROI analyzed with Fiji. The mean value in the Ctrl was settled as 100%. The error bar indicates SEM. Statistical analysis was
performed using one-way ANOVA. *p < 0.05; (Ctrl n= 18; AEA n= 18; AM251 n= 19; AEA+ AM251 n= 16 from three independent
experiments). Image created with Biorender.com.
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polymerase chain reaction (RT-qPCR) was consistent with RNA-Seq
results, suggesting that the transcript identification and quantifica-
tion were highly consistent between the two techniques. Genes
selected from RNASeq analysis were in good accordance with the
expression intensities by RT-qPCR.

Molecular analysis of biomarkers involved in tumor cell
survival/growth
Western blot analysis on WT xenografts of Lc3A/B and Casp3 did
not show any significant changes among experimental groups. On
the contrary, Vegf-C and Il6 protein analysis revealed a significant
reduction in xenograft exposed to AEA. No significant changes
were induced in xenografts exposed to AM251 alone or in
combination with AEA (Fig. 5).

In vitro AEA effect on HCT116 cell proliferation
To investigate the effects of AEA exposure on cell viability and
proliferation, HCT116 cells were reared with five different AEA
concentrations in the range from 0.005 to 5 μM. In vitro tests were

carried out in low serum concentrations (i.e., 0.5% serum) to limit
cellular growth and increase cell responsiveness to the compound.
Indeed, the effect of cannabinoids is cell context-dependent,
being modulated by the presence of growth factors [17]. Cell
viability was evaluated using the CCK-8 assay after 72 h of
treatment but in contrast to what was previously observed in
animal models, all AEA concentrations had no anti-proliferative
activity (Supplementary Fig. 5).

Multivariate statistical analysis
PCA analysis was computed to visualize the entire dataset of
gene expression. This technique allows the visualization of
samples within groups as single points, plotted in a two-
dimensional space built with the calculated PCs. PC scores are
used to determine the position of the samples in the 2D space.
PC’s order indicates their importance in the dataset, with PC1
accounting for the highest amount of variation. From the PCA
analysis emerged that Ctrl overlapped with AM251 and AEA+
AM251 groups, while the AEA group clusters alone (Fig. 6A),

Fig. 3 AEA exposure reduces HCT116 metastatic ability. A HCT116 cells were directly injected into the Vein of Cuvier of 48-hpf WT larvae.
The image shows the experimental procedure and the division of xenografts considering the number of HCT116 circulating cells 3 hpi. Image
created with Biorender.com. B Stereomicroscope Representative Images of 3dpi Ctrl- (on the left) and AEA exposed xenografts (on the right).
White arrows pinpoint HCT116 cells in metastasis. C, D Integrated density of HCT116 metastatic tumor cells in 3 dpi zebrafish larvae injected
with small (C) and large (D) numbers of cells. The mean value of the integrated density in Ctrl was set as 100%. The error bar indicates SEM.
(Small: Ctrl n= 48; AEA n= 50. Large: Ctrl n= 34; AEA n= 25 from three independent experiments). Statistical analysis was performed using
Student’s t-test. ****p < 0.0001.
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with an overall satisfactory cumulative explained variance
(68.8%), showing the ability of AM251 to restore the Ctrl
condition when co-administered with AEA. A biplot was
generated, showing the loading analysis together with the
PCA (Fig. 6B). This analysis allows an understanding of the
contribution of variables in building the model. The loading of
each variable is displayed as red arrows and the name of each
variable is shown (Fig. 6C). The length of the arrows is directly
proportional to the contribution in the model and the distance
of the arrow point from the central axes reflects their
contribution to the PC1 or PC2. The two genes providing the
most variability for the model are socs3 and mhcluba, the first
possesses a contribution at almost the same level to both PCs,
and the second contributes more to PC1 than PC2. csf3b and
il11a, contribute to almost the same extent to the PC1 with a

very small contribution to PC2, while pcnp contribute to PC1 is
appreciable from the plot with little contribution to PC2.
Furthermore, vegfc and mep1b show only a slight effect only
on PC1, together with a very little contribution of IL-6 to the
model built inside the PC1.

DISCUSSION
Starting from the macroscopic evidence that xenografts exposed
to AEA presented a reduced sub-intestinal vascularization, thus
affecting tumor growth, the integration of results obtained by
this multidisciplinary approach strongly suggested AEA ability to
alter the tumor environment, causing less favorable conditions
for the proliferation of tumor cells, which viability resulted not
directly affected. In these xenografts, indeed, RNAseq revealed

Fig. 4 Heatmaps showing the list of DEG in zebrafish xenograft exposed to AEA and AEA+ AM251. A AEA vs. Ctrl. B AEA+ AM251 vs. Ctrl.
Color scales represent fold-change between two groups as described (green= downregulation, red= upregulation). Only significant DEGs
(FDR <= 0.05) have been included. Arrows show DEGs analyzed in this study.

Fig. 5 AEA effects on molecular targets involved in angiogenesis and inflammation. Insets show a representative Il6, Vegf-C, Casp3, Lc3A/B,
and β-Act Western Blot in the different experimental groups. Densitometric analysis of three independent experiments, a.u. (arbitrary units)
a Il6, b Vegf-C, c Lc3A/B, d Casp3. Different letters above each column indicate statistical differences among groups (one-way ANOVA,
P < 0.05).
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no differences among HCT116 cell transcripts regardless of the
treatment and this evidence was further observed by in vitro
cancer cell exposure to AEA. AEA exposure, indeed, did not affect
cell viability at each of the concentrations tested and deeper
analysis, focusing on the 10 nM concentration, revealed that the
exposure does not affect cell proliferation and apoptosis (data
not shown).
RNAseq analysis allowed the identification of a set of transcripts

that cooperate to create the proper microenvironment suited for
HCT116 cell proliferation and tumor vascularization. Among DEGs,
the suppressor of cytokine signaling 3, socs3, was selected
considering the cancerogenic role of the Socs3 protein in the
development of colorectal-, breast-, and ovarian cancer [18–20].
Several studies described its role in the regulation of key proteins
involved in inflammation, angiogenesis, and cell survival, includ-
ing Vegf, Il-6, and Bcl-2 [21–23], by activating the Il-6/Jak/Stat3
pathway [24]. Thus, the results obtained in this study suggested
that AEA by downregulating zebrafish socs3 mRNA possibly
contributes to the decrease of Il6 and Vegf proteins found in
xenografts exposed to AEA, measured by Western blot analysis,
probably affecting the Il6/Jak/Stat3 signaling. The key role of this
signal in the observed results was also confirmed by PCA.
Nevertheless, RNA-seq showed a decreasing trend, although not
significant, of jak1 and stat3 mRNA, resulting in line with studies
reporting the antiproliferative effect of AEA [9, 25, 26]. Concerning
Vegf family members, studies reported that a lower expression of
Vegf factor concurs with the reduction of tumor volume affecting
angiogenesis [27–29]. Therefore, as previously observed in vitro
[30] and in a mouse xenograft model [30], it can be assumed that
AEA might regulate tumor proliferation by reducing VEGF levels,
thus affecting the VEGF/VEGFR2- binding between endothelial-
and HCT116 cells. Moreover, VEGF can also be produced by tumor-
associated macrophages (TAMs) which under hypoxic conditions
[31], secrete VEGF [32]. In this regard, although no changes in
macrophage number were observed, it could be supposed that
AEA may not affect TAM migration, thus increasing their number,
but only VEGF secretion [33, 34] contributing to the creation of a
less favorable environment for tumor cell growth. Indeed it is
known that HCT116 cells express high VEGFR levels [30], which
guarantee their growth through paracrine/autocrine vascular
endothelial signaling [35]. Indeed, in colorectal cancer, the high
expression of Vegf is correlated with poor prognosis [36], and the
downregulation of VEGF-C leads to the reduction of tumor-
initiating cells and inhibition of metastasis [37], in this way
supporting the lack of metastasis observed in our xenograft.

Among AEA-induced DEGs, also the colony-stimulating factor
3 (granulocyte) b (csf3b), a pleiotropic cytokine that promotes
the activation of monocytes and macrophages [38], contributes
to angiogenesis by synthesizing VEGF, specifically at the early
stage of primitive endothelial tubule formation [39]. Thus, its
downregulation could contribute to the observed Vegf-C
protein decrease.
Several studies reported that AEA treatments could reduce

inflammation via the regulation of inflammatory target genes
and activation of inflammasome components [40, 41]. In this
contest, both RNA-seq analysis and Western blot data reported
a decrease in Il6 levels, supporting AEA anti-inflammatory
activity. Il6 high production, indeed, causes a rich inflammatory
environment and can promote the malignant transformation of
cancer cells supporting their proliferation, survival, and
metastatic dissemination [42–44]. It is known that IL6 leads to
STAT3 phosphorylation and dimerization by acting on tran-
scription of antiapoptotic-, angiogenic-, proliferating-, and
immune response factors including BCL-2, BCL-xL, VEGF, and
MMP2/9 [45].
In this regard, in this study, both human and zebrafish

transcriptome showed a bcl-2 downregulation, although not
statistically significant, which could be associated with Il6 reduction,
resulting in agreement with a previous study in IL6−/− mouse [46].
The lack of significant changes in bcl2 levels herein observed
suggests a marginal role of apoptosis in either tumor physiology or
larval growth. This result is endorsed by Caspase3 analysis, in which
mRNA and protein levels, did not change among experimental
groups, suggesting that apoptosis has a marginal role in this
specific phase of xenograft physiology.
Recently, a novel nuclear factor involved in cell cycle regulation,

transcription, and apoptosis was identified, the PEST-containing
nuclear protein (PCNP). This factor degrades residual proteins
linked with tumor cell growth and differentiation in a tissue-
specific manner [47, 48]. In this light, the downregulation of
zebrafish pcnp we measured might be associated with the
decrease, although not significant, of stat3 and stat5, affecting
the Il6/Jak/Stat3 signaling, above described.
In addition to Il6, AEA treatment affects also il11 transcript level.

Il11 is a cytokine related to the Il6 cytokine family controlling the
release of inhibitory nuclear factor NF-kB which serves as a
transcriptional activator of proinflammatory cytokines. It has been
detected in many organs including gastrointestinal tracts and the
liver [49, 50] and it has been shown to promote the progression of
CRC [51] and prostate cancer [52]. For the first time, in our model,

Fig. 6 PCA showing the clear segregation of AEA xenograft and the overlapping of Ctrl, AM251 e AEA+ AM251 groups. Score plot of Ctrl
(red), AEA (green), AM251 (blue), and AEA+ AM251 (light blue) A with 95% confidence region or B without 95% confidence region. Axes show
scores on PC1 (63%) and PC2 (19.3%). C Biplot shows the loading analysis with a red arrow representing the variables. The bottom and left
axes show scores on PC1 and PC2, top and right axes show loading values.
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it was shown that AEA administration induces a significant
downregulation of il11, possibly affecting the Il11/Stat3 pathway.
This result agrees with previous data describing the inhibition of
JAKs and STAT family members and interleukins by endocanna-
binoids and suggesting a role as a molecular entity with strong
anti-tumorigenesis potentiality [51].
An additional process analyzed was autophagy, which is

considered a double-edged sword since it can regulate tumor
suppression and tumor cell survival [53].
In this study, LC3 protein levels do not change significantly

among experimental groups. However, two possible scenarios
regulated by autophagy can be assumed in our xenografts: in
control and groups exposed to AM251, autophagy regulates
metabolite uptake favoring HCT116 proliferation, as previously
observed in different cancer cell lines [54, 55] while in AEA-
exposed xenografts, it can be assumed that autophagy exerts a
cytoprotective, tissue-protective and anti-inflammatory action
[56, 57], as supported by the reduction of proinflammatory
chemokines and in agreement with the results with human
keratinocytes exposed to AEA [58]. Moreover, the Major histo-
compatibility complex (MHC) is one of the protagonists in the
immune response and the recognition of non-self expressed on
the membrane of all nucleated cells. The principal function of
MHC-I is the presentation of peptide antigens to CD8+ T cells
triggering their differentiation [59] and thus aiding the immune
response. RNA-seq analysis on zebrafish transcriptome revealed
the downregulation of mhcIuba transcript, which shares a high
synteny with mammalian MHC [60] and suggests that AEA
treatment activates the Natural Killer mediated immune response,
thus promoting tumor cell death [61]. However, several studies are
still required since the control of AEA on recognition of non-self by
MHC-I should be deepened. Based on our transcript results,
we can speculate that its reduction could be correlated to the
decrease of il11 mRNA levels, as recently demonstrated in the
HD11 cell line [62]. It could be interesting to investigate how
endocannabinoids can mitigate the antigen-immune response,
not only focusing on the control of inflammation, but also on the
regulation between self and non-self.
Our results evidenced changes in the expression of genes

belong the metalloprotease family. The metalloproteases (ADAMs)
are extracellular proteases involved in connective tissue home-
ostasis, intestinal barrier function, and immunological processes.
Among them, meprins have a particular structure and functional
features: meprinα is a pro-angiogenic enzyme and promotes
tumor progression, while meprin is mainly related to some
diseases [63]. The substrates for the metalloproteases are many
transmembrane proteins such as pro-inflammatory cytokines
including TNF-a and IL6R [64, 65]. Moreover, meprins balance
the immune environment modulating the activity of IL1B, IL18,
and IL6 which are the primary products released in response to
tissue injury and inflammation [66, 67]. They are also involved in
ECM remodeling when an imbalance of cytokines and mono-
nuclear cells occurs in response to mechanical stress or ROS
production [68]. Surprisingly, in this study, the RNA-seq analysis
revealed an increase of mep1b gene expression, which, as
reported in several studies, should be associated with an increase
of cytokines by the leukocyte influx promotion [67] and tumor cell
migration [69]. Conversely, among DEG, Ils resulted downregu-
lated, suggesting that in our xenograft model, mep1b could be
only involved in larval development, possibly controlling the
active cellular progression typical of an early stage larva.
Collectively, our data suggest a pivotal role of AEA in the anti-

angiogenic, anti-proliferative, and anti-inflammatory process in
intercellular tumor-endothelial cell communication resulting in
the containment of tumor and evidenced that zebrafish larvae
xenografts constitute a promising fast assay for precision
medicine, bridging the gap between genotype and phenotype
in an in vivo setting.

MATERIALS/SUBJECTS AND METHODS
Experimental model
Wild-type Tuebingen (WT), Tg(fli1:EGFP)y1 [70], and Tg(mpe-
g1:EGFP)gl22 [71] transgenic zebrafish lines were used for the
different analyses. Tg(fli1:EGFP) y1 [70] expresses the EGFP under
the control of the promotor of the fli1 gene, an endothelial cell
marker [72] while the Tg(mpeg1:EGFP)gl22 line presents a Green
Fluorescent macrophage population. Fish were maintained
according to standard procedure. Embryos were obtained from
natural spawning and raised at 28.5 °C in a 12:12 light:dark (LD)
cycle in fish water (5 mM NaCl; 0.17 mM KCl; 0.33 CaCl2; 0.3 mM
MgSO4; pH= 7). All husbandry and experimental procedures
complied with the Italian and European Legislation for the
Protection of Animals used for Scientific Purposes (Directive
2010/63/EU). The age of embryos is indicated as hours post-
fertilization (hpf), hours post-injection (hpi), and days post-
fertilization (dpf) for all experimental data shown.

Cell culture and labeling
HCT116 cells were selected considering their dedifferentiated
phenotype, invasive and metastatic potential, and clinical
significance [73]. Cells were tested for mycoplasma (VenorGeM
Classic, Minerva Biolabs GmbH, # 11-1025) and cultured in RPMI
Medium 1640 with GlutaMAX-I (Thermo Fisher Scientific, Waltham,
USA, # 61870036,) supplemented with 10% fetal bovine serum
(FBS) (Thermo Fisher Scientific, Waltham, USA, #10270106) in a
humidified atmosphere containing 5% of CO2 at 37 °C. For
xenotransplantation, cells were washed, trypsinized, and re-
suspended in RPMI medium containing Dil Vybrant Red Fluor-
escent dye (Thermo Fisher Scientific, Waltham, USA, #V22885) for
20min at 37 °C. Cells were then centrifuged at 1200 rpm for 5 min,
the supernatant was discarded, and cells were washed two times
with PBS. Finally, cells were re-suspended in PBS for injection in
the zebrafish yolk.

Xenotransplantation
Wild type (WT), Tg(fli1:EGFP)y1, and Tg(mpeg1:EGFP)gl22 zebrafish
embryos at 48 hpf were immobilized with 0.04% tricaine (Merck
KGaA, Darmstad, Germany, #E10521) and positioned on a thick
film of 2% agarose in fish water. To investigate the tumor volume
and interaction with the host and the therapeutic molecules,
approximately 200–400 Dil-labeled (VybrantTM DiI) HCT116 cells
were injected into the inferior section of the yolk sac (Supple-
mentary Fig. 1). To investigate the metastatic potential of the
tumor, the same number of cells were injected directly into the
Cuvier’s vein. After injection, xenografts were maintained at 35 °C
until the end of the experiments. At 3 hpi, unsuccessfully injected
xenografts were discarded [74].

In vivo and in vitro drug administration
Arachidonylethanolamide (Anandamide—AEA) (Merck KGaA,
Darmstad, Germany, #94421-68-8) and 1-(2,4-Dichlorophenyl)-5-
(4-iodophenyl)-4-methyl-N-1-piperidinyl-1H-pyrazole-3-carboxa-
mide (AM251) (Merck KGaA, Darmstad, Germany, # 183232-66-8),
were dissolved in Ethanol 100% and further diluted in fish water
and used at 10 nM as previously described in [75, 76].

In vivo exposure
At 6 hpi zebrafish xenografts were randomly divided into four
experimental groups:

● Controls (Ctrl): exposed to Ethanol (EtOH)
● AEA: exposed to 10 nM AEA
● AM251: exposed to 10 nM AM251
● AEA+ AM251: exposed 10 nM AEA+ 10 nM AM251

Chemicals were daily replaced till 4 dpf. The control group
received the same amount of EtOH used to dissolve chemicals.
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The sample size for in vivo experiments is shown in figure
legends throughout the manuscript. The size of the samples
used in zebrafish experiments was determined by the alpha error
of 0.05 and the statistical power of 95%. The minimum number
of 6 controls and 6 mutated/treated samples was implied by the
sample population’s required size (Sample Size Calculator,
ClinCalc.com). The number of individual embryos that could be
made available for each experiment after fluorescence screening
also had an impact on sample size.
Gross congenital abnormalities, which typically affect 5–10%

of an egg clutch, were excluded from the analysis. The purpose
of the data exclusion is only to collect biologically meaningful
phenotypes resulting from the specific treatment and not from
sporadic changes that are frequently seen in wild animals.

In vitro exposure
Cell viability was determined using the cell counting Kit-8
colorimetric assay (CCK-8, Bimake, USA, # B34304). HCT 116 cells
were seeded in 96-well plates with RPMI 1640 (Thermo Fisher
Scientific, Waltham, USA, # 61870010) and 10% fetal bovine
serum (FBS) at a density of 5 × 103 cells/well. After 24 h of
incubation at 37 °C, the medium was removed and a new
culture medium containing 0.5% FBS and AEA were added. AEA,
in EtOH, was directly dissolved in cell culture medium to 50 µM
solution and then serially diluted to give a final test concentra-
tion of 5, 10, 100 nM, and 1 and 5 µM. Concentrations were
selected based on previous in vitro studies evaluating the anti-
carcinogenic AEA properties in different cell lines [77, 78]. Cells
were treated at 37 °C for 72 h changing the medium every day,
after which cell viability was measured. Briefly, 10 µl of CCK-8
reagent was added to each well and incubated for 30 min at
37 °C, then absorbance at 450 nm was measured using a
microplate reader (Infinite F200 PRO, Tecan, Männedorf,
Switzerland). The absorbance in the control group was
regarded as 100% cell viability. The percentage of viability
was calculated using the formula: “[OD (optical density) of
treated cells background absorbance/OD of untreated cells
(control)—background absorbance] × 100”. All controls and
samples were measured by four independent experiments with
five replicates for each concentration. Values are expressed as
the mean ± SD.

Live imaging
Totally, 3 dpi WT, Tg(fli1:EGFP)y1 and Tg(mpeg1:EGFP)gl22 xeno-
grafts were anesthetized with 0.04% tricaine, embedded in 1%
low-melting agarose, placed on a depression slide and analyzed
by confocal microscopy. The Nikon C2 confocal system (Nikon,
Minato, Japan), along with the software NIS ELEMENTS, was used
to record images. At 3 dpi, WT xenografts injected in the Cuvier’s
vein were anesthetized with 0.04% tricaine, embedded in 1% low-
melting agarose, placed on a depression slide and analyzed with
Leica DMR fluorescent microscope (Leica, Wetzlar, Germany) and
the Nikon DS-Fi2 digital camera.

Tumor volume, angiogenesis, and metastatic potential
quantification
All images of WT, Tg(fli1:EGFP)y1, and Tg(mpeg1:EGFP)gl22 xeno-
grafts obtained with the Nikon C2 confocal system were analyzed
using Fiji imaging software (https://imagej.net/software/fiji/). The
tumor size was obtained by calculating each Z stack’s tumor area
(red fluorescent structure), while the angiogenesis quantification
was performed using the image calculator process. To identify
only endothelial cells, HCT116 fluorescence signals were sub-
tracted from fli1-eGFP signals. Total signal intensity was calculated
according to previous work [79]. Macrophage analyses using the
Tg(mpeg1:EGFP)gl22 xenografts were performed by counting
the number of macrophages present in the area surrounding
the tumor. An equal area was selected for all the samples.

The percentage of animals with micrometastases was calculated
by counting the number of 3-dpi larvae with micrometastases in
all the different treatment conditions, despite being injected
exclusively in the yolk. The total fluorescence of the metastasis of
animals injected directly in the Cuvier’s vein was analyzed with the
imaging software Fiji, to observe the effect of therapeutic
molecules on the proliferation of metastases.

RNA extraction, cDNA synthesis, and Real-time PCR
Total RNA was extracted from 5 pools of ±20 larvae for each
experimental group, using RNAzol RT (Merck KGaA, Darmstad,
Germany, # R4533). Genomic DNA was removed by DNase I
digestion (Merck KGaA, Darmstad, Germany, # AMPD1). RNA
concentrations were determined by nanophotometer P330
(Implen, München, Germany) and integrity was assayed with
Bioanalyzer (Agilent, CA, USA). Part of the total RNA was used for
cDNA synthesis, and part was to create a library for RNA-seq. The
reverse transcription was conducted from 1 μg total RNA with
High-Capacity cDNA Reverse Transcription Kit (Applied Biosys-
tems, Waltham, Massachusetts, USA). The qRT-PCRs were
performed with the SYBR green method in a CFX thermal cycler
(Bio-rad, Milan, Italy) as previously described [80]. For each
experimental group, replicates (N= 5) were run in duplicate. The
final primer concentration was 10 pmol/μL. Ribosomal protein 13
(rpl13) and ribosomal protein 0 (rplp0) mRNAs were used
concomitantly to normalize target genes expression levels
analyzed by CFX Manager Software version 3.1 (Bio-Rad),
including GeneEx Macro Conversion and GenEx Macro files and
results are represented by bar-plots along with the standard
deviation. Specific primer pairs for target genes (Supplementary
Table 1) were designed with Primer-Blast.

RNA-seq analysis and differential expression analysis of
Homo sapiens/D. rerio xenografts
The starting dataset included RNA-seq reads from 12 samples
belonging to the four experimental groups, i.e., Ctrl, AEA, AM251,
and AEA+ AM251. The quality of the reads was assessed with the
software FASTQC (https://www.bioinformatics.babraham.ac.uk/
projects/fastqc/) then a trimming step was performed in order
to remove adapters and low-quality bases from the reads. The
following parameters were used: the minimum length was set to
35 bp and the quality score to 25. The software TRIMMOMATIC
[81] was used for this scope. On average, 140 million filtered reads
were obtained per sample.
The high-quality reads were aligned against the Homo sapiens

genome (GRCh38–104) and D. rerio genome (GRCz11–105) with
STAR aligner (version 2.7.9a) [82]. On average, 0.74% of the
total reads could be mapped uniquely on the human genome
and 81.76% of the reads could be mapped uniquely on the
zebrafish genome. In order to perform disambiguation between
the two species, the software disambiguate was used. Feature-
Counts (version 2.0.0) [83] was used to calculate gene expression
values as raw fragment counts. In addition, a normalization
was applied to the raw fragment counts by using the trimmed
mean of M-values and the fragments per kilobase million
normalizations.

Western blot analysis
Whole larval homogenates from 3 different pools of 15–20
larvae per group, were electrophoresed and transferred to PVDF
as previously described [84]. Briefly, 7 mg of each protein sample
was separated using 4% stacking and 10% separating sodium
dodecyl sulfate-polyacrylamide gel electrophoresis and electro-
blotted onto a filter using a mini trans-blot electrophoretic
transfer cell (Bio-Rad, Milan, Italy). The transfer was carried out
for 30 min using Trans-Blot TurboTM Transfer System. After
blocking in 2% bovine serum albumin (BSA; Merck KGaA,
Darmstad, Germany, # A2153) in PBS. The following primary
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antibody was used: LC3A/B (Cell Signaling, Beverly, MA, USA,
#BK4108S), Caspase 3 (Cell Signaling, Beverly, MA, USA, #
BK9661S), IL6 (Abcam, Cambridge, UK, #ab208113,) and VEGF-C
(Cell Signaling, Beverly, MA, USA, # BK2445S,) antibodies were
diluted 1:1000 in a solution containing 2% BSA and 0.1% TWEEN
20 in PBS and incubated overnight at 4 °C. β-actin antibody (Cell
Signaling, Beverly, MA, USA, # BK4967S) was used as internal
standard. The reaction was visualized with ECL-PLUS (GE
Healthcare, Milano, Italy) chemiluminescent reagent for Western
blotting. Densitometric analysis was performed using Fiji soft-
ware for Windows.

Statistical analysis
RNA-seq statistical analyses were performed with R with the
package edgeR. The edgeR package determines differential
expression using empirical Bayes estimation and exact tests
based on a negative binomial model. Genes with no expression,
i.e., zero counts, across all the samples were discarded. The
genes showing an FDR lower or equal to 0.05 were considered
statistically significant.
qPCR, Western blot, and imaging statistical analysis were

performed with Graph Pad Prism V9.0.1. (GraphPad Software,
Inc., San Diego, CA, USA). Data of all groups were normally
distributed as assessed using Shapiro–Wilk’s test (p > 0.05), and
there was homogeneity of variances, as assessed using Levene’s
test for equality of variances (p > 0.05). Data are presented as
means ± SEM or ±SD and were analyzed by one-way ANOVA
followed by Dunnett’s multiple comparison test. When the
collected data was expressed in percentage, arcsin transformation
was conducted before ANOVA. Asterisks (*) or different letters on
histogram bars indicate statistically significant changes among
groups. The p-values were set as p < 0.05.
Metaboanalyst 5.0 online platform (University of Aberta,

Edmonton, AB, Canada) was used to perform Unsupervised PCA
on a set of genes with p-value < 0.05 after normalization by a
median, log transformation, and Pareto scaling of the data set. To
visualize the separation among groups, a 2D score plot was
generated plotting the first two principal components and a biplot
was computed to obtain information on the importance of the
variables in the projection.

DATA AVAILABILITY
All data are presented in the main manuscript or the supplementary file. Additional
information will be provided by the corresponding author upon reasonable request.

REFERENCES
1. Sexton M, Garcia JM, Jatoi A, Clark CS, Wallace MS. The management of cancer

symptoms and treatment-induced side effects with cannabis or cannabinoids. J
Natl Cancer Inst. 2021;2021:86–98.

2. Skosnik PD, Cortes-Briones JA, Hajós M. It’s all in the rhythm: the role of canna-
binoids in neural oscillations and psychosis. Biol Psychiatry. 2016;79:568–77.

3. Boullon L, Abalo R, Llorente-Berzal Á. Cannabinoid drugs-related neuroprotection
as a potential therapeutic tool against chemotherapy-induced cognitive impair-
ment. Front Pharm. 2021;12:1–12.

4. Dariš B, Verboten MT, Knez Ž, Ferk P. Cannabinoids in cancer treatment: ther-
apeutic potential and legislation. Bosn J Basic Med Sci. 2019;19:14–23.

5. Iozzo M, Sgrignani G, Comito G, Chiarugi P, Giannoni E. Endocannabinoid system
and tumour microenvironment: New intertwined connections for anticancer
approaches. Cells 2021;10:3396.

6. Ramer R, Schwarz R, Hinz B. Modulation of the endocannabinoid system as a
potential anticancer strategy. Front Pharm. 2019;10:1–17.

7. Hinz B, Ramer R. Anti-tumour actions of cannabinoids. Br J Pharm. 2019;
176:1384–94.

8. Moreno E, Cavic M, Krivokuca A, Casadó V, Canela E. The endocannabinoid
system as a target in cancer diseases: are we there yet? Front Pharmacol.
2019;10:339.

9. Laezza C, Pagano C, Navarra G, Pastorino O, Proto MC, Fiore D, et al. The endo-
cannabinoid system: a target for cancer treatment. Int J Mol Sci. 2020;21:747.

10. Picardi P, Ciaglia E, Proto M, Pisanti S. Anandamide inhibits breast tumor-induced
angiogenesis. Transl Med. 2014;10:8–12.

11. Sobiepanek A, Milner-Krawczyk M, Musolf P, Kobiela T. Anandamide-modulated
changes in metabolism, glycosylation profile and migration of metastatic mela-
noma cells. Cancers. 2022;14:1419.

12. Fior R, Póvoa V, Mendes RV, Carvalho T, Gomes A, Figueiredo N, et al. Single-cell
functional and chemosensitive profiling of combinatorial colorectal therapy in
zebrafish xenografts. Proc Natl Acad Sci USA. 2017;114:E8234–43.

13. Groenewoud A, Forn-Cuní G, Engel FB, Snaar-Jagalska BE. XePhIR: the zebrafish
xenograft phenotype interactive repository. Database. 2022;2022:1–6.

14. Xiao J, Glasgow E, Agarwal S. Zebrafish xenografts for drug discovery and per-
sonalized medicine. Trends Cancer. 2020;6:569–79.

15. Chen X, Li Y, Yao T, Jia R. Benefits of zebrafish xenograft models in cancer
research. Front Cell Dev Biol. 2021;9:616551.

16. Correia-Sá IB, Carvalho CM, Serrão PV, Machado VA, Carvalho SO, Marques M,
et al. AM251, a cannabinoid receptor 1 antagonist, prevents human fibroblasts
differentiation and collagen deposition induced by TGF-β—an in vitro study. Eur
J Pharm. 2021;892:173738.

17. Sainz-Cort A, Müller-Sánchez C, Espel E. Anti-proliferative and cytotoxic effect of
cannabidiol on human cancer cell lines in presence of serum. BMC Res Notes.
2020;13:389.

18. Dai L, Li Z, Tao Y, Liang W, Hu W, Zhou S, et al. Emerging roles of suppressor
of cytokine signaling 3 in human cancers. Biomed Pharmacotherapy.
2021;144:753–3322.

19. Huang L, Hu B, Ni J, Wu J, Jiang W, Chen C, et al. Transcriptional repression of
SOCS3 mediated by IL-6/STAT3 signaling via DNMT1 promotes pancreatic cancer
growth and metastasis. J Exp Clin Cancer Res. 2016;35:1–15.

20. Ghafouri-Fard S, Oskooei VK, Azari I, Taheri M. Suppressor of cytokine signaling
(SOCS) genes are downregulated in breast cancer. World J Surg Oncol.
2018;16:226.

21. Kaplan MH. STAT signaling in inflammation. Jak-Stat. 2013;2:e24198.
22. Sepúlveda P, Encabo A, Carbonell-Uberos F, Miñana MD. BCL-2 expression is

mainly regulated by JAK/STAT3 pathway in human CD34+ hematopoietic cells.
Cell Death Differ. 2006;14:378–80.

23. Wei D, Le X, Zheng L, Wang L, Frey JA, Gao AC, et al. Stat3 activation regulates the
expression of vascular endothelial growth factor and human pancreatic cancer
angiogenesis and metastasis. Oncogene. 2003;22:319–29.

24. Jin HJ, Shao JZ, Xiang LX. Identification and characterization of suppressor of
cytokine signaling 3 (SOCS-3) homologues in teleost fish. Mol Immunol.
2007;44:1042–51.

25. Petrocellis De L, Melck D, Palmisano A, Bisogno T. The endogenous cannabinoid
anandamide inhibits human breast cancer cell proliferation. Pharmacology.
1998;95:8375–80.

26. Huang L, Ramirez JC, Frampton GA, Golden LE, Quinn MA, Pae HY, et al. Ana-
ndamide exerts its antiproliferative actions on cholangiocarcinoma by activation
of the GPR55 receptor. Lab Investig. 2011;91:1007–17.

27. Falcon BL, Barr S, Gokhale PC, Chou J, Jennifer F, Philippe D, et al. Reduced VEGF
production, angiogenesis, and vascular regrowth contribute to the antitumor
properties of dual mTORC1/mTORC2 inhibitors. Cancer Res. 2011;71:1573–83.

28. Peng N, Gao S, Guo X, Wang G, Cheng C, Li M, et al. Silencing of VEGF inhibits
human osteosarcoma angiogenesis and promotes cell apoptosis via VEGF/PI3K/
AKT signaling pathway [Internet]. Am J Transl Res. 2016;8:1005–15.

29. Zou Y, Guo CG, Zhang MM. Inhibition of human hepatocellular carcinoma tumor
angiogenesis by siRNA silencing of VEGF via hepatic artery perfusion. Eur Rev
Med Pharm Sci. 2015;19:4751–61.

30. Liu Z, Qi L, Li Y, Zhao X, Sun B. VEGFR2 regulates endothelial differentiation of
colon cancer cells. BMC Cancer. 2017;17:593.

31. Inagaki K, Kunisho S, Takigawa H, Yuge R, Oka S, Tanaka S, et al. Role of tumor-
associated macrophages at the invasive front in human colorectal cancer pro-
gression. Cancer Sci. 2021;112:2692–704.

32. Galdiero MR, Bonavita E, Barajon I, Garlanda C, Mantovani A, Jaillon S. Tumor
associated macrophages and neutrophils in cancer. Immunobiology.
2013;218:1402–10.

33. Kumari N, Choi SH. Tumor-associated macrophages in cancer: recent advance-
ments in cancer nanoimmunotherapies. J Exp Clin Cancer Res. 2021;41:68.

34. Peng J, Zhang X, Chen C, Cai S. Tumor-associated macrophages promote
angiogenesis and lymphangiogenesis of gastric cancer. J Surg Oncol.
2012;106:462–8.

35. Lichtenberger BM, Tan PK, Niederleithner H, Ferrara N, Petzelbauer P, Sibilia M.
Autocrine VEGF signaling synergizes with EGFR in tumor cells to promote epi-
thelial cancer development. Cell 2010;140:268–79.

36. Tokunaga T, Oshika Y, Abe Y, Ozeki Y, Sadahiro S, Kijima H, et al. Vascular
endothelial growth factor (VEGF) mRNA isoform expression pattern is corre-
lated with liver metastasis and poor prognosis in colon cancer. Br J Cancer.
1998;77:998–1002.

F. Maradonna et al.

9

Cell Death and Disease         (2022) 13:1069 



37. Khromova N, Kopnin P, Rybko V, Kopnin BP. Downregulation of VEGF-C expres-
sion in lung and colon cancer cells decelerates tumor growth and inhibits
metastasis via multiple mechanisms. Oncogene. 2011;31:1389–97.

38. Bussolino F, Wang JM, Defilippi P, Turrini F, Sanavio F, Edgell CJS, et al. Granu-
locyte- and granulocyte-macrophage-colony stimulating factors induce human
endothelial cells to migrate and proliferate. Nature. 1989;337:471–3.

39. Okazaki T, Ebihara S, Takahashi H, Asada M, Kanda A, Sasaki H. Macrophage
colony-stimulating factor induces vascular endothelial growth factor produc-
tion in skeletal muscle and promotes tumor angiogenesis. J Immunol.
2005;174:7531–8.

40. Pflüger-Müller B, Oo JA, Heering J, Warwick T, Proschak E, Günther S, et al. The
endocannabinoid anandamide has an anti-inflammatory effect on CCL2 expres-
sion in vascular smooth muscle cells. Basic Res Cardiol. 2020;115:34.

41. Sedeighzadeh SS, Galehdari H, Tabandeh MR, Shamsara M, Roohbakhsh A. The
Endocannabinoid, Anandamide, Acts as a Novel Inhibitor of LPS-Induced
Inflammasome Activation in Human Gastric Cancer AGS Cell Line: Involvement
of CB1 and TRPV1 Receptors. Mediators of Inflammation 2021(8):1–9.

42. Fisher DT, Chen Q, Skitzki JJ, Muhitch JB, Zhou L, Appenheimer MM, et al. IL-6
trans-signaling licenses mouse and human tumor microvascular gateways for
trafficking of cytotoxic T cells. J Clin Invest. 2011;121(10):3846–59.

43. Hartman ZC, Poage GM, Den Hollander P, Tsimelzon A, Hill J, Panupinthu N,
et al. Growth of triple-negative breast cancer cells relies upon coordinate
autocrine expression of the proinflammatory cytokines IL-6 and IL-8. Cancer
Res. 2013;73:3470–80.

44. Rose-John S. IL-6 trans-signaling via the soluble IL-6 receptor: importance for the
pro-inflammatory activities of IL-6. Int J Biol Sci. 2012;8:1237–47.

45. Xu J, Lin H, Wu G, Zhu M, Li M. IL-6/STAT3 is a promising therapeutic target for
hepatocellular carcinoma. Front Oncol. 2021;11:760971.

46. Kovalovich K, Li W, DeAngelis R, Greenbaum LE, Ciliberto G, Taub R.
Interleukin-6 protects against Fas-mediated death by establishing a critical
level of anti-apoptotic hepatic proteins FLIP, Bcl-2, and Bcl-xL. J Biol Chem.
2001;276:26605–13.

47. Afzal A, Sarfraz M, Li GL, Ji SP, Duan SF, Khan NH, et al. Taking a holistic view of
PEST-containing nuclear protein (PCNP) in cancer biology. Cancer Med.
2019;8:6335–43.

48. Wu DD, Gao YR, Li T, Wang DY, Lu D, Liu SY, et al. PEST-containing nuclear
protein mediates the proliferation, migration, and invasion of human neuro-
blastoma cells through MAPK and PI3K/AKT/mTOR signaling pathways. BMC
Cancer. 2018;18.

49. Calon A, Calon A, Espinet E, Espinet E, Palomo-Ponce S, Palomo-Ponce S, et al.
Dependency of colorectal cancer on a TGF-β-driven program in stromal cells for
metastasis initiation. Cancer Cell. 2012;22:571–84.

50. Fung KY, Louis C, Metcalfe RD, Kosasih CC, Wicks IP, Griffin MDW, et al. Emerging
roles for IL-11 in inflammatory diseases. Cytokine. 2022;149:1043–4666.

51. Putoczki TL, Thiem S, Loving A, Busuttil RA, Wilson NJ, Ziegler PK, et al.
Interleukin-11 is the dominant Il-6 family cytokine during gastrointestinal
tumorigenesis and can be targeted therapeutically. Cancer Cell.
2013;24:257–71.

52. Campbell CL, Jiang Z, Savarese DMF, Savarese TM. Increased expression of the
interleukin-11 receptor and evidence of STAT3 activation in prostate carcinoma.
Am J Pathol. 2001;158:25–32.

53. White E, DiPaola RS. The double-edged sword of autophagy modulation in
cancer. Clin Cancer Res. 2009;15:5308–16.

54. El Hout M, Cosialls E, Mehrpour M, Hamaï A. Crosstalk between autophagy and
metabolic regulation of cancer stem cells. Mol Cancer. 2020;19:27.

55. Lozy F, Karantza V. Autophagy and cancer cell metabolism. Semin Cell Dev Biol.
2012;23:395–401.

56. Chandrika BB, Yang C, Ou Y, Feng X, Muhoza D, Holmes AF, et al. Endoplasmic
reticulum stress-induced autophagy provides cytoprotection from chemical
hypoxia and oxidant injury and ameliorates renal ischemia-reperfusion injury.
PLoS ONE. 2015;10:e0140025.

57. Wang K, Chen Y, Zhang P, Lin P, Xie N, Wu M. Protective features of autophagy in
pulmonary infection and inflammatory diseases. Cells. 2019;8:123

58. Breton L, Leuti MMA, Lanuti M, Gueniche A, Chiurchiù RV, Rapino C, et al. Ana-
ndamide suppresses proinflammatory T cell responses in vitro through type-1
cannabinoid receptor-mediated mTOR inhibition in human keratinocytes. J
Immunol. 2016;197:3545–53.

59. Daniels MA, Devine L, Miller JD, Moser JM, Lukacher AE, Altman JD, et al. CD8
binding to MHC class I molecules is influenced by T cell maturation and glyco-
sylation. Immunity 2001;15:1051–61.

60. Dirscherl H, Mcconnell SC, Yoder JA, de Jong JLO. The MHC class I genes of
zebrafish. Dev Comp Immunol. 2014;46:11–23.

61. Cornel AM, Mimpen IL, Nierkens S, MHC Class I. Downregulation in cancer:
underlying mechanisms and potential targets for cancer immunotherapy.
Cancers. 2020;12:1760.

62. Truong AD, Hong Y, Ly VD, Nguyen HT, Nguyen CT, Vu HT, et al. Interleukin-
dependent modulation of the expression of MHC class I and MHC class II genes in
chicken HD11 cells. Dev Comp Immunol. 2020;110:103729.

63. Tredup C, Becker-Pauly C. Metalloproteases meprin α and meprin β in health and
disease. Encycl Cell Biol. 2016;1:691–8.

64. Althoff K, Reddy P, Voltz N, Rose-John S, Müllberg J. Shedding of interleukin-6
receptor and tumor necrosis factor α. Contribution of the stalk sequence to the
cleavage pattern of transmembrane proteins. Eur J Biochem. 2000;267:2624–31.

65. Matthews V, Stefan Schü Tze, Bussmeyer I, Ludwig A, Hundhausen C, Sadowski T,
et al. Cellular cholesterol depletion triggers shedding of the human interleukin-6
receptor by ADAM10 and ADAM17. J Biol Chem. 2003;278:38829–39.

66. Banerjee S, Bond JS. Prointerleukin-18 is activated by meprin Î2 in vitro and
in vivo in intestinal inflammation*. J Biol Chem. 2008;283:31371–7.

67. Herzog C, Haun RS, Kaushal GP. Role of meprin metalloproteinases in cytokine
processing and inflammation. Cytokine. 2019;114:18.

68. Arnold P, Boll I, Rothaug M, Schumacher N, Schmidt F, Wichert R, et al. Meprin
metalloproteases generate biologically active soluble interleukin-6 receptor to
induce trans-signaling OPEN. Sci Rep. 2017;7:44053.

69. Breig O, Yates M, Neaud V, Couchy G, Grigoletto A, Lucchesi C, et al. Metallo-
proteinase meprin α regulates migration and invasion of human hepatocarci-
noma cells and is a mediator of the oncoprotein Reptin. Oncotarget. 2017;8:7839.

70. Lawson ND, Weinstein BM. In vivo imaging of embryonic vascular development
using transgenic zebrafish. Dev Biol. 2002;248:307–18.

71. Travnickova J, Tran Chau V, Julien E, Mateos-Langerak J, Gonzalez C, Lelièvre E,
et al. Primitive macrophages control HSPC mobilization and definitive haema-
topoiesis. Nat Commun. 2015;6:6227.

72. Delov V, Muth-Köhne E, Schäfers C, Fenske M. Transgenic fluorescent zebrafish
Tg(fli1:EGFP)y1 for the identification of vasotoxicity within the zFET. Aquat Tox-
icol. 2014;150:189–200.

73. Rajput A, Dominguez San Martin I, Rose R, Beko A, LeVea C, Sharratt E, et al.
Characterization of HCT116 human colon cancer cells in an orthotopic model. J
Surg Res. 2008;147:276–81.

74. Cabezas-Sainz P, Guerra-Varela J, Carreira MJ, Mariscal J, Roel M, Rubiolo JA, et al.
Improving zebrafish embryo xenotransplantation conditions by increasing incu-
bation temperature and establishing a proliferation index with ZFtool. BMC
Cancer. 2018;18:1–12.

75. Migliarini B, Carnevali O. Anandamide modulates growth and lipid metabolism in
the zebrafish Danio rerio. Mol Cell Endocrinol. 2008;286:12–6.

76. Patsos HA, Greenhough A, Hicks DJ, Al Kharusi M, Collard TJ, Lane JD, et al. The
endogenous cannabinoid, anandamide, induces COX-2-dependent cell death in
apoptosis-resistant colon cancer cells HELENA. Int J Oncol. 2010;37:187–93.

77. Chiurchiù V, Rapino C, Talamonti E, Leuti A, Lanuti M, Gueniche A, et al. Ana-
ndamide suppresses proinflammatory T cell responses in vitro through Type-1
cannabinoid receptor–mediated mTOR inhibition in human keratinocytes. J
Immunol. 2016;197:3545–53.

78. Ma C, Wu T-T, Jiang P-C, Li Z-Q, Chen X-J, Fu K, et al. Anti-carcinogenic activity of
anandamide on human glioma in vitro and in vivo. Mol Med Rep. 2016;13:1558–62.

79. Facchinello N, Schiavone M, Vettori A, Argenton F, Tiso N. Monitoring Wnt signaling
in zebrafish using fluorescent biosensors. Methods Mol Biol. 2016;1481:81–94.

80. Giommi C, Habibi HR, Candelma M, Carnevali O, Maradonna F. Probiotic
administration mitigates bisphenol A reproductive toxicity in zebrafish. Int J Mol
Sci. 2021;22:9314.

81. Bolger AM, Lohse M, Usadel B. Trimmomatic: a flexible trimmer for Illumina
sequence data. Bioinformatics 2014;30:2114–20.

82. Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha S, et al. STAR: ultrafast
universal RNA-seq aligner. Bioinformatics 2013;29:15–21.

83. Liao Y, Smyth GK, Shi W. featureCounts: an efficient general purpose program for
assigning sequence reads to genomic features. Bioinformatics 2014;30:923–30.

84. Maradonna F, Gioacchini G, Falcinelli S, Bertotto D, Radaelli G, Olivotto I, et al.
Probiotic supplementation promotes calcification in Danio rerio larvae: a mole-
cular study. PLoS ONE. 2013;8:e83155.

ACKNOWLEDGEMENTS
The author wishes to thank Dr. Riccardo Aiese Cigliano from Sequentia Biotech
(www.sequentiabiotech.com) for his contribution to statistical analyses and the
technical staff of the Zebrafish Facility at the Department of Biology, UniPD.

FUNDING
The project was funded by The National Research Council of Thailand and was
realized within the grant agreement between Chiang Mai University (HVD) and
Polytechnic University of Marche (OC) “Manipulation of the endocannabinoid system
for cancer treatment: zebrafish as a model”.

F. Maradonna et al.

10

Cell Death and Disease         (2022) 13:1069 

http://www.sequentiabiotech.com


AUTHOR CONTRIBUTIONS
F.M. conceived, performed the molecular analysis, analyzed data, and wrote the
paper; C.M.F. realized xenografts, performed the xenograft exposure, performed
confocal analysis, analyzed data, wrote the related results, and revised the final
version of the MS; F.S. and C.G. performed molecular analysis, analyzed data and
wrote the paper; N.F. analyzed confocal microscopy results, wrote the results
and revised the final version of the MS; C.R. and M.C. prepared the HCT116 cells and
performed the in vitro cell culture assay; S.H.H. revised the paper; L.D. and H.V.D.
conceived and supervised the project and revised the final version of the MS; O.C.
conceived, supervised the project, and revised the paper.

COMPETING INTERESTS
The authors declare that the research was conducted in the absence of any
commercial or financial relationships that could be construed as potential competing
interests.

ETHICS STATEMENT
All husbandry and experimental procedures complied with the Italian and European
Legislation for the Protection of Animals used for Scientific Purposes (Directive 2010/
63/EU). The study was performed in accordance with the Declaration of Helsinki.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-022-05523-z.

Correspondence and requests for materials should be addressed to Hien Van Doan
or Oliana Carnevali.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2022

F. Maradonna et al.

11

Cell Death and Disease         (2022) 13:1069 

https://doi.org/10.1038/s41419-022-05523-z
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	A zebrafish HCT116 xenograft model to predict anandamide outcomes on colorectal cancer
	Introduction
	Results
	Effects of experimental treatments on tumor growth in HCT116 zebrafish xenografts
	Effects of experimental treatments on tumor angiogenesis
	Evaluation of HCT116 cell metastatic potential in xenografts
	Zebrafish and HCT116 RNA-seq and RT-PCR Validation
	Molecular analysis of biomarkers involved in tumor cell survival/growth
	In vitro AEA effect on HCT116 cell proliferation
	Multivariate statistical analysis

	Discussion
	Materials/subjects and methods
	Experimental model
	Cell culture and labeling
	Xenotransplantation
	In vivo and in�vitro drug administration
	In vivo exposure
	In vitro exposure
	Live imaging
	Tumor volume, angiogenesis, and metastatic potential quantification
	RNA extraction, cDNA synthesis, and Real-time PCR
	RNA-seq analysis and differential expression analysis of Homo sapiens/D. rerio xenografts
	Western blot analysis
	Statistical analysis

	References
	Acknowledgements
	Funding
	ACKNOWLEDGMENTS
	Author contributions
	Competing interests
	Ethics statement
	ADDITIONAL INFORMATION




