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Abstract 

Background  Endocannabinoids are small lipid molecules that have critical roles in cellular proliferation and func‑
tion. They are produced locally with their concentrations controlled via the endocannabinoid system (ECS). The 
important cellular functions of endocannabinoids have made them and the proteins that modulate their expres‑
sion targets of potential interest for treatment in many different diseases including gynaecological conditions. There 
is significant evidence of heredity differences in the response to both exogenous and endogenous cannabinoids 
that hampers the identification of effective targets. Whether compounds targeting endocannabinoids will be effec‑
tive therefore may rely on personal differences mediated through genetic architecture. To investigate the source 
of individual differences, we investigated the effects of genetic variants on the expression of the endocannabinoid 
system genes at both a systemic and individual tissue level with a particular focus on the female reproductive system 
and the endometrium.

Methods  We performed this analysis using publicly available datasets, including the 31,684 participants 
from the eQTLGen database and 838 donors to the GTEx database which includes 49 different sources of tissue, 
as well as an in-house database of 206 endometrial samples. Analysis of the eQTLGen data identified 22,020 eQTLs 
that influenced 43 of the selected 70 ECS genes.

Results  A comparison across 49 different tissues that included at least 70 different individuals in the GTEx data‑
set identified eQTL for 69 of the 70 different genes, confirming a tissue-specific influence. Comparisons among 11 
different physiological system indicated that the female reproductive system was associated with a fewer number 
of eQTLs. Finally, in the endometrium, we detected Bonferroni significant genetic effects on one individual gene fatty 
acid binding protein 3 (FABP3), an intracellular transporter that delivers endocannabinoids to the enzyme responsible 
for its inactivation, with a further 14 independent FDR significant eQTL for 13 ECS genes.

Conclusions  This is the first study to investigate the effects of genetic variants on the ECS gene transcription 
and indicates genetic variants have significant influence that are unique to each tissue. Our results highlight the effect 
of individual variation and the impact endocannabinoid based therapies may have on different tissue and physiologi‑
cal systems.
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Background
Endocannabinoids are endogenous lipid-based molecules 
that influence cellular function. The most well-charac-
terised endocannabinoids are anandamide (AEA) and 
2-arachdonoylglycerol (2-AG). Their expression is medi-
ated by a complex array of proteins and enzymes that 
together make up the endocannabinoid system (ECS) 
(Lu and Mackie 2016). The ECS is one of the most crucial 
systems in the human body, engaged in numerous physi-
ological processes including nociception, mood regula-
tion, cognitive function, neurogenesis, appetite, and lipid 
metabolism. It controls cellular functions including cell 
migration (Gentilini et al. 2010; McHugh et al. 2012), cell 
proliferation (Leconte et  al. 2010), cell survival (Bilgic 
et al. 2017) and inflammation (Resuehr et al. 2012; Iuvone 
et al. 2008). With such a wide array of functions, the ECS 
system has received increasing attention as a promising 
therapeutic target for many medical conditions includ-
ing gynaecological pathologies such as endometriosis, 
infertility, ectopic pregnancy and miscarriage. Ultimately 
however, the development of novel drugs has turned out 
to be a challenging task, potentially due to the complex 
nature of the endocannabinoid system, crosstalk with 
other systems, and possibly the influence of genetic vari-
ants on endocannabinoid activity.

Cannabis sativa, which contains the phyto-cannabinoid 
D9 tetrahydrocannabinol (THC) has long been used for 
medical purposes, particularly for the control of pain 
(Almogi-Hazan and Or 2020), although the efficacy of 
cannabis in clinical trials for chronic pain varies (Aviram 
and Samuelly-Leichtag 2017; Stockings et  al. 2018). A 
meta-analysis reported that genetic influences accounted 
for 48% of the total variance for cannabis use initia-
tion and 51% for problematic use (Verweij et  al. 2010). 
Twin-based studies have confirmed the role of genet-
ics in cannabis addiction (Revised American Society for 
Reproductive Medicine classification of endometriosis: 
1996 1997) and evidence from genome-wide association 
studies (GWAS) has identified genetic regions that medi-
ate this addiction risk (Hillmer et  al. 2021). A thorough 
understanding of the genetic regulation of endocannabi-
noid activity is lacking. Whether a similar genetic influ-
ence on other endocannabinoids occurs has not yet been 
assessed, but could be achieved through altered regula-
tion of ECS genes. An influence of genetic variants on 
genome-wide gene expression at regions termed expres-
sion quantitative trait loci (eQTL) is associated with 
15–100% of the variance in gene expression (Powell et al. 

2012), which underlies many human traits and diseases 
(Control and C. Genome-wide association study of 14, 
000 cases of seven common diseases and 3, 000 shared 
controls. 2007; Gamazon et al. 2018). eQTLs could con-
tribute to the regulation of the ECS at both a system and 
local level.

Endometriosis is a gynaecological condition defined 
by the presence of endometrial-like tissue outside the 
uterus and it is accompanied by a chronic inflammatory 
reaction. It is associated with symptoms such as dys-
menorrhoea, pelvic pain, dyspareunia, dyschezia and 
infertility (Giudice and Kao 2004; Moradi et  al. 2014), 
and is the most common cause of chronic pelvic pain in 
women (Fauconnier and Chapron 2005). Endometrio-
sis affects 6 to 10% of women of reproductive age, 50 to 
60% of women and teenage girls with pelvic pain, and up 
to 50% of women with infertility (Goldstein et  al. 1980; 
Eskenazi and Warner 1997). It significantly impacts the 
social participation and mental health of those affected 
(Nnoaham et  al. 2011). The ECS has been identified as 
a potential therapeutic target for endometriosis (Tanaka 
et al. 2020) and the use of cannabis has been shown to be 
effective in managing pain for some, but not all women 
(Hillmer et al. 2021). We have recently charted the signif-
icant variation in ECS genes in the endometrium across 
the different stages of the menstrual cycle and identified 
significant levels of individual gene expression variation.

Although genetic influences on the activity of endog-
enous and exogenous endocannabinoids are reported, 
the effect of genetic variants on the gene expression of 
the ECS has not previously been systematically exam-
ined. The objective of this study was to analyse the influ-
ence of genetic variants on genes associated with the 
ECS at both a systematic level in the bloodstream and 
in individual tissue types including the endometrium to 
determine the influence on gene expression and identify 
potential novel targets that should be considered for both 
targeting and efficacy in individual patients. Given the 
well-documented variation in endocannabinoid activity, 
understanding the impact of genetics will be of relevance 
in determining the suitability of patients to endocannabi-
noid-based treatment modalities.

Methods
Selection of the ECS genes
A priori gene selection was performed through a lit-
erature search using the search term ‘endocannabinoid’, 
and combinations of ‘pathway’, ‘synthesis’, ‘metabolism’ 
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or ‘transport’. These genes were published previously 
(Tanaka et al. 2022) and can be found in Supplementary 
Table 1. All genes relevant to the control of the ECS were 
catalogued and the ENSEMBL gene transcript IDs were 
determined, and gene expression data was extracted 
from the curated databases. ECS genes of interest were 
split into various categories based on their main func-
tion in the ECS including synthesizing enzymes, recep-
tors, transporters, and degradation enzymes. In total 70 
potential genes known to play a role in the ECS were 
assessed.

eQTLGen analysis of endocannabinoid genes
To determine the genetic effects on gene expression at 
both systemic and local tissue level we extracted sum-
mary-level statistics data from the eQTLGen (Võsa et al. 
2021), that includes gene expression and genotyping 
data from 31,684 participants through blood or periph-
eral blood mononuclear cells (PBMC) from 37 different 
patient cohorts. We restricted our analysis to the 70 a 
priori selected ECS genes.

eQTL analysis in local tissue using the GTEx dataset
To determine the presence of shared eQTLs across tis-
sue within the ECS we extracted summary-level statistics 
from the GTEx version 8 data that includes genotype and 
gene expression data from 838 donors and 17,382 sam-
ples from 52 tissues and two cell lines (Battle et al. 2017). 
GTEx is a consortium focused on identifying the influ-
ence of genetics on gene expression in a complex array 
of individual tissues. We analysed 49 tissues or cell lines 
that had at least 70 individuals and performed the analy-
sis on the 70 a priori selected genes.

Endometrial sample eQTL analysis
We analysed RNA-seq and genotype data from a previ-
ously published study (Mortlock et  al. 2020). Inclusion 
criteria were European ancestry and within reproductive 
age (18–49) and exclusion criteria were the use of hormo-
nal medication within 3 months prior to surgery, abnor-
malities in histopathological examination, ambiguous 
disease status or cycle stage. Menstrual cycle dating was 
performed via a histological assessment of each endome-
trial biopsy according to the Noyes criteria (Noyes et al. 
1960). DNA extraction, genotyping, and imputation, as 
well as RNA-seq and read alignment was performed as 
described previously (Battle et al. 2017).

RNA-seq libraries had a mean depth of 37,490,673 for 
178 samples and 120  bp paired-end reads on an Illu-
mina Hi Seq 2000 (Illumina, USA) for a mean depth of 
40,818,062 reads for 28 samples. eQTL analysis was per-
formed by sub-setting the 70 a priori selected endocan-
nabinoid genes and assessing the association with genetic 

variants. Analysis was restricted to genes expressed in 
greater than > 90% of samples and individual-level geno-
type data for 6,230,993 SNP were included in the analysis.

Statistical analysis
Statistical analysis of all data including the eQTLGen, 
GTex and endometrial data was performed with R and 
significance was assessed at both the false discovery 
rate (FDR) and Bonferroni’s cut-off applying a genome-
wide threshold. cis-eQTLs were defined as SNPs located 
within ± 250 kb from gene start and stop position, and a 
cis-eQTL analysis was performed with a linear regression 
model using the MatrixeQTL R package v2.2 (Shabalin 
2012).

Results
Systemic genetic influence on the ECS
We extracted summary statistics from the eQTLGen 
database, a consortium focused on investigating the 
genetic influence of gene expression in peripheral blood. 
We restricted our analysis to the a priori set of 70 genes 
selected from the literature and responsible for control-
ling endocannabinoid concentrations (Supplementary 
Table 1) and performed a cis-eQTL analysis. We identi-
fied 33,183 eQTLs that passed FDR significance influ-
encing 49 of the 70 selected genes. In an assessment of 
significance using Bonferroni’s cut-off we identified 
22,020 eQTLs that influence 43 genes, identifying a 
genetic influence on approximately 60–70% of the ECS 
genes in blood.

We have previously analyzed the expression of these 
genes by separating them into 4 distinct groups based on 
their role within the endocannabinoid system (Tanaka 
et  al. 2022). Using the FDR cut off we identified 18,794 
eQTL influencing 31 out of the 45 synthesizing enzymes, 
12,278 eQTLs influencing 11 out of the 12 catabolizing 
enzymes, 453 eQTL influencings 3 out of 7 transporter 
proteins and 1,658 eQTL influencing 4 out of 6 receptor 
genes (Table 1). Of these groupings, there appeared to be 
a strong genetic regulation on the catabolizing enzymes 
group compared to other functions, with eQTL for over 
90% of these genes (Fig. 1).

Tissue‑specific genetic regulation of the ECS
Endocannabinoids are short-lived molecules that are 
produced locally at the cell surface membrane and can 
influence individual tissues differently. In addition to 
determining whether underlying genetic architecture 
can influence endocannabinoid concentrations, we also 
assessed tissue-specific regulation by analyzing data 
from the GTEx database. Across all the tissue exam-
ined, PLA2G2E was the only gene for which no eQTL 
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was observed in any of the 49 tissues or cell lines. A list 
of genes that were under significant influence of eQTL in 
each tissue is presented in Supplementary Table 2.

This analysis found eQTLs were highly replica-
ble across tissues. Sun-exposed skin (47), esophageal 
mucosa (45), thyroid (44), whole blood (42), testis (42) 

and tibial nerve (42) were associated with the larg-
est number of ECS genes that were under significant 
genetic regulation (Fig. 2). In contrast, the kidney cor-
tex (3), uterus (7), substantia nigra (8), vagina (8) and 
spinal cord (10) were associated with the least num-
ber of ECS genes with significant eQTL. Separated by 
biological function, 45 synthesizing enzymes had sig-
nificant eQTLs in 17.9 tissues on average (Fig. 3A), 12 
catabolizing enzymes had significant eQTLs in 27.4 
tissues (Fig.  3B), 6 receptors had significant eQTLs in 
12.8 tissues (Fig. 3C), and 7 transporters had significant 
eQTLs in 11.4 tissues (Fig.  3D). Genetic regulation of 
catabolizing enzymes was observed in the most tissues, 
with eQTLs identified across all 49 of the different tis-
sues examined.

We subsequently divided the 49 tissues and cell lines 
into 11 categories based on physiological systems; cardio-
vascular, digestive, endocrine, integumentary, immune, 
musculoskeletal, nervous, urinary, respiratory, reproduc-
tive and other. Integumentary systems (consisting of sun-
exposed and non-sun-exposed skin) involved the largest 
number of ECS genes that were influenced by genotypes 
(mean 42.5 genes), followed by the respiratory system 
(consisting of lung, mean 38 genes) and musculoskeletal 
(consisting of muscle skeletal, mean 36 genes) (Fig.  4). 
The reproductive system (consisting of breast mammary 
tissue, ovary, uterus, vagina, prostate and testis) showed 
the second smallest number of ECS genes that were asso-
ciated with significant eQTLs (mean 20.5 genes), after 
the urinary system which consisted only of kidney cortex 
(mean 3). Furthermore, the female reproductive system 
showed a smaller number of ECS genes associated with 

Table 1  A list of 49 ECS genes associated with FDR significant eQTLs in eQTLGen

Synthesizing Catabolizing Transporter Receptor

Isoforms of PLA2 Isoforms of PLC Others

PLA2G12A PLCB1 ABHD4 ABHD12 FABP3 CNR1

PLA2G2C PLCB2 DAGLA ABHD6 FABP5 CNR2

PLA2G2D PLCB3 GDE1 ALOX12 FABP6 GPR55

PLA2G4A PLCD1 GDPD1 (GDE4) ALOX15 TRPV1

PLA2G4B PLCD3 GDPD3 (GDE7) ALOX5

PLA2G4C PLCD4 NAPEPLD CYP2D6

PLA2G6 PLCE1 NAT1 CYP4F2

PLA2G7 PLCG1 PLD1 FAAH

PLCG2 PLD2 MGLL

PLCH1 PTPN22 NAAA​

PLCH2 PTGS2 (COX-2)

PLCL1

PLCL2

Fig. 1  ECS genes effected by eQTLs in eQTLGen. We assessed 
the eQTLs that effected the 70 ECS genes and separated them based 
on their function within the system. The analysis identified very high 
proportion of the Catabolizing enzymes to be significantly impacted 
by genetic background
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eQTLs (mean 13.5) compared to the male reproductive 
system (mean 34.5 genes).

Genetic regulation of ECS in the endometrium
We subsequently examined eQTL in our in-house data-
set of endometrial samples (a tissue not present in the 
GTEx database). Of the 70 ECS genes selected a priori 
for examination, there was 1 gene with no discernible 
expression in any samples (PLA2G2E), 61 were expressed 
in 3 or more samples, and 40 were expressed in greater 
than 90% of all samples (Supplementary Table  3). We 
focused the subsequent analysis on these 40 genes con-
sistently expressed. Of these 40 genes included in the 
analysis, 29 genes encoded synthesizing enzymes, 8 
encoded catabolizing enzymes, 2 encoded transport pro-
teins and 1 encoded endocannabinoid membrane recep-
tor. Bonferroni correction for multiple testing detected 
genetic effects on gene expression in endometrium 
for one independent cis-eQTL, an endocannabinoid 
transport protein, fatty acid-binding protein 3 (FABP3) 
gene; rs115552871 on chromosome 1 (p = 4.85 × 10–10) 
(Table 3).

There were an additional 14 independent FDR sig-
nificant cis-eQTLs (p < 5.32 × 10–4) for 13 ECS genes 
(Table  2). Nine genes encode enzymes responsible for 
endocannabinoid production (3 isoforms of PLC includ-
ing PLCH2, PLCG2 and PLCE1, 3 isoforms of PLA2 
including PLA2G12A, PLA2G4B and PLA2G4C, two 

GDEs 1 and 4 [also known as GDPD1], and ABHD4), 3 
genes encode catabolizing enzymes (NAAA​, ABHD12 
and ALOX5), and a transporter FABP3 gene. None of the 
endocannabinoid receptor genes had significant eQTLs 
in the endometrium. Two secondary signals were identi-
fied for FABP3 and NAAA​. Normalized gene expression 
at each genotype for these 13 primary and 2 secondary 
signals for each genotype are presented in Fig. 5. Finally 
a list of ECS genes with significant eQTL in the ovary, 
uterus and ovary from the GTEx and in the in-house 
endometrial database is shown in Table 3.

For those 13 ECS genes for which there were inde-
pendent FDR significant cis-eQTLs (p < 5.32 × 10–4), 
NAAA​ was the most commonly influenced by genotypes 
across 49 tissues and cell lines (48 out of 49 tissues and 
cell lines). Other commonly influenced ECS genes were 
ABHD12 (43 tissues), ALOX5 (31 tissues), PLA2G4C (45 
tissues), and PLA2G4B (40 tissues). In contrast, GDE4 
was the least likely gene to be influenced by genetic vari-
ants (16 tissues), followed by FABP3 (19 tissues).

Discussion
Our analysis of genetic effects on genes within the ECS 
across tissue using the eQTLGen and GTEx database 
indicated variation in both the extent and identity of 
genes influenced in each tissue type. The in-house endo-
metrial dataset analysis determined that 49 out of 70 ECS 
genes were significantly impacted by genetic variants 

Fig. 2  ECS genes associated with significant eQTL in different tissues. Analysis of the GTex database containing genotype and gene expression 
values for 47 different tissues identified variation in the number of eQTL-regulating ECS-associated genes
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indicating a potential influence on endocannabinoid bio-
activity within the endometrium through an impact on 
intracellular transport and non-canonical degradation 
pathways. Together these data indicate a role for genetic 
regulation on endocannabinoid activity with the poten-
tial to control local concentrations. Genetic influence 
should be considered when assessing novel compounds 
and their efficacy.

Comprehensive analysis of the eQTLGen database 
has now shown that there are > 16,000 genes influenced 
by common genetic variants, representing approxi-
mately 80% of genes expressed in most tissue (Võsa 
et  al. 2021), highlighting the important influence of 

genetics on gene expression across the entire genome. 
In this study we found only 61.4% of the ECS genes 
were significantly impacted at the systemic level, sug-
gesting a slightly lower level of influence compared to 
what could be expected, based solely on the number 
of genes influenced. When separating genes based on 
their function it appears the major influence occurred 
on enzymes that were responsible for breaking down 
endocannabinoids with 11 out 12 impacted (91.7%), 
including FAAH, MGLL, NAAA​ and COX-2, which may 
ultimately influence the bioactive time of endocannabi-
noids in the blood and have implications for the phar-
macokinetic effects of both endogenous and exogenous 

Fig. 3  Tissue and cell line in which the ECS genes were associated with significant eQTL in GTEx database. Analysis of individual genes in different 
tissues indicated the genetic regulation of some genes was more common than others. This analysis was split by genes that encode A) Synthesising 
genes, B) Catabolising genes, C) Receptor genes and D) Transporter genes. The read bar and dotted line indicate the Mean number of eQTLs 
for each tissue
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cannabinoids. Previous evidence has indicated there 
are differences in time-dependent clearance of THC 
between individuals (Huestis 2007).

From the analysis of these genes in the GTEx database, 
we were able to assess the genetic effects on gene expres-
sion of 838 individuals in a total of 52 different tissues. 
This analysis indicated that many of the ECS genes were 
influenced by genetic variation across different tissues. 
There was a variation in both the number and identity of 
genes that were influenced in each tissue, suggesting local 
differences in the impact on endocannabinoids concen-
trations. The physiological system with potential for the 
most significant regulation by genetic effects was the skin 
while the female reproductive system showed a smaller 
number of ECS genes with significant eQTLs. However, 
a variation in the sample size for the different tissues in 
the GTEx database should be noted. The Kidney which 
was associated with the least number of ECS genes with 
significant eQTL and the female reproductive organs 
had smaller sample sizes. Comparison across the female 
reproductive system organs and the endometrium identi-
fied that NAAA was under the genetic regulatory influ-
ence across all organs.

Previous studies have also confirmed clinical sig-
nificance for genetic variants that influence the ECS. 
In candidate gene studies, SNPs in CNR1 (rs2023239) 
and FAAH (rs324420) have been associated with sub-
stance abuse and functional changes in cannabinoid 
regulation. This mutation in FAAH produces a non-
synonymous 385C variant and a mutant FAAH enzyme 
characterised by reduced cellular stability (Onaivi et al. 

2002). Gene-based tests identified four genes associated 
with lifetime cannabis use, NCAM1, CADM2, SCOC 
and KCNT2 (Stringer et  al. 2016), although their role 
in the ECS system is unclear. In a genome-wide asso-
ciation study (GWAS) that included 32,330 patients 
from 13 cohorts, and a replication set of 4 cohorts, with 
5,627 patients found no genes reached genome-wide 
significance. A more recent GWAS including 20,916 
case samples with 363,116 control samples and focus-
sing on cannabis use disorder identified two genome-
wide significant loci rs7783012 near FOXP2 and 
rs4732724 near CHRNA2 and EPHX2 (Johnson et  al. 
2020).

Given the potential interest in endocannabinoid treat-
ments for reproductive conditions that cause pelvic pain, 
such as endometriosis, we assessed the genetic effect 
on genes in the endometrium. The ECS are expressed 
in abundance in the female reproductive tract and are 
implicated in both pain and inflammation (Guindon and 
Hohmann 2009). We identified one eQTL that passed 
Bonferroni significance; FABP3 rs115552871 on chro-
mosome 1. FABPs are intracellular carrier proteins that 
deliver endocannabinoid AEA from the plasma mem-
brane to intracellular FAAH for inactivation (Kaczo-
cha et  al. 2009). Although AEA uptake and subsequent 
hydrolysis were elevated with FABP5 and FABP7 and 
not with FABP3 using cell lines derived from monkey 
kidney cells (COS-7) and mouse nerve cells (N18TG2) 
(Kaczocha et  al. 2009), AEA and 2-AG were found to 
have higher affinities to human FABP3 compared to 
FABP5 and FABP7 (Elmes et  al. 2015). These genotypes 

Fig. 4  The number of ECS genes associated with significant eQTL separated by physiological system A) in 11 physiological systems. B) The 
reproductive system is divided into male and female reproductive systems
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Fig. 5  Genetic effects on normalized gene expression for 2 Bonferroni and 13 FDR significant eQTLs identified in the endometrial tissue. 
A genome-wide Bonferroni significant eQTL was identified for A) rs115552871- FAPB3, with subsequent FDR significant eQTLs observed for B) 
rs4494186- FAPB3, C) rs4815398-ABHD12, D) rs13112512-NAAA, E) rs140932685, F) rs2911412-PLCG2, G) rs10134789, H) 10:45817178G:T -ALOX5, I) 
rs4968349, J) rs12731309 K) rs13117504 = PLA2G12A, L) rs12460905, M) rs34032820, N) rs1107858, rs7200688-GDE1
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which significantly affect FABP3 gene expression may 
lead to critical differences in AEA and further con-
tribute to a genetic influence on bioactive timeline for 
endocannabinoids.

Our findings of the effects of individual genotypes on 
the expression of the ECS may suggest possible clinical 
implications with the use of exogenous cannabinoids. 
Cannabis has a long history of use for various conditions 
including dysmenorrhea, a cardinal symptom of endo-
metriosis. Research has demonstrated that exogeneous 
cannabinoids such as THC (Aggarwal 2013; Rahn and 
Hohmann 2009), ∆9-Tetrahydrocannabivarin (THCV) 
(Bolognini et  al. 2010) and Cannabidiol (CBD) exert 
analgesic and anti-inflammatory effects (Bouaziz et  al. 
2017), and cannabis scored the highest self-rated effec-
tiveness among a list of self-management modalities by 
women with endometriosis (Armour et al. 2019). Resem-
bling endocannabinoids, THC and CBD were also shown 
to bind to human FABPs including FABP3 (Elmes et  al. 
2015). Identifying genetic variants that influence FABP3 
expression and subsequent endocannabinoid bioactivity 
may have a future role in formulating personalized treat-
ment, and predicting treatment response and side effects 
for those who are prescribed exogenous cannabinoids.

In addition to the transporter protein FABP3, we 
found that gene expression of a number of synthesizing 
and catabolizing enzymes in the endometrium are also 
under the influence of eQTLs. There are four routes for 
AEA synthesis. The most widely accepted pathway is the 
single-step, direct synthesis from hydrolysis of its mem-
brane precursor NAPE by the enzyme NAPEPLD (Marzo 
et al. 1994; Wang et al. 2006; Ueda et al. 2005; Okamoto 

et al. 2004). The remaining three pathways are two-step 
processes. Firstly, conversion of NAPE to phospho-
anadamide (p-AEA) by phospholipase C (PLC) followed 
by dephosphorylation by the protein tyrosine phos-
phatase N22 (PTPN22) (Liu et al. 2006, 2008). Secondly, 
hydrolysis of NAPE to 2-lyso-NAPE by phospholipase 
A2 (PLA2) and then to AEA by GDE4 or 2-lyso-phos-
pholipase D (LysoPLD) (Sun et  al. 2004; Tsuboi et  al. 
2013). Finally, conversion of NAPE to glycerophospho-
arachidonyl ethanolamide (Gp-AEA) by double-deacyla-
tion by the enzyme α/β hydrolase 4 (ABHD4) followed 
by a specific phosphodiesterase (glycerophosphodiester 
phosphodiesterase 1: GDE1) (Simon and Cravatt 2006, 
2010). Our analysis indicates that gene expression for the 
majority of AEA synthesizing enzymes that are involved 
in the two-step degradation processes are under genetic 
regulation (3 isoforms of PLC, 3 isoforms of PLA2, two 
GDEs 1 and 4, and ABHD4).

Endocannabinoid signaling is controlled through a bal-
ance of on demand synthesis and prompt catabolism (Basa-
varajappa 2007; Howlett et al. 2011), and endocannabinoids 
continue to exert their activity until degraded. Fatty acid 
amide hydrolase (FAAH) is the main enzyme responsible 
for degradation of AEA (Cravatt et al. 1996; Giang and Cra-
vatt 1997). In addition, AEA is subjected to oxygenation by 
a number of enzymes including cyclooxygenase-2 (COX-2) 
(Rouzer and Marnett 2011; Kozak et al. 2002), 5-, 12- and 
15-lipoxygenase (5-/12-/15-LOX) (Hampson et  al. 1995; 
Stelt et al. 2000), and several cytochrome P450 monooxy-
genases (P450s) (Snider et al. 2010; Urquhart et al. 2015). 
Monoacylglycerol lipase (MAGL) is the chief 2-AG degrad-
ing enzyme (Marzo et  al. 1999a, 1999b), and there are at 
least three other hydrolases: FAAH, α/β-hydrolase domain 
containing (ABHD) 6 and ABHD12 (Blankman et al. 2007). 
Our results revealed that in the endometrium while there is 
no genetic influence on the expression of the main degrad-
ing enzymes, FAAH and MAGL, eQTLs alter the expres-
sion of 3 catabolizing enzymes, NAAA, ABHD12, and 
ALOX5. NAAA deactivates palmitoylethanolamide (PEA) 
which is involved in the control of pain and inflamma-
tion, and pharmacological inhibition of NAAA has been 
reported for parkinsonism and neuropathy (Palese et  al. 
2022; Toma et al. 2021).

One of the limitations of the study is the homogeneity 
of the study population. While the eQTLGen consortium 
incorporates 37 datasets, many are based on individuals 
living in urban centres primarily from Europe and Asia. 
More than 85% of the GTEx version 8 and all individu-
als in our database of endometrial samples are of Euro-
pean ancestry. Consequently, most eQTL studies have 
been based on individuals of European ancestry and are 
underrepresented in other populations. As eQTL map-
ping results can vary substantially across populations 

Table 3  A list of the ECS genes with significant eQTL across the 
female reproductive system

GTEx In-house database

Ovary Uterus Vagina Endometrium

ABHD12 ABHD12 CYP2D6 ABHD4
ALOX12 ALOX5 CYP4F2 ABHD12
CYP2D6 CYP2D6 NAAA​ ALOX5
NAAA​ NAAA​ NAPE-PLD FABP3
PLA2G2A NAT2 NAT1 GDE1
PLA2G4B PLA2G4C PLA2G12A GDPD1
PLA2G4C PLCB2 PLA2G4C NAAA​
PLA2G5 TRPV1 PLA2G12A
PLA2G6 PLA2G4B
PLCE1 PLA2G4C
TRPV1 PLCE1

PLCG2
PLCH2
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with diverse genetic backgrounds due to differences in 
allele frequencies and linkage disequilibrium patterns 
(Kelly et al. 2017), establishment of database that repre-
sent diverse population is warranted.

In this study, we have assessed the gene expression that 
encodes proteins that regulate the ECS system and have 
identified, multiple and significant influences on gene 
expression that could impact endocannabinoid bioactiv-
ity and consequences. We have investigated the largest 
available public datasets and identified significant genetic 
influences. We have not directly assessed endocan-
nabinoid expression in the local tissue. Instead, we have 
focused on the genes that regulate the system as a proxy 
for endocannabinoid concentrations. This is because 
firstly endocannabinoids are lipid molecules with short-
lived duration and assessing their concentration at one 
particular time point does not account for the significant 
variation that can occur in a time-dependent manner, 
making the influence of genetic effects difficult to estab-
lish. Secondly, we are interested in understanding the 
important molecules that regulate the endocannabinoid 
regulation and that may provide potential drug targets.

Human genetic diversity are major determinants of 
interindividual variability in susceptibility to diseases, 
response to therapy, and the clinical outcomes (Marian 
2020). We investigated the effects of genetic variants on 
the expression of the ECS genes at both a systemic and 
individual tissue level. The analysis of the GTEx database 
indicated that while many ECS genes were influenced 
by genetic variation across different tissues, the female 
reproductive system was associated with one of the least 
degrees of influence from genetic variants, suggesting 
that it is resistant to interindividual variability. The most 
significant eQTL in the endometrium involved FABP3, 
intracellular carrier proteins that deliver endocannabi-
noid AEA from the plasma membrane to intracellular 
FAAH for inactivation, identifying it as the potential 
candidate as a predictor of susceptibility to endometrial 
diseases or response to endocannabinoid system based 
therapeutics in such diseases.

Conclusions
In summary, this is the first study to investigate the effects 
of genetic variants on the regulation of genes that encode 
and regulate the ECS. We have assessed an exhaustive 
list of genes that have been implicated in the ECS and 
have investigated large-scale publicly available data, as 
well as our existing endometrial data to determine the 
effects of genetic regulation in the ECS system across 
different tissue types including tissues for diseases that 
have been suggested to benefit from ECS modulation. 
Together with the existing knowledge of the complex 
ECS and their interaction with exogenous cannabinoids, 

this study provides pioneering information on potential 
clinical implications of genetic background that may have 
significant local and systemic effects on endocannabinoid 
modulation.

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s42238-​025-​00275-x.

Supplementary Material 1.

Supplementary Material 2.

Supplementary Material 3.

Acknowledgements
Not applicable.

Authors’ contributions
KT, AAA, GWM and BM were responsible for the conception and design of 
the present study. PAWR, SJH, JFD and WTT acquired the clinical and surgi‑
cal data. PAWR, SJH, JFD and WTT acquired the histological and RNA data. 
SM was responsible for statistical analysis. All authors drafted the work and 
revised it critically for important intellectual content. All authors have read and 
approved the final manuscript.

Funding
This project was funded by National Health and Medical Research Council 
(NHMRC) under project grants GNT1026033, GNT1049472, GNT1046880, 
GNT1050208, GNT1105321, GNT1083405 and GNT1107258.

Data availability
Not applicable.

Declarations

Ethics approval and consent to participate
This study was approved by the Human Research Ethics Committee (HREC) of 
the RWH (Projects 11–24 and 16–43), the Melbourne IVF HREC (Project 05–11) 
and the University of Queensland HREC (2016000746).

Consent for publication
No applicable.

Completing interests
The authors declare that they have no completing interests.

Author details
1 Department of Obstetrics and Gynaecology, The Royal Brisbane and Women’s 
Hospital, Brisbane, QLD, Australia. 2 Faculty of Medicine, University of Queens‑
land, Brisbane, QLD, Australia. 3 Institute for Molecular Bioscience, University 
of Queensland, St Lucia, Brisbane, QLD 4072, Australia. 4 Department of Obstet‑
rics and Gynaecology, University of Melbourne, Parkville, VIC 3052, Australia. 
5 Gynaecology Research Centre, Royal Women’s Hospital, Parkville, VIC 3052, 
Australia. 6 Julia Argyrou Endometriosis Centre, Epworth HealthCare, Rich‑
mond, VIC 3121, Australia. 7 Department of Biomedical Research, University 
of Berne, Murtenstrasse 35, CH‑3010 Berne, Switzerland. 

Received: 17 November 2023   Accepted: 28 March 2025

References
Aggarwal SK. Cannabinergic pain medicine: a concise clinical primer and sur‑

vey of randomized-controlled trial results. Clin J Pain. 2013;29(2):162–71.

https://doi.org/10.1186/s42238-025-00275-x
https://doi.org/10.1186/s42238-025-00275-x


Page 12 of 13Tanaka et al. Journal of Cannabis Research            (2025) 7:29 

Almogi-Hazan O, Or R. Cannabis, the Endocannabinoid System and Immunity-
the Journey from the Bedside to the Bench and Back. Int J Mol Sci. 
2020;21(12):4448.

Armour M, Sinclair J, Chalmers KJ, Smith CA. Self-management strategies 
amongst Australian women with endometriosis: a national online 
survey. BMC Complement Altern Med. 2019;19(1):17.

Aviram J, Samuelly-Leichtag G. Efficacy of Cannabis-Based Medicines for 
Pain Management: A Systematic Review and Meta-Analysis of Rand‑
omized Controlled Trials. Pain Physician. 2017;20(6):E755–96.

Basavarajappa BS. Neuropharmacology of the endocannabinoid signaling 
system-molecular mechanisms, biological actions and synaptic plastic‑
ity. Curr Neuropharmacol. 2007;5(2):81–97.

Battle A, Brown CD, Engelhardt BE, Montgomery SB. Genetic effects on gene 
expression across human tissues. Nature. 2017;550(7675):204–13.

Bilgic E, Guzel E, Kose S, Aydin MC, Karaismailoglu E, Akar I, et al. Endocan‑
nabinoids modulate apoptosis in endometriosis and adenomyosis. 
Acta Histochem. 2017;119(5):523–32.

Blankman JL, Simon GM, Cravatt BF. A comprehensive profile of brain 
enzymes that hydrolyze the endocannabinoid 2-arachidonoylglycerol. 
Chem Biol. 2007;14(12):1347–56.

Bolognini D, Costa B, Maione S, Comelli F, Marini P, Di Marzo V, et al. The 
plant cannabinoid Delta9-tetrahydrocannabivarin can decrease signs 
of inflammation and inflammatory pain in mice. Br J Pharmacol. 
2010;160(3):677–87.

Bouaziz J, Bar On A, Seidman DS, Soriano D. The Clinical Significance of 
Endocannabinoids in Endometriosis Pain Management. Cannabis Can‑
nabinoid Res. 2017;2(1):72–80.

Cravatt BF, Giang DK, Mayfield SP, Boger DL, Lerner RA, Gilula NB. Molecular 
characterization of an enzyme that degrades neuromodulatory fatty-
acid amides. Nature. 1996;384(6604):83–7.

Di Marzo V, Fontana A, Cadas H, Schinelli S, Cimino G, Schwartz JC, et al. 
Formation and inactivation of endogenous cannabinoid anandamide 
in central neurons. Nature. 1994;372(6507):686–91.

Di Marzo V, Bisogno T, De Petrocellis L, Melck D, Orlando P, Wagner JA, et al. 
Biosynthesis and inactivation of the endocannabinoid 2-arachidonoyl‑
glycerol in circulating and tumoral macrophages. Eur J Biochem. 
1999a;264(1):258–67.

Di Marzo V, De Petrocellis L, Bisogno T, Melck D. Metabolism of anandamide 
and 2-arachidonoylglycerol: an historical overview and some recent 
developments. Lipids. 1999b;34(Suppl):S319–25.

Elmes MW, Kaczocha M, Berger WT, Leung K, Ralph BP, Wang L, et al. Fatty 
acid-binding proteins (FABPs) are intracellular carriers for Delta9-
tetrahydrocannabinol (THC) and cannabidiol (CBD). J Biol Chem. 
2015;290(14):8711–21.

Eskenazi B, Warner ML. Epidemiology of endometriosis. Obstet Gynecol Clin 
North Am. 1997;24(2):235–58.

Fauconnier A, Chapron C. Endometriosis and pelvic pain: epidemiological 
evidence of the relationship and implications. Hum Reprod Update. 
2005;11(6):595–606.

Gamazon ER, Segre AV, van de Bunt M, Wen X, Xi HS, Hormozdiari F, 
et al. Using an atlas of gene regulation across 44 human tissues to 
inform complex disease- and trait-associated variation. Nat Genet. 
2018;50(7):956–67.

Gentilini D, Besana A, Vigano P, Dalino P, Vignali M, Melandri M, et al. Endo‑
cannabinoid system regulates migration of endometrial stromal cells 
via cannabinoid receptor 1 through the activation of PI3K and ERK1/2 
pathways. Fertil Steril. 2010;93(8):2588–93.

Giang DK, Cravatt BF. Molecular characterization of human and mouse fatty 
acid amide hydrolases. Proc Natl Acad Sci U S A. 1997;94(6):2238–42.

Giudice LC, Kao LC. Endometriosis Lancet. 2004;364(9447):1789–99.
Goldstein DP, deCholnoky C, Emans SJ, Leventhal JM. Laparoscopy in the 

diagnosis and management of pelvic pain in adolescents. J Reprod 
Med. 1980;24(6):251–6.

Guindon J, Hohmann AG. The endocannabinoid system and pain. CNS 
Neurol Disord Drug Targets. 2009;8(6):403–21.

Hampson AJ, Hill WA, Zan-Phillips M, Makriyannis A, Leung E, Eglen RM, 
et al. Anandamide hydroxylation by brain lipoxygenase:metabolite 
structures and potencies at the cannabinoid receptor. Biochim Biophys 
Acta. 1995;1259(2):173–9.

Hillmer A, Chawar C, Sanger S, D’Elia A, Butt M, Kapoor R, et al. Genetic basis of 
cannabis use: a systematic review. BMC Med Genomics. 2021;14(1):203.

Howlett AC, Reggio PH, Childers SR, Hampson RE, Ulloa NM, Deutsch DG. 
Endocannabinoid tone versus constitutive activity of cannabinoid recep‑
tors. Br J Pharmacol. 2011;163(7):1329–43.

Huestis MA. Human cannabinoid pharmacokinetics. Chem Biodivers. 
2007;4(8):1770–804.

Iuvone T, De Filippis D, Di Spiezio SA, D’Amico A, Simonetti S, Sparice S, et al. 
Selective CB2 up-regulation in women affected by endometrial inflam‑
mation. J Cell Mol Med. 2008;12(2):661–70.

Johnson EC, Demontis D, Thorgeirsson TE, Walters RK, Polimanti R, Hatoum AS, 
et al. A large-scale genome-wide association study meta-analysis of can‑
nabis use disorder. The Lancet Psychiatry. 2020;7(12):1032–45.

Kaczocha M, Glaser ST, Deutsch DG. Identification of intracellular carri‑
ers for the endocannabinoid anandamide. Proc Natl Acad Sci U S A. 
2009;106(15):6375–80.

Kelly DE, Hansen MEB, Tishkoff SA. Global variation in gene expression and the 
value of diverse sampling. Curr Opin Syst Biol. 2017;1:102–8.

Kozak KR, Crews BC, Morrow JD, Wang LH, Ma YH, Weinander R, et al. Metabo‑
lism of the endocannabinoids, 2-arachidonylglycerol and anandamide, 
into prostaglandin, thromboxane, and prostacyclin glycerol esters and 
ethanolamides. J Biol Chem. 2002;277(47):44877–85.

Leconte M, Nicco C, Ngo C, Arkwright S, Chereau C, Guibourdenche J, et al. 
Antiproliferative effects of cannabinoid agonists on deep infiltrating 
endometriosis. Am J Pathol. 2010;177(6):2963–70.

Liu J, Wang L, Harvey-White J, Osei-Hyiaman D, Razdan R, Gong Q, et al. 
A biosynthetic pathway for anandamide. Proc Natl Acad Sci U S A. 
2006;103(36):13345–50.

Liu J, Wang L, Harvey-White J, Huang BX, Kim HY, Luquet S, et al. Multiple 
pathways involved in the biosynthesis of anandamide. Neuropharmacol‑
ogy. 2008;54(1):1–7.

Lu HC, Mackie K. An Introduction to the Endogenous Cannabinoid System. 
Biol Psychiatry. 2016;79(7):516–25.

Marian AJ. Clinical Interpretation and Management of Genetic Variants. JACC 
Basic Transl Sci. 2020;5(10):1029–42.

McHugh D, Page J, Dunn E, Bradshaw HB. Delta(9) -Tetrahydrocannabinol 
and N-arachidonyl glycine are full agonists at GPR18 receptors and 
induce migration in human endometrial HEC-1B cells. Br J Pharmacol. 
2012;165(8):2414–24.

Moradi M, Parker M, Sneddon A, Lopez V, Ellwood D. Impact of endometriosis 
on women’s lives: a qualitative study. BMC Womens Health. 2014;14:123.

Mortlock S, Kendarsari RI, Fung JN, Gibson G, Yang F, Restuadi R, et al. Tissue 
specific regulation of transcription in endometrium and association with 
disease. Hum Reprod. 2020;35(2):377–93.

Nnoaham KE, Hummelshoj L, Webster P, d’Hooghe T, de Cicco Nardone F, de 
Cicco Nardone C, et al. Impact of endometriosis on quality of life and 
work productivity: a multicenter study across ten countries. Fertil Steril. 
2011;96(2):366-73 e8.

Noyes RW, Hertig AT, Rock J. Dating the Endometrial Biopsy. Fertil Steril. 
1950;1(1):3–25.

Okamoto Y, Morishita J, Tsuboi K, Tonai T, Ueda N. Molecular characterization 
of a phospholipase D generating anandamide and its congeners. J Biol 
Chem. 2004;279(7):5298–305.

Onaivi ES, Leonard CM, Ishiguro H, Zhang PW, Lin Z, Akinshola BE, et al. 
Endocannabinoids and cannabinoid receptor genetics. Prog Neurobiol. 
2002;66(5):307–44.

Palese F, Pontis S, Realini N, Torrens A, Ahmed F, Assogna F, et al. Targeting 
NAAA counters dopamine neuron loss and symptom progression in 
mouse models of parkinsonism. Pharmacol Res. 2022;182: 106338.

Powell JE, Henders AK, McRae AF, Caracella A, Smith S, Wright MJ, et al. The 
Brisbane Systems Genetics Study: genetical genomics meets complex 
trait genetics. PLoS ONE. 2012;7(4): e35430.

Rahn EJ, Hohmann AG. Cannabinoids as pharmacotherapies for neu‑
ropathic pain: from the bench to the bedside. Neurotherapeutics. 
2009;6(4):713–37.

Resuehr D, Glore DR, Taylor HS, Bruner-Tran KL, Osteen KG. Progesterone-
dependent regulation of endometrial cannabinoid receptor type 1 (CB1-
R) expression is disrupted in women with endometriosis and in isolated 
stromal cells exposed to 2,3,7,8-tetrachlorodibenzo-p-dioxin (TCDD). 
Fertil Steril. 2012;98(4):948-56.e1.

Revised American Society for Reproductive Medicine classification of endome‑
triosis: 1996. Fertil Steril. 1997;67(5):817–21.



Page 13 of 13Tanaka et al. Journal of Cannabis Research            (2025) 7:29 	

Rouzer CA, Marnett LJ. Endocannabinoid oxygenation by cyclooxyge‑
nases, lipoxygenases, and cytochromes P450: cross-talk between the 
eicosanoid and endocannabinoid signaling pathways. Chem Rev. 
2011;111(10):5899–921.

Shabalin AA. Matrix eQTL: ultra fast eQTL analysis via large matrix operations. 
Bioinformatics. 2012;28(10):1353–8.

Simon GM, Cravatt BF. Endocannabinoid biosynthesis proceeding through 
glycerophospho-N-acyl ethanolamine and a role for alpha/beta-hydro‑
lase 4 in this pathway. J Biol Chem. 2006;281(36):26465–72.

Simon GM, Cravatt BF. Characterization of mice lacking candidate N-acyl 
ethanolamine biosynthetic enzymes provides evidence for multiple 
pathways that contribute to endocannabinoid production in vivo. Mol 
Biosyst. 2010;6(8):1411–8.

Snider NT, Walker VJ, Hollenberg PF. Oxidation of the endogenous cannabi‑
noid arachidonoyl ethanolamide by the cytochrome P450 monooxyge‑
nases: physiological and pharmacological implications. Pharmacol Rev. 
2010;62(1):136–54.

Stockings E, Campbell G, Hall WD, Nielsen S, Zagic D, Rahman R, et al. Cannabis 
and cannabinoids for the treatment of people with chronic noncancer 
pain conditions: a systematic review and meta-analysis of controlled and 
observational studies. Pain. 2018;159(10):1932–54.

Stringer S, Minică CC, Verweij KJ, Mbarek H, Bernard M, Derringer J, et al. 
Genome-wide association study of lifetime cannabis use based on a large 
meta-analytic sample of 32 330 subjects from the International Cannabis 
Consortium. Transl Psychiatry. 2016;6(3): e769.

Sun YX, Tsuboi K, Okamoto Y, Tonai T, Murakami M, Kudo I, et al. Biosynthesis 
of anandamide and N-palmitoylethanolamine by sequential actions of 
phospholipase A2 and lysophospholipase D. Biochem J. 2004;380(Pt 
3):749–56.

Tanaka K, Mayne L, Khalil A, Baartz D, Eriksson L, Mortlock SA, et al. The role 
of the endocannabinoid system in aetiopathogenesis of endometrio‑
sis: A potential therapeutic target. Eur J Obstet Gynecol Reprod Biol. 
2020;244:87–94.

Tanaka K, Amoako AA, Mortlock S, Rogers PAW, Holdsworth-Carson SJ, 
Donoghue JF, et al. Gene expression of the endocannabinoid system in 
endometrium through menstrual cycle. Sci Rep. 2022;12(1):9400.

Toma W, Caillaud M, Patel NH, Tran TH, Donvito G, Roberts J, et al. N-acyleth‑
anolamine-hydrolysing acid amidase: A new potential target to treat 
paclitaxel-induced neuropathy. Eur J Pain. 2021;25(6):1367–80.

Tsuboi K, Ikematsu N, Uyama T, Deutsch DG, Tokumura A, Ueda N. Biosynthetic 
pathways of bioactive N-acylethanolamines in brain. CNS Neurol Disord 
Drug Targets. 2013;12(1):7–16.

Ueda N, Okamoto Y, Morishita J. N-acylphosphatidylethanolamine-hydrolyzing 
phospholipase D: a novel enzyme of the beta-lactamase fold fam‑
ily releasing anandamide and other N-acylethanolamines. Life Sci. 
2005;77(14):1750–8.

Urquhart P, Nicolaou A, Woodward DF. Endocannabinoids and their oxygena‑
tion by cyclo-oxygenases, lipoxygenases and other oxygenases. Biochim 
Biophys Acta. 2015;1851(4):366–76.

Van Der Stelt M, Noordermeer MA, Kiss T, Van Zadelhoff G, Merghart B, Veldink 
GA, et al. Formation of a new class of oxylipins from N-acyl(ethanol)
amines by the lipoxygenase pathway. Eur J Biochem. 2000;267(7):2000–7.

Verweij KJ, Zietsch BP, Lynskey MT, Medland SE, Neale MC, Martin NG, 
et al. Genetic and environmental influences on cannabis use initia‑
tion and problematic use: a meta-analysis of twin studies. Addiction. 
2010;105(3):417–30.

Võsa U, Claringbould A, Westra H-J, Bonder MJ, Deelen P, Zeng B, et al. Large-
scale cis- and trans-eQTL analyses identify thousands of genetic loci 
and polygenic scores that regulate blood gene expression. Nat Genet. 
2021;53(9):1300–10.

Wang J, Okamoto Y, Morishita J, Tsuboi K, Miyatake A, Ueda N. Functional 
analysis of the purified anandamide-generating phospholipase D 
as a member of the metallo-beta-lactamase family. J Biol Chem. 
2006;281(18):12325–35.

Wellcome Trust Case Control C. Genome-wide association study of 14,000 
cases of seven common diseases and 3,000 shared controls. Nature. 
2007;447(7145):661–78.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.


	The influence of genetics on the endocannabinoid system gene expression and relevance for targeting reproductive conditions
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Selection of the ECS genes
	eQTLGen analysis of endocannabinoid genes
	eQTL analysis in local tissue using the GTEx dataset
	Endometrial sample eQTL analysis
	Statistical analysis

	Results
	Systemic genetic influence on the ECS
	Tissue-specific genetic regulation of the ECS
	Genetic regulation of ECS in the endometrium

	Discussion
	Conclusions
	Acknowledgements
	References


