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Background
For decades, many studies have focused their efforts on identifying the regulatory 
processes between genes to uncover their potential functions. For example, Shi et  al. 
reviewed the role of Oct4 performing various regulating function [1, 2]. The studies have 
revealed that some of the genes encode several transcription factors (TFs) or protein 
hormones to regulate the expression of other genes. Gene regulatory network (GRN) 
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analysis is one of the most popular approaches for uncovering these regulatory pro-
cesses. Genes within the GRN are connected through regulatory relationships; thus, 
identifying the gene–gene interaction is essential for constructing the GRN. GRN infer-
ence studies utilize various gene–gene interaction algorithms, for which identifying the 
accurate direction of gene–gene interaction is important.

With the advancement of genome-wide association studies (GWAS) [3–5] and expres-
sion quantitative trait loci (eQTL) studies [6–8], the amount of genomic data has 
increased dramatically, making it possible to infer gene–gene interactions more accu-
rately than ever. It is well known that there are various unknown confounding factors 
that distort gene–gene interactions and make their relationship ambiguous. Mendelian 
randomization (MR) is an emerging tool for causal inference analysis in genetics, as it 
successfully infers causality while overcoming problems of confounding effects. The MR 
model is designed to estimate the causal effects of an exposure (i.e., gene) on an outcome 
(i.e., trait) by leveraging an instrumental variable (IV) such as genetic variants, which 
adjusts bias caused by confounding effects. Two-sample MR [9] is one of the founda-
tional MR models, and there are several other MR models such as inverse-variance 
weighted (IVW) MR [10], MR-Egger [11], MR weighted median [12], and multivariable 
MR [13] that are developed based on foundational MR principles to enhance the preci-
sion of causal inference.

In this paper, we propose a new statistical method referred to as “MR-based method 
for inferring Gene–Gene Interaction (MR-GGI),” which accurately infers interactions 
between genes utilizing the MR. MR-GGI infers relationships between two genes by 
applying one gene as the exposure, the other gene as the outcome, and one or more 
causal cis-SNPs for the genes as the IV(s) in the IVW MR model [10]. Utilizing vari-
ous simulated datasets, we show that MR-GGI successfully controls the type 1 error and 
retains its statistical power even though confounding effects exist in the data. In addi-
tion, we show that using more than one cis-SNP as IVs increases the statistical power of 
experiments in simulation studies. Utilizing the DREAM5 dataset [14], which is often 
used as a gold standard dataset for GRN studies, we show that MR-GGI accurately infers 
gene–gene interactions and results in a superior F1 score compared to existing meth-
ods that are designed to infer biological networks. Lastly, to demonstrate that MR-GGI 
works successfully on data in a real biological system, we construct a yeast GRN with six 
clusters utilizing a yeast dataset [15]. By performing a functional enrichment analysis 
with Gene Ontology, we found that three of the clusters are involved in cytoplasmic gene 
expression and one independent cluster is mainly involved in mitochondrial translation.

Results
Overview of MR‑GGI

It is important to accurately infer gene–gene interactions for uncovering poten-
tial functions in a GRN. However, genomics studies are often challenged by various 
unknown confounding factors that influence gene–gene interactions and lead to mis-
interpretations. MR is one of the most popular tools for causal inference as it adjusts 
bias induced by confounding effects. MR incorporates an IV in the model to infer 
the causality between exposure and outcome. We propose a new statistical method, 
MR-GGI, which utilizes MR to accurately infer gene–gene interactions. MR-GGI 
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identifies gene–gene interaction by inferring causality between two genes, where one 
gene is used as an exposure, the other gene is used as an outcome, and causal cis-
SNP(s) for the genes are used as IV(s).

Figure 1 shows an overview of MR-GGI. MR-GGI requires gene expression and the 
genotype of the data. We apply a fine-mapping method, such as sum of single effects 
linear regression (susieR [16, 17]) to identify a set of cis-SNPs consisting of independ-
ent variants for each gene. These cis-SNPs are subsequently utilized as IVs. A thresh-
old is used to find gene–gene interaction pair candidates that are to be tested. From 
which, pairs with overlapping cis-SNPs that effect both exposure gene and outcome 
gene are excluded considering the pleiotropic effects. Utilizing the cis-SNP sets and 
gene–gene pair candidates, MR-GGI infers gene–gene interactions based on the IVW 
MR model [10]. Let’s say we are testing the interaction between two genes, g1 and g3 , 
and s1 = {s11} and s3 = {s31, s32, s33} are the sets of cis-SNPs for g1 and g3 , respectively. 
MR-GGI infers the causal relationship between g1 and g3 , assuming 4 scenarios: g1 
affects g3 ; g3 affects g1 ; g1 and g3 affect each other; and g1 and g3 are independent. To 
test whether g1 affects g3 , MR-GGI applies MR using g1 as exposure, g3 as outcome, 
and s1 as IV. To test whether g3 affects g1 , MR-GGI applies MR using g3 as exposure, 
g1 as outcome, and s3 as IV. If both tests apply, we say that g1 and g3 affects each other. 
If none of the tests apply, we say that g1 and g3 are independent of each other.

Fig. 1  Overview of MR-GGI. MR-GGI tests the causal relation between two genes using MR. gi represents 
gene i  , sij represents j  th cis-SNP for gi , and u represents an unknown confounding factor that affects genes. 
The red box shows an example of causality test on g1 and g3 utilizing MR, where s11 represents a cis-SNP for g1 
and s31 , s32 , s33 represent three cis-SNPs for g3 that were found after the fine-mapping and filtering processes
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MR‑GGI controls type I errors in simulation studies

Simulated datasets were generated based on a previous MR model [18], which allows 
multiple instrumental variables (see “Material and methods”). To show that MR-GGI 
controls type I errors in various scenarios, we simulated various datasets with differ-
ent options. First, to show that MR-GGI controls the false positives in cases of differ-
ent numbers of IVs, we simulated 3 sets of 10,000 datasets with two genes. Each gene 
has no effect on the other, and consists of either 1, 3, or 5 cis-SNPs with effect sizes in 
the range of 0.25–0.6 (see “Material and methods”). For different thresholds of 0.01, 
0.05, and 0.1, MR-GGI successfully controls false positives regardless of the number 
of cis-SNPs used in the model (Fig. 2a–c).

Second, we investigated the case when datasets contain IV with a weak effect size. 
Here, we define a weak IV as a IV with small effect size of 0.1, following a previous 
study [18]. We simulated 3 sets of 10,000 datasets of two genes with no effects on 
each other. Each gene consists of 3 IVs, which contain either 1, 2, or 3 weak IVs out 
of 3 IVs. The results show that MR-GGI successfully controls false positives and that 
it is robust to either the number or effect sizes of IVs in the MR model (Fig. 2d–f ). 
In addition, we investigated the case when the variance of the effect size estimate is 
large as IV could be weak in the case even though the effect size estimate is large. As a 
result, we observed that MR-GGI successfully controlled type I error in the case (data 
not shown).

Third, we simulated data with confounding effects to show that MR-GGI success-
fully controls false positives under confounding effects. We simulated 10,000 datasets 
with two genes and no effects on each other. Each gene consists of 3 IVs. The genes 
are correlated to each other due to confounding effects (ρ), which is in the range of 

Fig. 2  False positive rate (FPR) of MR-GGI in simulation studies. The X-axis represents the FPR threshold, and 
the Y-axis represents the FPR of MR-GGI. a, b, and c show the results of simulated data, where 1, 3, and 5 
cis-SNPs are used as IV, respectively. d, e, and f show the results of simulated data where 3 cis-SNPs are used 
as IV; among them, 1, 3, and 5 cis-SNPs have weak effect size of 0.1, respectively
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− 0.9 to 0.9 (see “Material and methods”). Table 1 shows that MR-GGI robustly con-
trols false positives.

MR‑GGI retains statistical power under confounding effects in simulation studies

To show that MR-GGI retains statistical power under confounding effects, we conducted 
simulation analysis using simulated data with various confounding effects. We simulated 
datasets with two genes; for each gene, 3 cis-SNPs were simulated and used as IVs in the 
model. To test the power in various cases, we simulated datasets for which g1 has effect 
on g2 with different effect sizes ( βg1g2 ) in the range of − 0.7 to 0.7 and different correla-
tion sizes due to the confounding effects ( ρ ) in the range of − 0.9 to 0.9. A total of 1000 
simulated datasets were used for each case (see “Material and methods”). Figure 3 shows 
the power curves with different βg1g2 and ρ . The results show that MR-GGI successfully 
retains statistical powers under various confounding effects.

In addition, we evaluated the statistical power of MR-GGI using different numbers of 
causal cis-SNPs in the MR model as IVs. We simulated datasets with two genes, g1 and 
g2 , where g1 has an effect on g2 with an effect size ( βg1g2) in the range of − 0.7 to 0.7. 
A total of 5 cis-SNPs with effect sizes in the range of 0.25–0.6 were simulated for each 
gene. The result of MR-GGI, where 1, 3, and 5 cis-SNP(s) are used in the model as IVs 
to find gene–gene interactions (Fig. 4). The ones with the strongest effect size, referred 
to as top cis-SNPs, were selected as IV(s) among the 5 simulated cis-SNP(s), and 1000 
datasets were simulated for each case (see “Material and methods”). The result shows 
that the statistical power increases with the number of IVs used in the model; especially, 
using more than 1 IV increases the statistical power significantly.

Table 1  False positive rate (FPR) of MR-GGI under 7 different values of confounding effects ( ρ)

FPR Correlation of u1 and u2 ( ρ)

− 0.9 − 0.5 − 0.2 0 0.2 0.5 0.9

Cut-off

0.1 0.1026 0.1041 0.1043 0.0990 0.1015 0.1031 0.1048

0.05 0.0517 0.0528 0.0521 0.0509 0.0523 0.0520 0.0560

0.01 0.0113 0.0108 0.0107 0.0111 0.0109 0.0106 0.0119

Fig. 3  The power curve of MR-GGI for datasets with different confounding effects ( ρ ). The X-axis represents 
the effect size estimate of g1 to g2(βg1g2 ), and the Y-axis represents the statistical power. a The plot shows 
power curves for positive ρ . The black, red, blue, and green lines show the power curves for ρ at 0, 0.2, 0.5, 
and 0.9, respectively. b The plot shows power curves for negative ρ . The black, red, blue, and green lines show 
the power curves for ρ at 0, − 0.2, − 0.5, and − 0.9, respectively



Page 6 of 16Oh et al. BMC Bioinformatics          (2024) 25:192 

MR‑GGI accurately identifies gene–gene interactions in the DREAM5 dataset

We evaluated our method using the DREAM5 dataset [14], which is one of the gold 
standard datasets for testing gene–gene interactions based on IVs. We compared 
our method with existing causal inference methods: PC algorithms [19]; MR-based 
PC (MRPC) method [20]; and a Bayesian network with the Max–Min Hill Climbing 
(MMHC) method [21].

We compared F1 scores applying each method to the DREAM5 dataset with 3 
different sample sizes. Gene pairs with a correlation ( βgigj ) of > 0.5 were used in the 
experiments. Figure  5a shows results when all the genes with cis-SNPs reported by 
the DREAM5 dataset were used in the experiment. Additionally, we compared F1 
scores when weak IVs, which are cis-effect ( βsigi) < 0.2, were filtered out in the experi-
ment. As a result, MR-GGI shows higher F1 scores in all sample sizes compared to 
other methods. Notably, the results show that when the data contains cis-SNPs with 
weak effect sizes, MR-GGI consistently demonstrates robust performance, while oth-
ers do not.

Fig. 4  The power curve for different number of IV(s) used in the model. The X-axis represents the effect size 
estimate ( βg1g2 ), and the Y-axis represents the statistical power. The blue, red, and black lines show the power 
curve when the top 5, 3, and 1 cis-SNPs are used as IVs in the model, respectively

Fig. 5  Comparison of MR-GGI with other methods using the DREAM5 dataset. MR-GGI, MMHC, MRPC, and 
PC methods were applied to the DREAM5 dataset with 100, 300, and 999 samples. Correlation between 
eGenes > 0.5 was used for the analysis. The bar graph shows the average F1-score of four different networks 
in the DREAM5 dataset. a The barplot shows the result when all genes with cis-SNPs reported by the DREAM5 
dataset were used. b The barplot shows the result when weak IVs are filtered out of the dataset
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MR‑GGI finds gene–gene interaction in the yeast dataset

We applied MR-GGI to a yeast dataset [15] to identify gene–gene interactions and 
construct a GRN using real datasets. MR-GGI found a total of 683 gene–gene interac-
tions between 331 genes. Then we applied the Louvain clustering algorithm [22] to 
find six sub-network clusters (Fig. 6). Here, eGenes were filtered out using an absolute 
correlation of at least 0.75(see “Material and methods”). Next, to find the key role for 
each cluster, we calculated the degree of centrality for each gene in each cluster. We 
then identified biological process of Gene Ontology terms [23] by 2-step. In clusters 
1, 2, 3, 4, 5, and 6, we found 14, 25, 15, 40, 3, and 8 GO BP terms (p < 0.05), respec-
tively (Supplementary Data 1–6).

In cluster 3 (C3), cytoplasmic translation (GO:0002181), translation (GO:0006412), 
peptide metabolic processes (GO:0006518), peptide biosynthetic processes 
(GO:0043043), and gene expression (GO:0010467) were significantly enriched. 
In C4, ribosome biogenesis (GO:0042254), ribonucleoprotein complex biogen-
esis (GO:0022613), rRNA processing (GO:0006364), rRNA metabolic processes 
(GO:0016070), ribosomal large subunit biogenesis (GO:0042273), ribosomal small 
subunit biogenesis (GO:0042274), and gene expression (GO:0010467), were enriched. 
In C6, mitochondrial translation (GO:0032543), mitochondrial gene expression 
(GO:0140053), and translation (GO:0006412) were enriched. Notably, mitochondrial 
translation and mitochondrial gene expression were only enriched in C6. This result 
shows that C6 is involved in translation that occurs in ribosomes located in mito-
chondria differently from C3.

Fig. 6  Yeast GRN with gene–gene interactions estimated from MR-GGI. Six clusters consisting of 331 nodes 
and 683 edges were found
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C2 is related to NADP and NADPH metabolism. We identified pyridine nucleotide 
metabolic process (GO:0019362), cellular response to oxidative stress (GO:0034599), 
pyridine-containing compound metabolic process (GO:0072524), response to oxidative 
stress (GO:0006979), NADPH regeneration (GO:0006740), and NADP metabolic pro-
cess (GO:0006739). Response to desiccation (GO:0009269) and cellular response to des-
iccation (GO:0071465) were also identified in C2. Through this result, we predicted that 
NADP and NADPH metabolism system may be associated with desiccation/rehydration 
in yeast [24]. Additionally, C1 and C5 are the clusters related to ATP metabolism and 
regulation process (Table 2).

Discussion
Many studies have focused their efforts on identifying the regulatory processes between 
genes and their potential functions in the GRNs. Examining the gene–gene interaction 
is one of the useful approaches for these studies. However, in a real biological environ-
ment, there are many confounding factors that may influence the gene–gene interaction 
and make their relationship ambiguous. The MR method is one of the powerful tools 
to correct these confounding effects in the causality analysis. With various MR models 
being proposed, IVW MR allows multiple IVs in the model to increase the statistical 
power of the inference. We introduce a new statistical method referred to as MR-GGI 
using MR approach to infer causality between genes. We applied one gene as the expo-
sure, the other gene as the outcome, and one or more cis-SNPs for the genes as instru-
mental variable(s) to infer the interaction between two genes.

Using various simulated datasets, we showed that MR-GGI successfully controls the type 
1 error and retains statical power under confounding effects. Furthermore, type I errors are 
controlled by MR-GGI regardless of the number of IVs, the existence of weak cis-eQTLs, or 
the confounding effects in the data. In addition, using the DREAM5 dataset, a gold standard 
dataset for gene network analysis, we compared our method with previous causal inference 
methods: PC algorithms [17], MRPC [18], and MMHC [19]. Comparing the F1 scores, MR-
GGI results in higher scores than other methods, especially when the data contains weak 
cis-eQTLs, such as in the case of the DREAM5 dataset, where MR-GGI closely maintained 
its performance, while others failed. Lastly, utilizing the yeast dataset, we constructed yeast 
GRN using gene–gene interactions estimated by MR-GGI. We obtained a total of 6 clus-
ters, and from gene ontology [23] term analysis, we found clusters C3, C4, and C6 were 
related to cytoplasmic translation, ribosome biogenesis, and mitochondrial translation, 

Table 2  Summary of yeast GRN constructed by MR-GGI

Cluster Number of genes After filtering out Key role

1 12 3 ATP metabolism

2 51 17 NADP and NADPH metabolism

3 41 17 Cytoplasmic translation

4 80 40 Ribosome biogenesis

5 59 4 Regulation process

6 18 11 Mitochondrial translation

- 70 – –
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respectively. Additionally, C1, C2, and C5 were related to ATP metabolism, NADP and 
NADPH metabolism, and regulation process, respectively. Especially mitochondria harbor 
their own genome, and interestingly, an independent cluster, C6, was related to mitochon-
drial translation.

There are some limitations in the MR-GGI. It finds gene–gene interactions based on the 
MR model under the assumption that instrumental variables are only associated with expo-
sure but not with confounding factors and that instrumental variables affect the outcome 
solely through exposure. Thus, an invalid IV that violates the MR assumptions may lead to a 
false inference. However, as MR methods are being developed [11–13], they can be applied 
to MR-GGI to reduce misinterpretation and increase the performance of the method. If 
these methods are applied in further research, we can more accurately infer the gene–gene 
interactions. Furthermore, recently, a large number of cis-eQTLs have become available, 
and we believe that MR-GGI has sufficient potential to uncover underlying biological regu-
latory processes and GRNs.

Material and methods
Inverse‑variance weighted Mendelian randomization

MR became popular over the past decade as it accurately infers causality between expo-
sure (i.e., gene) and outcome (i.e., trait) while mitigating the impact of confounding factors 
by using genetic variants as instrumental variables (IV). Additional file 1: Supplementary 
Fig. 1 shows a directed acyclic graph (DAG) for a MR, where Z represents an instrumental 
variable (IV), X represents an exposure, Y represents an outcome, U represents a confound-
ing factor, βzx represents effect size of Z on X, βzy represents effect size of Z on Y, and βxy 
represents the effect size of X on Y. The MR model is based on three basic assumptions: 
IV is associated with exposure; IV is independent of confounding factors that affect expo-
sure and outcome; and there is no causal pathway between IV and outcome other than via 
exposure.

The causality between X and Y can be estimated by 2-stage least squares (2SLS) which 
involves conducting regression technique in two stages as follows:

Stage1) Perform a regression of the exposure on IV:

Stage2) Perform a regression of the outcome on fitted values of the regression in previous 
stage:

If the exposure causally influences Y, the direct effect of Z on Y, βzy is equal to the product 
of βzx and βxy ( βzy = βzxβxy ). It can be expressed as follows [25]:

where βxy represents the effect size (coefficient) of X on Y, βzx represents the effect size 
of Z on X, and βzy represents the effect size of Z on Y. When more than one IV is used in 
the model, the causality of the i th IV can be described as follows:

X |Z = α0 + βzxZ + e1

Y |X = β0 + βxyX + e2

βxy =
βzy

βzx
,
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where βxyi , βzxi , and βzyi represent coefficient estimates using the i th IV.
IVW MR allows multiple IVs, for which it assumes IVs are independent in the 

model and applies the IVW method [10] to find the causality β̂xy and its standard 
error ( se

(
β̂xy

)
 ) as follows:

MR‑based method for inferring gene–gene interaction

MR-GGI identifies gene–gene interactions by inferring causality between two genes 
using IVW MR. In the model, one gene is used as an exposure, the other gene is used 
as an outcome, and the causal cis-SNP(s) for a gene are used as IV(s).

First, we select independent cis-SNPs for each gene to use as IVs in the MR model 
by applying a fine-mapping method to the genotype and expression data. Then, we 
select candidate gene–gene pairs that have a correlation above a predefined thresh-
old. For all the candidate gene–gene pairs, MR-GGI performs a process for identi-
fying gene–gene interactions based on the MR method. We are testing interaction 
between two genes, gi and gj . The association between these genes has four scenarios: 
(1) independent ( gi ⊥ gj ); (2) gi affects gj ( gi → gj ); (3) gj affects gi(gi ← gj) ; and 4) gi 
and gj affects each other ( gi ⇄ gj ). To test the scenarios, MR-GGI estimates the causal 
effect of gi on gj ( ̂βgigj ) by applying MR, incorporating gi as an exposure, gj as an out-
come, and cis-SNP(s) for gi as IV(s). Then, MR-GGI estimates the causal effect of gj 
on gi ( ̂βgjgi ) by applying MR, incorporating gj as an exposure, gi as an outcome, and 
cis-SNP(s) for gj as IV(s). To find significant associations, the Wald test [26] has been 
performed (see below for the details). If we find a significant association either in gi 
→ gj or in gj → gi , we accept the second or third scenario, respectively. If we find sig-
nificant associations in both directions, we accept the third scenario, gi ⇄ gj and if we 
find significant associations in neither of the directions, we accept the first scenario, 
gi ⊥ gj . Additional file 2: Supplementary Fig. 2 shows how we apply MR to find the 
interaction between gi and gj . Here, si = {si1, si2, . . . , sil} represents l  cis-SNPs that are 
used as IVs for gi , sj = {sj1, sj2, . . . , sjp} represents p cis-SNPs that are used as IVs for 
gj , βgigj represents effect size of gi on gj , βsigj represents effect size of si on gj , βsik gj rep-
resents effect size of sik on gj , and u represents a confounding effect that affects both 
gi and gj . Here, the effect size between a cis-SNP and a gene is called the cis-effect.

The causal effect size of gi on gj ( ̂βgigj ) and gj on gi ( ̂βgjgi ) can be estimated from 
Eqs. (1) and (2) as follows:

β̂xyi =
βzyi

βzxi
,

(1)β̂xy =

∑n
k=1 βzxkβzyk se

(
βzyk

)−2

∑n
k=1 βzxkβzxk se

(
βzyk

)−2

(2)se
(
β̂xy

)
=

√
1

∑n
k=1 βzxkβzxk se(βzyk)

−2
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Here, se(βsik gj ) represents standard error of βsik gj and se(βsjk gi) represents standard 
error of βsjk gi , and they can be estimated as follows:

When inferring the gene–gene interaction, we excluded gene–gene pairs with 
overlapping cis-SNPs that effect both exposure gene and outcome gene, to satisfy 
one of the MR assumptions; There is no causal pathway between IV and outcome 
other than via exposure. From the Wald test, we can calculate p-values for causal 
effect of all the candidate gene pairs, and Bonferroni correction was applied for the 
multiple testing to adjust p-values and identify the significant causal directions.

MR‑GGI generative model

n Is the number of samples, l  is the number of cis-SNPs for the i th gene, p is the 
number of cis-SNPs for the j th gene. Two genes, gi and gj were generated based on 
the following generative model in the simulation studies.

Here, gi and gj are vectors of length n containing expression values of the i th and 
j th genes, respectively. Si and Sj are n x l  and n x p matrices, containing sets of cis-
SNPs of the i th and j th genes, respectively. βgigj represents effect size of gi on gj , βsigj 
represents effect size of si on gj . ui and uj are vectors of length n , containing con-
founding effects of gi and gj . Furthermore, ui and uj follow a multivariate normal dis-

tribution with a mean of 0 and a covariance of 
(
1 ρ

ρ 1

)
 , where ρ represents the 

correlation between ui and uj . ei and ej are residual errors of gi and gj , which follow a 
normal distribution with a mean of 0 and a variance of 1.

(3)β̂gigj =

∑n
k=1 βsik giβsik gj se(βsik gj )

−2

∑n
k=1 βsik giβsik gi se(βsik gj )

−2

(4)β̂gjgi =

∑m
k=1 βsjk gjβsjk gi se(βsjk gi)

−2

∑m
k=1 βsjk gjβsjk gj se(βsjk gi)

−2

(5)se
(
β̂gigj

)
=

√
1

∑n
k=1 βsik giβsik gi se(βsik gj )

−2

(6)se
(
β̂gjgi

)
=

√
1

∑m
k=1 βsjk gjβsjk gj se(βsjk gi)

−2

(7)gi = Siβsigi
T + ui + ei

(8)gj = Sjβsjgj
T + βgigj gi + uj + ej

(9)
(
ui
uj

)
∼ N

(
0,

(
1 ρ

ρ 1

))
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Simulation studies

For two genes ( g1 and g2 ), cis-SNPs were sampled from binomial distribution with minor 
allele frequency (MAF) of 0.3 and were coded additively.

Here, s1k represents the k th cis-SNP for g1 and s2k represents the k th cis-SNP for g2 . 
Gene expressions of g1 with l number of cis-SNPs and g2 with p number of cis-SNPs 
were simulated as follows:

Here, βsik gj represents the effect size of sik on gi , βgigj represents the effect size of gi on 
gj , and ei represents the residual error of gi that follows a normal distribution of 
e1 ∼ N (0, 1) . ui and uj represent the confounding effect of gi and gj , respectively, which 
follows a multivariate normal distribution with correlation ( ρ ); (
u1
u2

)
∼ MVN

(
0,

(
1 ρ

ρ 1

))
.

To show that MR-GGI controls the type I error in various scenarios, we simulated var-
ious datasets, giving βg1g2 = 0 . First, to show that MR-GGI controls the false positives in 
cases of different numbers of IVs, we simulated 3 sets of 10,000 datasets with two genes, 
where 1, 3, or 5 cis-SNPs were simulated for each set as follows:

For 1 cis-SNP case, βs11g1 = βs21g2 = 0.6 , for 3 cis-SNPs case, {
βs11g1 ,βs12g1 ,βs13g1

}
=

{
βs21g2 ,βs22g2 ,βs23g2

}
= {0.55, 0.4, 0.25} , and for 5 cis-SNP case 

{
βs11g1 ,βs12g1 ,βs13g1 ,βs14g1 ,βs15g1

}
=

{
βs21g2 ,βs22g2 ,βs23g2 ,βs24g2 ,βs25g2

}
= {0.55, 0.4, 0.35, 0.3, 0.25} were 

used to generate datasets.
Second, to simulate datasets with weak IVs, we simulated 3 sets of 10,000 data-

sets of two genes, and 3 cis-SNPs were simulated for each set. For this experi-
ment, the datasets contain 1, 2, or 3 weak IVs out of 3 IVs, for which a relatively 
small effect size of 0.1 was used, following a previous study [16]. For 1 weak IV case, {
βs11g1 ,βs12g1 ,βs13g1

}
=

{
βs21g2 ,βs22g2 ,βs23g2

}
= {0.4, 0.3, 0.1} , for 2 weak IVs case, {

βs11g1 ,βs12g1 ,βs13g1
}
=

{
βs21g2 ,βs22g2 ,βs23g2

}
= {0.4, 0.1, 0.1} , and for 3 weak IVs case, {

βs11g1 ,βs12g1 ,βs13g1
}
=

{
βs21g2 ,βs22g2 ,βs23g2

}
= {0.1, 0.1, 0.1} were used to generate the 

datasets.
Third, to show that MR-GGI successfully controls false positives under confounding 

effects, we simulated 7 sets of 10,000 datasets with 2 genes, where 3 cis-SNPs were simu-
lated for each set as follows:

(10)sik ∼ Bin(2, 0.3)

(11)sjk ∼ Bin(2, 0.3)

(12)g1 = (s11, s12, . . . , s1l)
(
βs11g1 ,βs12g1 , . . . ,βs1l g1

)T
+ u1 + e1

(13)g2 =
(
s21, s22, . . . , s2p

)(
βs21g2 ,βs22g2 , . . . ,βs2pg2

)T
+ βg1g2g1 + u2 + e2

(14)g1 = (s11, s12, . . . , s1l)
(
βs11g1 ,βs12g1 , . . . ,βs1l g1

)T
+ e1

(15)g2 =
(
s21, s22, . . . , s2p

)(
βs21g2 ,βs22g2 , . . . ,βs2pg2

)T
+ e2
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Here, 
{
βs11g1 ,βs12g1 ,βs13g1

}
=

{
βs21g2 ,βs22g2 ,βs23g2

}
= {0.55, 0.4, 0.25} and correlation 

between u1 and u2 ( ρ ) of [− 0.9, − 0.5, − 0.2, 0, 0.2, 0.5, 0.9] were simulated for each 
dataset.

Lastly, to show that MR-GGI retains statistical power under confounding effects, we 
simulated 21 sets of 1000 datasets with 2 genes, and for each gene, 3 cis-SNPs were sim-
ulated with confounding effects as follows:

Here, 
{
βs11g1 ,βs12g1 ,βs13g1

}
=

{
βs21g2 ,βs22g2 ,βs23g2

}
= {0.55, 0.4, 0.25} , βg1g2 of [−  0.7, 

− 0.5, − 0.3, − 0.15, − 0.05, − 0.025, 0, 0.025, 0.05, 0.15, 0.3, 0.5, 0.7], and correlation 
between u1 and u2 ( ρ ) of [− 0.9, − 0.5, − 0.2, 0, 0.2, 0.5, 0.9] were used for each dataset.

In addition, we changed the number of IVs to show how the power changes with the 
number of IVs. For this experiment, the datasets were simulated as follows:

where, 
{
βs11g1 ,βs12g1 ,βs13g1 ,βs14g1 ,βs15g1

}
=

{
βs21g2 ,βs22g2 ,βs23g2 ,βs24g2 ,βs25g2

}

={0.55, 0.4, 0.35, 0.3, 0.25} , and βg1g2 of [− 0.7, − 0.5, − 0.3, − 0.15, − 0.05, − 0.025, 0, 
0.025, 0.05, 0.15, 0.3, 0.5, 0.7] were used. We simulated 1,000 datasets for each set. This 
test consisted of three cases where the top 1, 3, and 5 cis-SNPs were used as IVs in order 
of increasing cis-effect.

DREAM5 dataset analysis

We compared MR-GGI with other network construction methods using DREAM5 
[14] (https://​www.​synap​se.​org/#​!Synap​se:​syn28​20440/​files/). DREAM5 comprises 15 
simulated datasets created for the 2010 DREAM5 Systems Genetics In-silico Network 
subchallenge, each incorporating various scales of Recombinant Inbred Lines (RILs) 
[27], utilized for inferring gene networks. This dataset provides simulated genotype and 
expression data for synthetic gene regulatory networks. The DREAM5 sub-datasets con-
taining 1000 genes consisted of 100, 300, and 999 samples from 5 different networks 
each. Each gene has exactly one corresponding genotype value in every 15 sub-datasets. 
In every sub-dataset, each gene has exactly one corresponding genotype variable, and 
the gold standard (correct edges) was obtained.

We transform the genotype data and the expression data for each gene to have a 
mean of 0 and a variance of 1. Gene–gene pairs were selected only up to absolute 
gene expression correlations of 0.5. To avoid using weak IV, we filtered out the rest of 

(16)g1 = (s11, s12, s13)
(
βs11g1 ,βs12g1 ,βs13g1

)T
+ u1 + e1

(17)g2 = (s21, s22, s23)
(
βs21g2 ,βs22g2 ,βs23g2

)T
+ u2 + e2

(18)g1 = (s11, s12, s13)
(
βs11g1 ,βs12g1 ,βs13g1

)T
+ u1 + e1

(19)g2 = (s21, s22, s23)
(
βs21g2 ,βs22g2 ,βs23g2

)T
+ βg1g2g1 + u2 + e2

(20)g1 = (s11, s12, s13, s14, s15)
(
βs11g1 ,βs12g1 ,βs13g1 ,βs14g1 ,βs15g1

)T
+ e1

(21)g1 = (s21, s22, s23, s24, s25)
(
βs21g1 ,βs22g1 ,βs23g1 ,βs24g1 ,βs25g1

)T
+ βg1g2g1 + e2

https://www.synapse.org/#!Synapse:syn2820440/files/
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the gene–gene pairs where the absolute cis-effect was less than 0.2. Then, compared 
with the previous case, we didn’t perform cis-effect filtering to confirm the perfor-
mance when including weak IV in gene–gene interaction inference.

We used the F1-score to compare the performance of MR-GGI and other methods. 
The F1-score is calculated as the harmonic mean of precision and recall [28], and it is 
a proper metric for evaluating model performance in imbalanced datasets.

Yeast dataset analysis

We analyzed yeast datasets to investigate whether MR-GGI performs well not only 
in simulated data and virtual networks but also in real biological environments. The 
yeast dataset contains 5,720 genes and 42,052 SNPs in 1,012 yeast segregants from a 
cross between the BY4617 (BY) strain and the vineyard RM11-1a (RM) strain [15]. 
Selecting the cis-SNP to be used as IV was performed as follows. First, cis-eQTLs 
were identified within ±1 Mb of each transcription start site (TSS) of a gene. And, we 
perform fine-mapping with the susie function in the susieR package [16, 17] to select 
true causal variants based on fine-mapping. Gene–gene pairs were selected only up to 
absolute gene expression correlations of 0.75.

After inferring gene–gene interactions, we extracted the information about nodes 
corresponding to genes and edges to construct the yeast GRN. Next, we applied the 
Louvain algorithm in the igraph R package [22] for clustering. To identify the key 
roles of each cluster, we performed 2-step functional enrichment analysis using yeast 
GO biological processes using the GO Term Finder in the Saccharomyces Genome 
Database (SGD) [23]. First, we obtained the GO terms of all genes for each cluster, 
and filtered out low centrality (degree centrality < 3) genes in annotated genes. Degree 
centrality of all genes for each cluster was calculated by using the tidygraph R package 
[29]. In the second step, we acquired the ‘final GO terms’ for these filtered gene sets 
to discover key role for each cluster. We used the visNetwork R package [30] for yeast 
GRN visualization.

Supplementary Information
The online version contains supplementary material available at https://​doi.​org/​10.​1186/​s12859-​024-​05808-4.

Additional file 1. Figure 1. A directed acyclic graph for Mendelian randomization.

Additional file 2. Figure 2. Association test process of MR-GGI.

Additional file 3. Data 1. Biological process of Gene Ontology terms for cluster 1 in yeast GRN

Additional file 4. Data 2. Biological process of Gene Ontology terms for cluster 2 in yeast GRN

Additional file 5. Data 3. Biological process of Gene Ontology terms for cluster 3 in yeast GRN

Additional file 6. Data 4. Biological process of Gene Ontology terms for cluster 4 in yeast GRN

Additional file 7. Data 5. Biological process of Gene Ontology terms for cluster 5 in yeast GRN

Additional file 8. Data 6. Biological process of Gene Ontology terms for cluster 6 in yeast GRN

Acknowledgements
None.

F1 =
2× precision× recall

precision+ recall

https://doi.org/10.1186/s12859-024-05808-4


Page 15 of 16Oh et al. BMC Bioinformatics          (2024) 25:192 	

Author contributions
WS, JJ, and JWJJ designed this study. WS performed the experiments. WS, JJ, and JWJJ wrote the paper. All authors read 
and approved the final manuscript.

Funding
This work was supported by the Dongguk University Research Fund of 2023; the National Research Foundation of 
Korea(NRF) grant funded by the Korea government(MSIT) (No. 2021R1F1A1054528); the MSIT(Ministry of Science and 
ICT), Korea, under the ITRC(Information Technology Research Center) support program(IITP-2024-2020-0-01789) super-
vised by the IITP(Institute for Information & Communications Technology Planning & Evaluation).

Availability of data and materials
The datasets of DREAM5 are available at http://​www.​synap​se.​org/#​!Synap​se:​syn27​87209/​files/. MR-GGI are downloaded 
as the MRggi R package (https://​doi.​org/​10.​5281/​zenodo.​10108​231) on the GitHub platform: https://​github.​com/​hiows/​
MRggi.

Declarations

Ethic approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare no conflict of interest.

Received: 15 November 2023   Accepted: 9 May 2024

References
	1.	 Niwa H, Miyazaki J, Smith AG. Quantitative expression of Oct-3/4 defines differentiation, dedifferentiation or self-

renewal of ES cells. Nat Genet. 2000;24(4):372–6. https://​doi.​org/​10.​1038/​74199.
	2.	 Shi G, Jin Y. Role of Oct4 in maintaining and regaining stem cell pluripotency. Stem Cell Res Ther. 2010;1(5):39. 

https://​doi.​org/​10.​1186/​scrt39.
	3.	 Hu JK, Wang X, Wang P. Testing gene–gene interactions in genome wide association studies. Genet Epidemiol. 

2014;38(2):123–34. https://​doi.​org/​10.​1002/​gepi.​21786.
	4.	 Fang G, Wang W, Paunic V, Heydari H, Costanzo M, Liu X, et al. Discovering genetic interactions bridging pathways in 

genome-wide association studies. Nat Commun. 2019;10(1):4274. https://​doi.​org/​10.​1038/​s41467-​019-​12131-7.
	5.	 Walakira A, Ocira J, Duroux D, Fouladi R, Moškon M, Rozman D, et al. Detecting gene–gene interactions from 

GWAS using diffusion kernel principal components. BMC Bioinform. 2022;23(1):57. https://​doi.​org/​10.​1186/​
s12859-​022-​04580-7.

	6.	 Ma L, Ballantyne C, Brautbar A, Keinan A. Analysis of multiple association studies provides evidence of an expression 
QTL hub in gene-gene interaction network affecting HDL cholesterol levels. PLoS ONE. 2014;9(3):e92469. https://​
doi.​org/​10.​1371/​journ​al.​pone.​00924​69.

	7.	 Slim L, Chatelain C, Foucauld H, Azencott CA. A systematic analysis of gene–gene interaction in multiple sclerosis. 
BMC Med Genom. 2022;15(1):100. https://​doi.​org/​10.​1186/​s12920-​022-​01247-3.

	8.	 Bankier S, Michoel T. eQTLs as causal instruments for the reconstruction of hormone linked gene networks. Front 
Endocrinol. 2022;13:949061. https://​doi.​org/​10.​3389/​fendo.​2022.​949061.

	9.	 Gleason KJ, Yang F, Chen LS. A robust two-sample transcriptome-wide Mendelian randomization method integrat-
ing GWAS with multi-tissue eQTL summary statistics. Genet Epidemiol. 2021;45(4):353–71. https://​doi.​org/​10.​1002/​
gepi.​22380.

	10.	 Burgess S, Butterworth A, Thompson SG. Mendelian randomization analysis with multiple genetic variants using 
summarized data. Genet Epidemiol. 2013;37(7):658–65. https://​doi.​org/​10.​1002/​gepi.​21758.

	11.	 Bowden J, Davey Smith GD, Burgess S. Mendelian randomization with invalid instruments: effect estimation and 
bias detection through Egger regression. Int J Epidemiol. 2015;44(2):512–25. https://​doi.​org/​10.​1093/​ije/​dyv080.

	12.	 Bowden J, Davey Smith G, Haycock PC, Burgess S. Consistent estimation in Mendelian randomization with some 
invalid instruments using a weighted median estimator. Genet Epidemiol. 2016;40(4):304–14. https://​doi.​org/​10.​
1002/​gepi.​21965.

	13.	 Burgess S, Thompson SG. Multivariable Mendelian randomization: the use of pleiotropic genetic variants to estimate 
causal effects. Am J Epidemiol. 2015;181(4):251–60. https://​doi.​org/​10.​1093/​aje/​kwu283.

	14.	 The DREAM5 network challenge. Available from: http://​www.​synap​se.​org/#​!Synap​se:​syn27​87209/​files/.
	15.	 Albert FW, Bloom JS, Siegel J, Day L, Kruglyak L. Genetics of trans-regulatory variation in gene expression. Elife. 

2018;7:e35471. https://​doi.​org/​10.​7554/​eLife.​35471.
	16.	 Palmer TM, Lawlor DA, Harbord RM, Sheehan NA, Tobias JH, Timpson NJ, et al. Using multiple genetic variants as 

instrumental variables for modifiable risk factors. Stat Methods Med Res. 2012;21(3):223–42. https://​doi.​org/​10.​1177/​
09622​80210​394459.

	17.	 Kalisch M, Bühlman P. Estimating high-dimensional directed acyclic graphs with the PC-algorithm. J Mach Learn Res. 
2007;8:3.

http://www.synapse.org/#!Synapse:syn2787209/files/
https://doi.org/10.5281/zenodo.10108231
https://github.com/hiows/MRggi
https://github.com/hiows/MRggi
https://doi.org/10.1038/74199
https://doi.org/10.1186/scrt39
https://doi.org/10.1002/gepi.21786
https://doi.org/10.1038/s41467-019-12131-7
https://doi.org/10.1186/s12859-022-04580-7
https://doi.org/10.1186/s12859-022-04580-7
https://doi.org/10.1371/journal.pone.0092469
https://doi.org/10.1371/journal.pone.0092469
https://doi.org/10.1186/s12920-022-01247-3
https://doi.org/10.3389/fendo.2022.949061
https://doi.org/10.1002/gepi.22380
https://doi.org/10.1002/gepi.22380
https://doi.org/10.1002/gepi.21758
https://doi.org/10.1093/ije/dyv080
https://doi.org/10.1002/gepi.21965
https://doi.org/10.1002/gepi.21965
https://doi.org/10.1093/aje/kwu283
http://www.synapse.org/#!Synapse:syn2787209/files/
https://doi.org/10.7554/eLife.35471
https://doi.org/10.1177/0962280210394459
https://doi.org/10.1177/0962280210394459


Page 16 of 16Oh et al. BMC Bioinformatics          (2024) 25:192 

	18.	 Badsha MB, Fu AQ. Learning causal biological networks with the principle of Mendelian randomization. Front Genet. 
2019;10:460. https://​doi.​org/​10.​3389/​fgene.​2019.​00460.

	19.	 Tsamardinos I, Brown LE, Aliferis CF. The max–min hill-climbing Bayesian network structure learning algorithm. Mach 
Learn. 2006;65(1):31–78. https://​doi.​org/​10.​1007/​s10994-​006-​6889-7.

	20.	 Csardi, Maintainer Gabor. “Package ‘igraph’.”; 2013. Last accessed 09 Mar 2013.
	21.	 Christie KR, Weng S, Balakrishnan R, Costanzo MC, Dolinski K, Dwight SS, et al. Saccharomyces genome database 

(SGD) provides tools to identify and analyze sequences from Saccharomyces cerevisiae and related sequences from 
other organisms. Nucleic Acids Res. 2004;32(1):D311–4. https://​doi.​org/​10.​1093/​nar/​gkh033.

	22.	 Pereira T, et al. Quantitative operating principles of yeast metabolism during adaptation to heat stress. Cell Rep. 
2018;22(9):2421–30. https://​doi.​org/​10.​1016/j.​celrep.​2018.​02.​020.

	23.	 Go TH, Kang DR. Basic concepts of a mendelian randomization approach. Cardiovasc Prevent Pharmacother. 
2020;2(1):24–30. https://​doi.​org/​10.​36011/​cpp.​2020.2.​e3.

	24.	 Martin V, Hurn S, Harris D. Econometric modelling with time series: specification, estimation and testing. Cambridge: 
Cambridge University Press; 2013.

	25.	 Broman KW. The genomes of recombinant inbred lines. Genetics. 2005;169(2):1133–46. https://​doi.​org/​10.​1534/​
genet​ics.​104.​035212.

	26.	 Taha AA, Hanbury A. Metrics for evaluating 3D medical image segmentation: analysis, selection, and tool. BMC Med 
Imaging. 2015;15(1):1–28. https://​doi.​org/​10.​1186/​s12880-​015-​0068-x.

	27.	 Wang G, et al. A simple new approach to variable selection in regression, with application to genetic finemapping. 
bioRxiv. 2020:501114.

	28.	 Zou Y, Carbonetto P, Wang G, Stephens M. Fine-mapping from summary data with the “sum of single effects” model. 
PLOS Genet. 2022;18(7):e1010299. https://​doi.​org/​10.​1371/​journ​al.​pgen.​10102​99.

	29.	 Pedersen TL. tidygraph: a tidy API for graph manipulation. R package version 1.2.0. 2020.
	30.	 Almende BV, Benoit T, Titouan R. Package ‘visNetwork’. Network visualization using ‘vis. js’ Library. Version 2.9; 2019.

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

https://doi.org/10.3389/fgene.2019.00460
https://doi.org/10.1007/s10994-006-6889-7
https://doi.org/10.1093/nar/gkh033
https://doi.org/10.1016/j.celrep.2018.02.020
https://doi.org/10.36011/cpp.2020.2.e3
https://doi.org/10.1534/genetics.104.035212
https://doi.org/10.1534/genetics.104.035212
https://doi.org/10.1186/s12880-015-0068-x
https://doi.org/10.1371/journal.pgen.1010299

	MR-GGI: accurate inference of gene–gene interactions using Mendelian randomization
	Abstract 
	Background: 
	Results: 
	Conclusion: 

	Background
	Results
	Overview of MR-GGI
	MR-GGI controls type I errors in simulation studies
	MR-GGI retains statistical power under confounding effects in simulation studies
	MR-GGI accurately identifies gene–gene interactions in the DREAM5 dataset
	MR-GGI finds gene–gene interaction in the yeast dataset

	Discussion
	Material and methods
	Inverse-variance weighted Mendelian randomization
	MR-based method for inferring gene–gene interaction
	MR-GGI generative model
	Simulation studies
	DREAM5 dataset analysis
	Yeast dataset analysis

	Acknowledgements
	References


