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Abstract
Objective: This research aims to enhance genetic counselors’ efficiency in
analyzing genetic data across diverse medical settings, spanning prenatal
scans, tumor testing, carrier typing, and Fluorescence In Situ Hybridization
(FISH), etc. The objective is to employ graph-based techniques for identifying
potential gene-disease associations and recommending personalized medical
interventions. The application scope extends to areas like personalized
medicine, newborn screening, and genetic probing. Methods: The study
utilizes a novel technique within the PrimeKG genetic graph database,
predicting gene-disease associations. Ensembles are constructed from six
models - TransE, TransD, TransR, TransH, ComplEx, and DistMult. The
hits@10 metric evaluates the model’s effectiveness, measuring the accuracy
of predictions within the top 10 ranked associations. The ensemble achieves
a score of 0.52, indicating a significant proportion of correct predictions
in the top ten associations. Findings: The research presents an efficient
approach to identify gene-disease associations, demonstrating a high hits@10
metric accuracy (0.52). This method significantly aids medical professionals in
making informed patient care decisions, with potential applications in prenatal
scans, tumor testing, carrier typing, and more. The findings underscore the
utility of graph-based techniques in transforming disease identification and
treatment through genetic data analysis. Novelty: This study introduces a
unique approach, leveraging ensembles from diverse models, to predict gene-
disease associations within the PrimeKG genetic graph database. The hits@10
metric underscores the model’s efficiency, presenting a novel and valuable
contribution to the field of genetic data analysis and healthcare decision-
making.
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1 Introduction
In the realm of computational medicine, the application of machine learning has gained prominence, especially with the
availability of high-throughput genetic data. Machine learning algorithms excel in handling the complexity of genetic data,
as demonstrated in Genome-Wide Association Studies (GWAS) (1). Noteworthy contributions include the diagnostic potential
of serum microRNAs in distinguishing pancreatic and biliary tract cancer patients (2). Challenges in healthcare machine
learning, such as bias and uncertainty, emphasize the need for a combined approach with clinical judgment (2). Deep learning
frameworks, like DeepGO, outperform traditional methods in prioritizing disease-related genes (3). Network-based methods,
leveraging genome-wide association data, emphasize the importance of diverse data sources for accurate identification of
disease-associated genes (2). Jafari et al. (4) bioinformatics analysis identified biomarkers for pancreatic cancer, underscoring
the significance of exploring various genes and pathways.

Addressing the research gap in predicting gene-disease associations, the proposed system combines six cutting-edge
Knowledge Graph completion techniques (5,6). Leveraging PrimeKG comprehensive biological knowledge base enhances
accuracy by integrating diverse data sources to construct functional gene networks and prioritize disease-related genes (7).
This system holds potential for improving genetic counseling and personalized medicine, offering more effective analysis and
uncovering potential disease predispositions (8).

2 Methodology

2.1 Dataset Employed

The PrimeKG dataset is a biological knowledge base consolidated by Chandak, Payal et al. (9). Building on previous efforts in
constructing knowledge graphs based on diseases, PrimeKG utilizes 20 high-quality resources to define 17,080 diseases and
their 4,050,249 associations across ten important biological domains. These domains cover biological processes and pathways,
anatomical and phenotypic scales, perturbations in amino acids linked to disease, as well as a comprehensive list of approved
and experimental drugs and their therapeutic action. Figure 1 visualizes a subgraph of the entire knowledge base.

Fig 1. Subgraph from PrimeKG dataset. Purple nodes are genes and cyan nodes are drugs

2.2 Proposed Architecture

Ensemble learning is a machine-learning technique that combines the predictions of different models to make a final
prediction (10). This idea is used to combine the strengths of different models to improve the overall performance of the
prediction, as different models use varied embedding spaces for encoding entities and relations. Figure 2 depicts a flow diagram
of the proposed architectures, which is mainly divided into three stages namely, data preprocessing, model training, and
evaluation. In the data preprocessing step, the csv files from the PrimeKG dataset are used to generate true triples. The entities
and relationships are converted to integers by label encoding, this reduces the processing time and allows faster querying times
while training the model. The triples generated in this step are used in model training; A training and test set is created from
the true triples for evaluating the model after training.
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Fig 2. Architecture of the Stacked Ensemble

Model training involves selecting hyperparameter values such as margin, learning rate, epochs, and batch size. During the
scoring function calculations, negative triples are generated to distinguish between true and negative data. Model training is
done using stochastic gradient descent, and the loss history is shown to ensure correct convergence. Trained models provide
predictions to construct a voter ensemble, and normalized forecasts are utilized for ranking and evaluation. Mean rank and
hits@k are metrics that quantify ensemble accuracy by comparing true predictions among the top-k predicted triples. Tails are
predicted using head and relation inputs, prioritized by score. The suggested stacking method employs three models as a voting
ensemble, with normalized scores to prevent overfitting. During the training process, entities and relations are normalized. The
network is divided into training and test sets for individual model training and final ensemble evaluation (11).

2.3 Problem Definition

The knowledge graph completion problem is a significant challenge in machine learning and artificial intelligence, focusing on
deducing missing connections within a knowledge graph, where entities are linked through triples representing relationships
as shown in Figure 3.

Fig 3. Example of a triple from the PrimeKG dataset

Knowledge graph completion entails describing relationships between items in a structured fashion, known as triples (h,
e, t). Entities act as nodes, while relationships are represented as directed edges. Traditional techniques use embeddings,
which map things and relationships to a low-dimensional vector space. The proximity of vectors reflects the probability of
relationships. Structured metrics and the hinge loss function are two examples of contemporary techniques. Training data
consists of real triples (D) and false triples (D’) produced by manipulating entities. The margin hyperparameter (γ) determines
score discrepancies. Overall, knowledge graph completion uses embeddings, structured metrics, and margin control to address
inference issues in graph-based representations (12).
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2.4 TransE

Several approaches are taken to learn the low-dimensional embeddings of relations, one such approach is translation-based.
TransE algorithm is the most basic translation-based approach (13). It models the relationship between nodes and relations as
translation vectors in the embedding space. In the embedding space, each item and relation is represented as a low-dimensional
vector. A translation vector between the embeddings of both entities, projected onto the embedding space of the relation, is used
to describe the relationship between two entities and a relation. TransE’s scoring function is provided by Equation (1),

g(h, e, t) = ||h + e − t|| (1)

TransE algorithm learns representations for nodes and edges by optimizing a margin-based ranking function, similar to other
embedding-based methods for knowledge graph completion. The objective function aims to score true triples higher than false
triples by a margin of at least γ .

2.5 TransH

TransH is a translation-based knowledge graph completion algorithm (14). By adding relation-specific hyperplanes, whichmore
effectively represent the interactions between entities and relations, the TransH algorithm expands on the TransE method.
Relation normalization is applied to the relation-specific projectionmatrices in themodel, to ensure that the projectionmatrices
are orthogonal and have unit norms. The normalization steps help prevent overfitting and improve the generalization of the
model. In TransH, distances between things are calculated in the projected space by projecting them onto a hyperplane that is
unique to the relation in which they take part. Formally, the TransH algorithm defines the score function for a triple is given
by Equation (2),

g (h, e, t) = ∥eh − et∥ p (2)

Here, eh and et are the projected embeddings of the head entity and tail entity onto the hyperplanes unique to the relation e.
p is a hyperparameter that controls the norm used to compute the distance between eh and et. The projection of entities onto
relation-specific hyperplanes is achieved through the following formula in Equation (3),

ex = x− (x∗ e)∗ e (3)

The formula projects x, the embedding of an entity onto the hyperplane perpendicular to e, by subtracting the component of
x along e. This way, each entity is represented by a vector that lies on a hyperplane that is specific to the relation it participates
in. To train the TransH model, a margin-based ranking loss function is used, which aims to distinguish true triples from false
ones.

2.6 TransR

TransR is a knowledge graph completion algorithm. The TransR algorithm extends the TransE algorithm, which represents
entities and relations in the same embedding space (14,15), by introducing a separate embedding space for relations. In TransR,
entities are projected into a relation-specific space before being compared with other entities through a learned transformation
matrix. The TransR algorithm defines the scoring function for a given head, relation, and tail is given by Equation (4),

f (h, e, t) = ||Me(eh) + r − Me(et)||2 (4)

Here Me is a relation-specific transformation matrix that maps an entity embedding from the entity space to the relation space
of e. eh and et are the encodings of the head and tail entity projected into the individual relation space of e. To train the TransR
model, a margin-based ranking loss function is used. The regularization term encourages the embeddings to have low rank,
whichmeans that they can be decomposed into a few latent factors.The regularization term in TransR is defined in Equation (5)
as follows,

R = λ ||M||2 (5)

λ is a hyperparameter that controls the strength of the regularization, M is a projection matrix that maps the embeddings of
the entities from the entity space to the relation space.
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2.7 DistMult

DistMult is a method for knowledge graph completion that was proposed in (16). Specifically, the bilinear model computes the
score of a triple (h,e,t) as the dot product of the embeddings of h and e, multiplied by the embedding of t.TheDistMult algorithm
addresses these issues by using a diagonal matrix to represent the relation embeddings instead of a full matrix. This reduces the
number of parameters to be learned and improves generalization. The DistMult algorithm also uses a simpler score function
that takes the Hadamard product of the embeddings of the subject and relation, multiplied by the embeddings of the object.
The score function is given by Equation (6),

g(h, e, t) =< h ⊙ e, t > (6)

Here,⊙ denotes the element-wise product of two vectors. The DistMult algorithm builds encoding for entities and relations by
maximizing a margin-based ranking goal, similar to previous embedding-based algorithms for knowledge graph completion.
The objective function aims to score true triples higher than false triples by a margin.

2.8 ComplEx

The ComplEx algorithm is a method for knowledge graph completion. To learn the embeddings of entities and relations, the
ComplEx algorithm maximizes a margin-based ranking objective, which aims to distinguish true triples from false triples (17).
The score function f(h, e, t) is given in Equation (7) as the inner product of the embeddings of h and e, conjugated with the
embedding of t.

g(h, e, t) = Re(< h, et ∗>) (7)

Here, Re() denotes the real part of a complex number denotes complex conjugation. The ComplEx algorithm learns the
embeddings of entities and relations b. The ComplEx algorithm uses the same score function and embeddings learned during
training for both training and evaluation.

2.9 ConvE

ConvE is a method for knowledge graph completion. The ConvE algorithm combines knowledge graph embedding with
convolutional neural networks (CNNs) to capture local patterns and interactions among entities and relations (18,19).TheConvE
algorithm models the relationship between entities and relations using Equation (8)

g (h, e, t) = b([ge(h); gr(r)] ∗ W ) (8)

Here, ge and gr are functions that map entities and relations to 2D image-like matrices. [ge(h); gr(r)] is the con- catenation of
the 2D matrices of h and r along the feature dimension. W is the weight matrix of the CNN layer. b(.) is a non-linear activation
function. The score function g(h, e, t) should be small if the triple (h, r, t) is true, and large if the triple is false. To learn the
embeddings of entities and relations, the ConvE algorithm minimizes a margin-based ranking loss function, which aims to
distinguish true triples from false triples.

3 Results and Discussions
In the ensemble model, each individual model was trained on a common training set using a pipeline. The training process for
each model consisted of 100 epochs. However, due to limited computing resources, further experiments with extended training
were limited. During training, a batch size of 1280 was chosen to strike a suitable balance between memory usage, training
time, and model performance. Additionally, a checkpoint mechanism was implemented to create backups after each epoch.
This ensured that in the event of a failure, training could be resumed from the last saved checkpoint, eliminating the need to
start the training process from scratch. To optimize the training process, the Adam optimizer was utilized. Adam is a popular
choice for optimizing neural networkmodels.The optimizer was applied to eachmodel using their specific parameters, allowing
for efficient training and parameter updates. For model evaluation, Rank Based Evaluations were performed to procure metrics
for this study. After training, loss was plotted for the 100 epochs as shown in Figure 4.

The individual and ensemble models are evaluated on the basis of rank-based metrics including Hits@3, Hits@5, Hits@10,
and Mean Rank.

The KB embedding model seeks to anticipate an entity given a relation and another entity in the KB completion or link
prediction task. To be more precise, it infers a tail entity t given a head entity and a relation (h,e) or a head entity and a relation
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(h,e) given a tail entity t. Using the rating task below, we first evaluated how well the knowledge graph embedding models
performed: To construct the distorted triples for all test triples (h, e, t), the head entity h was taken out and supplanted by all other
entities save the head entity; (2) scores for the distorted triples and the test triple are computed using a scoring function; and
(3) score values are sorted in descending order, and (4) the test triple’s accurate head entity was recorded in order to determine
its rank. The algorithms are evaluated on their ability to predict missing relationships between entities in a knowledge graph.
Given a test set of triples with one or more missing relationships, the models compute the scores of all possible relationships
between the entities in each triple.

Fig 4. Loss curve plotted after training

Figure 5 displays the realistic arithmetic mean ranks computed for variousmodels computed for head, this evaluationmetric
is calculated as the arithmetic mean over all individual ranks. Its value ranges from 0 to infinity, where a lower value indicates
better performance.This figure clearly indicates thatComplExmodel has better adjusted averagemean rank, followed byConvE.
One advantage this metric holds over hits@k is its sensitivity to changes in overall model performance, capturing not only
specific results under a certain cutoff but also providing an insight into the average performance.

Fig 5. Arithmetic Mean Rank for Head

Table 1 shows the various hits@k values for individual models. Out of the individual models, hits@k values for ComplEx
model are better than other models as it encompasses a variety of relationship types and generalizes this well due to its selection
of embedding and scoring method, whereas the other models seem to be struggling generalizing the variety of relations.
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Table 1. Comparison of Hits values for different models
Model Hits@3 Hits@5 Hits@10
TransE 4.22 6.22 9.68
TransR 5.59 7.37 9.92
TransH 2.47 3.25 4.56
DistMult 12.40 14.90 18.50
ComplEx 25.98 32.64 41.82
ConvE 12.46 18.28 20.99

Figure 6 shows the adjusted arithmetic mean ranks for various models, computed for head, tail, and both. This evaluation
metric is calculated as the ratio of the average rank to the expected mean rank. Its value ranges from 0 to 2, where a lower
value indicates better performance. This figure indicates that for the singular models, the ComplEx model has a better-adjusted
average mean rank, followed by TransE. One advantage this metric holds over arithmetic mean rank is its independence from
the size of training and evaluation triples, as a small 10-triple evaluation with an average rank of 8 is bad, but an average rank
of 8 is good for a 1000-triple evaluation.

Fig 6. Adjusted Arithmetic Mean Rank

Table 2 shows the various hits@k values for the ensemblemodels.Thehits@k values for ensembles are clearly superior to their
lone counterparts. The models together perform better due to better generalization in different models, which when combined
with a voting ensemble ensures that popular outcomes are scored higher than obscure ones.

Table 2. Comparison of Hits values for different ensemble models
Model Hits@3 Hits@5 Hits@10
ComplEx-TransR-DistMult 21.28 25.91 30.72
DistMult-TransH-ConvE 10.53 15.22 18.66
TransE-TransR-ConvE 12.75 15.49 18.02
TransE-TransH-DistMult 14.32 16.73 19.75
ConvE-DistMult-ComplEx 31.74 33.56 42.97
ComplEx-TransE-ConvE 27.33 33.95 50.16
DistMult-ComplEx-TransE 14.40 16.39 23.84
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From the final results, we can sense a correlation between better generalizing singular models forming better-performing
ensemble models. The ensemble approach outperforms individual models and other baseline methods for link prediction in
the PrimeKG dataset. The results suggest that model ensemble can be an effective technique for improving the prediction of
new disease-gene associations. The comparison with other models cannot be done due to the unavailability of existing research
on PrimeKG dataset.

4 Conclusion
In this study, we proposed a novel ensemble stacking of a variety of knowledge graph completion models to discover disease-
gene associations. The study used the PrimeKG dataset, which includes a myriad of biological entities and represents the
relations between them. This paper mainly focuses on the disease-gene relations, and evaluating the models trained on the
entire dataset based on their performance on predicting new disease-gene links. A number of experiments are performed on
model stacking of different permutations of individual knowledge graph completion models. The models are assessed on rank-
based evaluation metrics, Mean Rank, Hits@10, Hits@5, Hits@3.

In light of the findings, we can deduce that the disease-gene interactions inferred by the ensemble technique may have
valuable implications for future research. For instance, thismight facilitate the study of as-yet-unidentified pathogenic pathways
in human illnesses and speed up the development of new disease treatments. The same algorithm can be used to find drug-
disease indications and contraindications, and disease-exposure associations, which are crucial fields of active research to
understand diseases and treat them effectively.

Theproposedmodel provides a naive approach to incorporating the learned representations of various embedding functions,
which is essential to form low-level embeddings of different types of relations. However, it does not form a single embedding
function to represent relations. This is especially essential when a visualization of the relations is required which cannot be
provided with this approach. The visualizations of the relations aids in further understanding of the model’s learning capacity,
similarity in relations, and distance between relations. The model can be further augmented by using some embedding space
combining functions that can capture the significance of each embedding space and have specific parameters that can control
the influence of each embedding in the final embedding function.
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