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Abstract

Graph generative models often lack a proper reconstruction loss to evaluate the distance between the generated graph and the target
graph. This is particularly important for molecular graph generators based on autoencoders, which should reconstruct the input
graphs as precisely as possible. Though, the distance estimation can be useful for any graph generator based on reconstruction,
including sequential methods relying on Graph Neural Networks. Since graphs are discrete entities by nature, general graph spaces
lack a reliable, general, and computationally affordable distance function. Graph Edit Distance is of course an exact, general, and
permutation–invariant method for evaluating the difference between two graphs defined in the same graph space. Since it needs all
the possible combinations of pairs of nodes from the two graphs, its exact computation is a NP-complete problem and cannot be
carried out for graphs larger than ten nodes. As a consequence, a comprehensive soft–estimation method for Graph Edit Distance
based on siamese Graph Neural Networks is proposed. A theoretical discussion is carried out, showing that the proposed method
can provide a reliable and precise soft–estimation of the Graph Edit Distance on molecular graphs. Molecular graph generators can
therefore use this distance estimation as a powerful non–permutation–invariant reconstruction loss. Moreover, the experimental
results show that the distance estimation is accurate, with a very low Mean Squared Error loss value.
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1. Introduction

The problem of generating graph data involves training a generative model that can produce new graph instances
resembling those observed in a given dataset. Unlike other structured data, such as images or text, graphs exhibit
unique challenges, due to their complexity and heterogeneity. This makes graph generation a difficult and crucial
task in many domains, including social network analysis, recommendation systems, biological network modeling,
and design of new chemical compounds. The main issue when dealing with graphs is, of course, their discrete nature:
graphs or their encodings must be brought into a continuous domain, because discrete spaces hinder the possibility of
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calculating gradients and therefore applying Backpropagation–like algorithms to train generative models. Traditional
generative approaches [1] struggle to capture intricate topological patterns, community structures, and attribute distri-
butions present in complex graphs. By using neural networks to operate directly on graph–structured data, GNNs [2]
can capture hierarchical relationships and local dependencies present in graphs, enabling effective generative model-
ing. However, generating realistic graph data poses several key challenges. First, the generated graphs must possess
statistical properties and structural characteristics similar to those of the input dataset, including the degree distribu-
tion, average path length, and clustering coefficient. Additionally, the generated graphs should preserve the semantic
meaning and functional properties encoded in the node and edge attributes, if available. Several approaches have been
proposed to address these challenges, including sequential graph generation based either on recurrent models [3, 4, 5]
or reinforcement learning [6, 7], Variational Graph Autoencoders (VGAEs [8, 9, 10]), Graph Generative Adversarial
Networks (GGANs [11, 12]), and diffusion models for graph generation [13, 14]. Variational graph autoencoders learn
a low–dimensional latent space representation of graphs, allowing for efficient sampling and interpolation between
graph instances. Graph generative adversarial networks employ an adversarial training mechanism to generate real-
istic graphs by competing against a discriminator network. Sequential models iteratively generate nodes and edges
conditioned on previously generated components, capturing the sequential nature of graph generation.

One of the main problems in training generative models is the choice of an adequate loss function. For one–shot
models, such as variational autoencoders, the most commonly used loss functions is the Kullback-Leibler (KL) di-
vergence [15] combined with a reconstruction loss, such as the mean squared error (MSE). MSE can compute the
distance between two matrices but, in general, it does not guarantee to calculate an adequate topological distance for
two adjacency matrices representing the connectivity of two graphs. In fact, there are many possible adjacency ma-
trices for every single graph, one for each enumeration of the nodes. This means that comparing different adjacency
matrices of the same graph can lead to inadequate values of the reconstruction error. Two main functions are designed
for solving this problem: Graph Edit Distance (GED [16]) and Sub–graph Edit Distance (SED [17]). Unlike the SED,
which violates the properties of identity and symmetry, the GED is considered a distance metric [18, 19] invariant
to node order permutations. GED has an important application in inexact graph matching, especially useful in fault–
tolerant pattern recognition [20]. Additionally, it has interesting applications in bioinformatics: for instance, it can be
used to measure the distance between two molecular graphs [21, 22], a particular kind of labeled graph in which the
node labels indicate the type of each atom and the edge labels indicate the type of each chemical bond. Moreover, hav-
ing a model which computes the similarities or dissimilarities between molecular graphs could be functional also for
implementing an efficient reconstruction loss for deep generative models. Unfortunately, the tasks of computing GED
and SED have been demonstrated to be NP–hard [23]. Recently, some works have employed GNNs to estimate GED.
In [18]iamese structure with Graph Isomorphism Networks (GINs) is used to predict GED and SED, with multiple
MLPs for performing features encoding, decoding, and distance of embeddings. More complex is the structure of the
solution reported in [24] here, graphs are processed by two Graph Convolutional Networks (GCNs [25] to produce
node–focused embeddings, which are subsequently processed by a graphs global attention network to obtain graph–
focused embeddings, and by a sub–module to obtain a node wise attention embedding. These embeddings are then
concatenated and processed by an MLP to predict a GED–like similarity score. Despite achieving good performance,
those approaches cannot be used in a generation task, since the number of nodes in the generated graphs is constrained
by the dataset used to train the model (e.g. LINUX [26], AIDS1 and IMDB [27] datasets), making the computation
impossible for new datasets. Approximation of GED and SED could also be useful in many application fields, such as
social sciences or bioinformatics [28], for example to locate similar subgraphs within larger graphs — to find similar
communities in social networks [29] — or for matching similar and complementary substructures in drug discovery
[30, 31, 32] and for protein–protein interaction prediction [33].

In this paper, a procedure to be used in graph generative frameworks is proposed, which consists in training a
neural network to calculate a topological soft estimation of the GED using a simpler architecture compared with
the literature, setting up the task as a supervised regression problem on a synthetic graph dataset generated for this
purpose. The model consists of a GNN–based Siamese network [34, 35, 36], a type of architecture used for tasks
involving similarity comparison or metric learning. Specifically, it is constituted by two identical subnetworks sharing
the same parameters and architecture (for this reason, they are called “Siamese”), each taking a different input. The
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calculating gradients and therefore applying Backpropagation–like algorithms to train generative models. Traditional
generative approaches [1] struggle to capture intricate topological patterns, community structures, and attribute distri-
butions present in complex graphs. By using neural networks to operate directly on graph–structured data, GNNs [2]
can capture hierarchical relationships and local dependencies present in graphs, enabling effective generative model-
ing. However, generating realistic graph data poses several key challenges. First, the generated graphs must possess
statistical properties and structural characteristics similar to those of the input dataset, including the degree distribu-
tion, average path length, and clustering coefficient. Additionally, the generated graphs should preserve the semantic
meaning and functional properties encoded in the node and edge attributes, if available. Several approaches have been
proposed to address these challenges, including sequential graph generation based either on recurrent models [3, 4, 5]
or reinforcement learning [6, 7], Variational Graph Autoencoders (VGAEs [8, 9, 10]), Graph Generative Adversarial
Networks (GGANs [11, 12]), and diffusion models for graph generation [13, 14]. Variational graph autoencoders learn
a low–dimensional latent space representation of graphs, allowing for efficient sampling and interpolation between
graph instances. Graph generative adversarial networks employ an adversarial training mechanism to generate real-
istic graphs by competing against a discriminator network. Sequential models iteratively generate nodes and edges
conditioned on previously generated components, capturing the sequential nature of graph generation.

One of the main problems in training generative models is the choice of an adequate loss function. For one–shot
models, such as variational autoencoders, the most commonly used loss functions is the Kullback-Leibler (KL) di-
vergence [15] combined with a reconstruction loss, such as the mean squared error (MSE). MSE can compute the
distance between two matrices but, in general, it does not guarantee to calculate an adequate topological distance for
two adjacency matrices representing the connectivity of two graphs. In fact, there are many possible adjacency ma-
trices for every single graph, one for each enumeration of the nodes. This means that comparing different adjacency
matrices of the same graph can lead to inadequate values of the reconstruction error. Two main functions are designed
for solving this problem: Graph Edit Distance (GED [16]) and Sub–graph Edit Distance (SED [17]). Unlike the SED,
which violates the properties of identity and symmetry, the GED is considered a distance metric [18, 19] invariant
to node order permutations. GED has an important application in inexact graph matching, especially useful in fault–
tolerant pattern recognition [20]. Additionally, it has interesting applications in bioinformatics: for instance, it can be
used to measure the distance between two molecular graphs [21, 22], a particular kind of labeled graph in which the
node labels indicate the type of each atom and the edge labels indicate the type of each chemical bond. Moreover, hav-
ing a model which computes the similarities or dissimilarities between molecular graphs could be functional also for
implementing an efficient reconstruction loss for deep generative models. Unfortunately, the tasks of computing GED
and SED have been demonstrated to be NP–hard [23]. Recently, some works have employed GNNs to estimate GED.
In [18]iamese structure with Graph Isomorphism Networks (GINs) is used to predict GED and SED, with multiple
MLPs for performing features encoding, decoding, and distance of embeddings. More complex is the structure of the
solution reported in [24] here, graphs are processed by two Graph Convolutional Networks (GCNs [25] to produce
node–focused embeddings, which are subsequently processed by a graphs global attention network to obtain graph–
focused embeddings, and by a sub–module to obtain a node wise attention embedding. These embeddings are then
concatenated and processed by an MLP to predict a GED–like similarity score. Despite achieving good performance,
those approaches cannot be used in a generation task, since the number of nodes in the generated graphs is constrained
by the dataset used to train the model (e.g. LINUX [26], AIDS1 and IMDB [27] datasets), making the computation
impossible for new datasets. Approximation of GED and SED could also be useful in many application fields, such as
social sciences or bioinformatics [28], for example to locate similar subgraphs within larger graphs — to find similar
communities in social networks [29] — or for matching similar and complementary substructures in drug discovery
[30, 31, 32] and for protein–protein interaction prediction [33].

In this paper, a procedure to be used in graph generative frameworks is proposed, which consists in training a
neural network to calculate a topological soft estimation of the GED using a simpler architecture compared with
the literature, setting up the task as a supervised regression problem on a synthetic graph dataset generated for this
purpose. The model consists of a GNN–based Siamese network [34, 35, 36], a type of architecture used for tasks
involving similarity comparison or metric learning. Specifically, it is constituted by two identical subnetworks sharing
the same parameters and architecture (for this reason, they are called “Siamese”), each taking a different input. The

1 https://wiki.nci.nih.gov/display/NCIDTPdata/AIDS+Antiviral+Screen+Data



4188	 Sara Bacconi  et al. / Procedia Computer Science 246 (2024) 4186–4193
S. Bacconi et al. / Procedia Computer Science 00 (2024) 000–000 3

key aspect of the Siamese model lies in its ability to learn a similarity function, thus representing the ideal choice
for the computation of the GED. The paper is organized as follows. In section 2, the GED learning problem and the
dataset generation are described, together with the model structure; in Section 3, the experimental set–up is reported
while the obtained results are discussed in Section 4. Finally, Section 5 collects some conclusions and depicts future
perspectives.

2. Materials and Methods

2.1. Problem definition

A graph is a non–linear, non–Euclidean data structure defined as a pair G = (V, E), where V represents the set of
nodes and E ⊆ V×V is the set of edges. Nodes describe entities, while edges stand for the relationships between them.
Nodes and edges can be associated with values or vectors of values describing their features — xv ∈ Rdv , ∀v ∈ V ,
and eu,v ∈ Rde , ∀(u, v) ∈ E, respectively. The stacked versions of all the node and edge feature vectors constitute,
respectively, the node feature matrix XV ∈ R|V |×dv and the edge feature matrix XE ∈ R|E|×de .

Let G = (V, E, XV , XE) be a generic undirected, labeled graph, s.t. G ∈ G, where G is a set of graphs. The GED
between two graphs G1 and G2 in G, denoted as GED(G1,G2), is defined as the minimum number of edit operations
which transform G1 in G2, where an edit operation on the graph G1 can be either a single insertion or a single deletion
of a node or an edge, or even a node relabeling. The GED between two identical graphs, i.e. between two isomorphic
graphs with the same node and edge features, is therefore defined as zero.

In this study, NeuraGED — a GNN–based approximation of the graph edit distance — is proposed. The model is
trained on a datasetLG = {〈G1,G2, y〉 : y = GED(G1,G2) ∈ R |G1,G2 ∈ G} of tuples, where y ∈ R is the ground–truth
value for GED(G1,G2), with y(G1,G2) = y(G2,G1).

2.2. Dataset generation

The primary challenge associated with the GED calculation is its computational complexity. It has been proven that
this problem belongs to the NP–hard class of complexity [23]: the NP–hardness of GED implies that computing the
exact distance between two graphs is intractable for large or complex graphs, since it requires a prohibitive amount of
time and resources. Hence, in order to obtain a soft estimation of this distance, the generation of a specific dataset, in
which the target distance for each couple of samples is known, is proposed.

The ZINC dataset [37], a common and widely used dataset in drug discovery and molecular modeling, was utilized
as a reference in this study [38]. ZINC contains information on the molecular structures, properties, and features of
various chemical compounds, comprising molecular graphs with a maximum of 38 atoms, described by a set of 27
features. The generated dataset is composed of ordered triplets 〈G1,G2, y〉, where G1 = (V1, E1) and G2 = (V2, E2)
describe two simple undirected and node–labeled graphs, i.e. undirected graphs which do not allow for parallel edges
nor self–loops, while y represents the GED between G1 and G2. In order to simulate the insertion and deletion edit
operations, and to guarantee a general balance of the dataset, the first half of the data was constructed so that G2 is
generated as an extension of G1, i.e. with only the addition operation allowed in the generation procedure, while the
second half of the dataset is built by exchanging the position of G2 and G1 inside the ordered triplets, so that only the
deletion operation is considered. Let G be the set of undirected simple graphs and let Bn×m be the set of all n×m binary
matrices. The structure of the graphs is then constructed through a random generation of their adjacency matrices by
means of a function f : R → G, which generates a squared matrix A = [ai j] ∈ Bk1×k1 , given a number of nodes
k1 = |V1|, sampled from a specific normal distribution. Moreover, since G1,G2 ∈ G, the generated adjacency matrices
are binary symmetric matrices with all zeros on the diagonal. In this context, isolated nodes are not allowed: if there
are one or more nodes with no incident edges (i.e. null rows and therefore null columns in A1), random non–diagonal
elements are set to 1. Given the two adjacency matrices A1 ∈ Bk1×k1 and A2 ∈ Bk2×k2 , with k1 ≤ k2, the topological
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estimation of the GED is computed as defined in Eq. (1):

y = n +
∑

k1≤i≤k2−1
0≤ j≤k1−1

a2
i, j +

1
2

∑
k1≤i≤k2−1
k1≤ j≤k2−1

a2
i, j. (1)

The two summations in Eq. (1) count the number of elements equal to 1 in the two submatrices that can be extracted
from A2 if only the rows associated to the added vertices are considered, hence the rows not belonging to A1. Fig. 2
shows the GED estimation from a graphical point of view: the sum of the second submatrix, colored in red, is di-
vided by two since undirected graphs are considered and because of the symmetrical nature of A2, otherwise the
corresponding edges would be counted twice.
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In order to measure the performance of the proposed model with different initialization methods for node labels,
and to generate the final samples 〈G1,G2, y〉, the associated feature matrices X1 ∈ Rk1×dv and X2 ∈ Rk2×dv are generated
as well, together with the target y and the maximum diameter D for each pair. On the one hand, if a generic graph G
is connected, then its diameter diam(G) is computed. On the other hand, if G is not connected, its diameter would be
infinite, therefore the relative sample is discarded. Hence, four possible situations can occur:

• Both G1, G2 are disconnected, then D = 0;
• G1 is connected and G2 is disconnected, then D = diam(G1);
• G1 is disconnected and G2 is connected, then D = diam(G2);
• Both G1, G2 are connected, then D = max{diam(G1), diam(G2)}.

2.3. NeuraGED Model

The GED estimation is carried out by NeuraGED, a hybrid model consisting of a GNN–based Siamese neural
network followed by a Multilayer Perceptron. In particular, Siamese networks for graphs [39, 40] approximate well
the embedding function f1 : G × G → Rh ×Rh, where G is the set of graphs and h is the dimension of the embedding
space.

GNNs have been demonstrated to be universal approximators on graphs [41]. Moreover, it has been proved that a
GNN with a sufficient number of message passing iterations and an injective readout function is as powerful as the
first–order Weisfeiler–Lehman test. This holds true both for recurrent GNNs and for some convolutional GNN models
[42]. As a consequence, the choice of GINs — which were purposefully designed for maximizing the isomorphism
recognition capability — seems to be natural. GINs calculate message–passing iterations in stacked convolutional
layers which do not share the weights, according to Eq. (2):

h(k)
v = MLP(k)
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Let G = (V, E, XV , XE) be a generic undirected, labeled graph, s.t. G ∈ G, where G is a set of graphs. The GED
between two graphs G1 and G2 in G, denoted as GED(G1,G2), is defined as the minimum number of edit operations
which transform G1 in G2, where an edit operation on the graph G1 can be either a single insertion or a single deletion
of a node or an edge, or even a node relabeling. The GED between two identical graphs, i.e. between two isomorphic
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this problem belongs to the NP–hard class of complexity [23]: the NP–hardness of GED implies that computing the
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various chemical compounds, comprising molecular graphs with a maximum of 38 atoms, described by a set of 27
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describe two simple undirected and node–labeled graphs, i.e. undirected graphs which do not allow for parallel edges
nor self–loops, while y represents the GED between G1 and G2. In order to simulate the insertion and deletion edit
operations, and to guarantee a general balance of the dataset, the first half of the data was constructed so that G2 is
generated as an extension of G1, i.e. with only the addition operation allowed in the generation procedure, while the
second half of the dataset is built by exchanging the position of G2 and G1 inside the ordered triplets, so that only the
deletion operation is considered. Let G be the set of undirected simple graphs and let Bn×m be the set of all n×m binary
matrices. The structure of the graphs is then constructed through a random generation of their adjacency matrices by
means of a function f : R → G, which generates a squared matrix A = [ai j] ∈ Bk1×k1 , given a number of nodes
k1 = |V1|, sampled from a specific normal distribution. Moreover, since G1,G2 ∈ G, the generated adjacency matrices
are binary symmetric matrices with all zeros on the diagonal. In this context, isolated nodes are not allowed: if there
are one or more nodes with no incident edges (i.e. null rows and therefore null columns in A1), random non–diagonal
elements are set to 1. Given the two adjacency matrices A1 ∈ Bk1×k1 and A2 ∈ Bk2×k2 , with k1 ≤ k2, the topological
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from A2 if only the rows associated to the added vertices are considered, hence the rows not belonging to A1. Fig. 2
shows the GED estimation from a graphical point of view: the sum of the second submatrix, colored in red, is di-
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corresponding edges would be counted twice.
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In order to measure the performance of the proposed model with different initialization methods for node labels,
and to generate the final samples 〈G1,G2, y〉, the associated feature matrices X1 ∈ Rk1×dv and X2 ∈ Rk2×dv are generated
as well, together with the target y and the maximum diameter D for each pair. On the one hand, if a generic graph G
is connected, then its diameter diam(G) is computed. On the other hand, if G is not connected, its diameter would be
infinite, therefore the relative sample is discarded. Hence, four possible situations can occur:

• Both G1, G2 are disconnected, then D = 0;
• G1 is connected and G2 is disconnected, then D = diam(G1);
• G1 is disconnected and G2 is connected, then D = diam(G2);
• Both G1, G2 are connected, then D = max{diam(G1), diam(G2)}.

2.3. NeuraGED Model

The GED estimation is carried out by NeuraGED, a hybrid model consisting of a GNN–based Siamese neural
network followed by a Multilayer Perceptron. In particular, Siamese networks for graphs [39, 40] approximate well
the embedding function f1 : G × G → Rh ×Rh, where G is the set of graphs and h is the dimension of the embedding
space.

GNNs have been demonstrated to be universal approximators on graphs [41]. Moreover, it has been proved that a
GNN with a sufficient number of message passing iterations and an injective readout function is as powerful as the
first–order Weisfeiler–Lehman test. This holds true both for recurrent GNNs and for some convolutional GNN models
[42]. As a consequence, the choice of GINs — which were purposefully designed for maximizing the isomorphism
recognition capability — seems to be natural. GINs calculate message–passing iterations in stacked convolutional
layers which do not share the weights, according to Eq. (2):
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where h(k)
v is the state of the node v at layer k, ε(k) is a learnable parameter at layer k, and N(v) is the one–hop

neighborhood of node v. Once the two graphs G1 and G2 are fed in input to the Siamese GIN, after k message–passing
iterations (carried out by the same number of layers), the state of every node represents a natural node embedding (k is
a hyperparameter of the network). The two graph embeddings are obtained using a global pooling with max, average
or sum aggregation mode.

After the graph embeddings E1 and E2 are computed, they are concatenated and fed in input to a MLP which
approximates the function f2 : Rh × Rh → R, such that f2 (E1, E2) approximates GED(G1,G2). Setting the activation
function of the last layer of the MLP with a ReLU guarantees the non negativity of f2. Moreover, given that GNNs are
universal approximators on graphs [43, 44], it can be concluded that f2 maps the two embeddings in the GED value
of the correspondent pair of graphs [45]. Fig. 3 shows the structure of the NeuraGED model.

Fig. 3. Architecture of NeuraGED

3. Experimental Setup

Experiments have been performed on a Intel(R) Core(TM) i7-9800X CPU with 3.80GHz equipped with 64 GB
RAM. The dataset consists of 120.000 pairs of graphs, 70% of which compose the training set, 10% the validation
set, and 20% the test set. Once the number of message passing layers has been fixed to 3, equal to the maximum
diameter of connected graphs in the dataset, the first step of the training procedure consists in a random search of the
network hyperparameters. For the GIN state updating function, a MLP with only one hidden layer has been chosen.
The number of neurons in the hidden layer depends on the node state dimension, varying between 2h and 3h, h being
the node state dimension. The activation function of the MLP module inside the GIN layers is fixed to SeLU and the
global pooling method is always sum.

Since the MLP implementing the distance function f2 takes in input the concatenated embeddings of the two
graphs, its layout depends on the node state dimension h. While the input layer is always of dimension 2h and the
output layer is always composed of one unit, the number of hidden layers change within 2 and 3 and their units within
2 · h, 10 · h, for 2 layers, and 2h, 10h, 10h, for 3 layers. The activation function is LeakyReLU for all layers except the
last one, which is equipped with ReLU activation. In Table 1 are reported the combinations of node state dimension,
GIN hidden layers, pooling type, and number of hidden layer neurons for the MLP.

The training of the model is carried out using MSE as a loss function and the Adam optimizer, with a learning rate
of 10−6, a batch size of 512, and a number of epochs equal to 1000, with early stopping based on the validation loss.

To measure the performance of the network configuration with each chosen set of parameters, a 5–fold cross
validation has been applied, with patience for early stopping equal to 15. Each training inside the cross validation has
been performed changing the initialization of feature matrices of the graphs.
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Table 1. Experimental setup for NeuraGED. The table summarizes the parameters used in the experiments. As it can be seen, values from the
second and fourth columns depend on the values of the first column, i.e. GIN hidden layer and MLP hidden layer sizes are multiples of the node
state dimension. The best setup is reported in bold.

State dimension GIN hidden layer Pooling type MLP hidden layers

64 128 sum [128 , 640]
64 192 sum [128 , 640]

128 256 sum [256 , 1280]
128 384 sum [256 , 1280]
128 256 sum [256 , 1280, 1280]
128 384 sum [256 , 1280, 1280]

4. Results and Discussion

Experiments show that the best model is the one having node state dimension of 128, GIN hidden layer size of 256,
sum global pooling and MLP with two hidden layers of 256 and 1280 neurons.

In Table 2, the best results of the cross–validation are reported.

Table 2. Comparison of results obtained with different feature matrix initialization methods. For each method, the average MSE on the test set and
its standard deviation are reported.

Feature matrix Average test MSE Standard deviation

ones 0.1343 0.0754
random uniform 1.9211 0.2822
random normal 14.4601 2.5295

As it can be appreciated from the results shown in Table 2, NeuraGED can identify with a low error a broad variety
of graph structures. This behavior can be obtained with different methods of feature matrix initialization, indicating
that the model is capable of filtering out (at least to a certain degree) this unrelated information, focusing only on the
topology. However, the predictions obtained with feature matrices sampled from a distribution in the interval [0, 1),
referred in Table 2 to as random uniform, or a standard normal distribution, referred in Table 2 to as random normal,
are not as accurate as those obtained in the case of feature matrices initialized with all the entries equal to 1. This
indicates that the features introduce some noise in the GED estimation process, even if the GED is purely topological.
Additionally, it is possible to observe that the sparsity of the random normal feature matrices can hinder the learning
process, but this could be avoided by shifting the mean of the normal distribution.

5. Conclusion

In this paper, NeuraGED, a method for computing a soft–estimation of the Graph Edit Distance (GED) based on
siamese Graph Neural Networks (GNNs) was presented. An exact computation of the GED is unfeasible because it
constitutes a NP–hard problem and cannot be carried out for graphs larger than 10 nodes. The proposed model pro-
vides a reliable and computationally affordable estimation of the GED, with very low error rates, that can be applied
also to graphs with more than 10 nodes. This method can be useful for several tasks on graph data that require an
evaluation of a topological distance between two structures. For instance, it could be used to compute the distance
between two molecular graphs, even when dealing with large molecules. This is potentially very useful when building
graph generators, as the proposed method could be used for calculating a reliable, fast, informative, and permutation–
invariant reconstruction loss. Such loss could substantially improve the training procedure of many graph generative
models, which typically rely on less informative and non–permutation–invariant reconstruction loss functions.
Regarding future research, it would be interesting to add a term accounting for the dissimilarities between the feature
vectors to the target estimation equation. For instance, this term could be based on the euclidean distance between
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vides a reliable and computationally affordable estimation of the GED, with very low error rates, that can be applied
also to graphs with more than 10 nodes. This method can be useful for several tasks on graph data that require an
evaluation of a topological distance between two structures. For instance, it could be used to compute the distance
between two molecular graphs, even when dealing with large molecules. This is potentially very useful when building
graph generators, as the proposed method could be used for calculating a reliable, fast, informative, and permutation–
invariant reconstruction loss. Such loss could substantially improve the training procedure of many graph generative
models, which typically rely on less informative and non–permutation–invariant reconstruction loss functions.
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features. Of course, another possible development to pursue could be the addition of edge labels, consequently obtain-
ing an estimation of the distances between the edge feature vectors. These latter two steps would extend the proposed
computation to labeled graphs, making the distance much more informative in this domain. Moreover, it could be
functional to add a normalized precomputed supervision, for instance by applying a logarithmic formulation. Finally,
this promising model could be extended to produce a more precise approximation of the GED, thus becoming a
plausible reconstruction loss function for deep generative models.
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features. Of course, another possible development to pursue could be the addition of edge labels, consequently obtain-
ing an estimation of the distances between the edge feature vectors. These latter two steps would extend the proposed
computation to labeled graphs, making the distance much more informative in this domain. Moreover, it could be
functional to add a normalized precomputed supervision, for instance by applying a logarithmic formulation. Finally,
this promising model could be extended to produce a more precise approximation of the GED, thus becoming a
plausible reconstruction loss function for deep generative models.
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