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Abstract: Cancer diagnosis and treatment depend on accurate cancer-type prediction. A prediction
model can infer significant cancer features (genes). Gene expression is among the most frequently
used features in cancer detection. Deep Learning (DL) architectures, which demonstrate cutting-edge
performance in many disciplines, are not appropriate for the gene expression data since it contains a
few samples with thousands of features. This study presents an approach that applies three feature
selection techniques (Lasso, Random Forest, and Chi-Square) on gene expression data obtained from
Pan-Cancer Atlas through the TCGA Firehose Data using R statistical software version 4.2.2. We
calculated the feature importance of each selection method. Then we calculated the mean of the
feature importance to determine the threshold for selecting the most relevant features. We constructed
five models with a simple convolutional neural networks (CNNs) architecture, which are trained
using the selected features and then selected the winning model. The winning model achieved a
precision of 94.11%, a recall of 94.26%, an F1-score of 94.14%, and an accuracy of 96.16% on a test set.

Keywords: cancer prediction; gene expression; deep learning; Pan-Cancer Atlas; convolutional
neural networks

1. Introduction

Cancer is a leading cause of death globally, and it is, the second leading cause of death
in the United States after heart disease. In the US, Cancer mortality reached 163.5 per
100,000 persons. Worldwide, 609,820 cancer-related deaths, and more than 1.9 million new
cancer diagnoses are anticipated for 2023 [1]. Furthermore, according to data from 2013 to
2015, 38.4% of Americans will receive a cancer diagnosis at some point in their lifespan.
Cancer detection and treatment methods have been the subject of extensive research to
decrease its negative effects on human health. Cancer prediction places much emphasis on
cancer susceptibility, recurrence, and prognosis. A shift toward multi-omics investigations
is occurring [2,3], focusing strongly on genomes, transcriptomics, and proteomics. The
goal is to give clinicians a more profound understanding of patients’ internal states to
make accurate clinical decisions. A comprehensive understanding of the intricacies of the
patterns involved in the cancer process is provided by recent improvements made through
collaborations between machine learning and gene expression data analysis of cancer [4].
Therefore, gene expression data raises the necessity for cutting-edge machine learning
techniques, which increasingly serve as one of the primary motivators for numerous
clinical and translational applications.

Recently, a combination of new facilities and technologies has generated vast amounts
of cancer data, which hold immense potential for advancing our understanding of cancer.
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Due to the accessibility of publicly available cancer data over the past ten years, traditional
machine learning approaches have been developed [5–10]. On the other hand, a set of
neural network models with multi-layers called deep learning (DL) excels at the challenge of
being trained with large amounts of data. Like traditional machine learning techniques, DL
entails two steps: training, which involves estimating the parameters of the network from a
specified dataset known as the training set, and testing, which uses a testing set to evaluate
the learned network performance. The development of deep learning approaches that
have innovative interpretability and high accuracy in predicting the types of cancers was
made possible by accumulating whole transcriptome profiling of tumor data. One of these
profiling data is the Cancer Genome Atlas (TCGA), a well-known cancer transcriptome
profiling database containing the 33 most common types of cancer [11]. Many models
based on different DL are created for the detection and classification of cancer. Research
that utilized multiple models based on convolutional neural networks (CNNs) built for
various input data types was reported by Milad Mostavi et al. in their publication [12].
These models rigorously examine the ability of the convolution kernels. Milad Mostavi et al.
assessed the performance of their models in predicting tumor types using the TCGA data,
which contains the gene expression of 33 types of cancer. Their models achieved prediction
accuracies ranging from 93.9% to 95%. Four Graph CNNs models were suggested and
trained by Ricardo Ramirez et al. [13] utilizing the whole TCGA gene expression data sets
to classify 33 different cancer types. The models had prediction accuracies from 89.9 to
94.7%. Lyu et al. [14] developed a CNNs model and obtained more than 95% classification
accuracy for 33 cancer types retrieved from TCGA. They mapped the gene expression
samples into two-dimensional matrices for input. Zexian Zeng et al. [15] presented a CNNs
approach for the classification of seven types of cancer retrieved from the TCGA dataset
and obtained an overall accuracy of 77.6%. Our group [16] proposed five 1D-CNN-based
stacking ensemble approaches for classifying the most malignancies affecting women. The
developed model uses RNASeq data obtained from TCGA as an input. The output of these
models is integrated using Neural Network (NN), which is then utilized as a meta-model.

Ramroach et al. [17] assessed the application of five different machine learning
(random forest, GBM, REFRN, SVM, and KNN) with RNAseq data from 17 cancer types.
In a recent study, researchers compared the performance of different machine learning
algorithms for cancer research. They split the data into two sets: 75% for training and 25%
for testing. Their models were built using the training set, and the testing set was used
to evaluate their models performance. The researchers found that ensemble algorithms
performed better than the other methods on the entire gene list. Ensemble algorithms are a
techniques or algorithm that combines the predictions of multiple models. This can help to
enhance the models’ performance by reducing the bias and variance of individual models.
At the same time, the clustering and classification models achieved higher performance
when features (genes) were reduced to 20 genes. Hong et al. [18] created a multitask model
based on deep learning for classifying tissue, disease condition, tissue origin, and neoplastic
subtype using the full transcriptome (RNA-seq) datasets peri-neoplastic, neoplastic, and
non-neoplastic tissue. Their results indicated that the model achieved 99% accuracy for
classifying disease states, an accuracy of 97% for classifying tissue origin, and an accuracy
of 92% for subclassification of neoplastic. Khan and Lee [19] proposed a gene transformer
deep learning-based model to detect the significant biomarkers across different cancer
subtypes. They used gene expression data of 33 tumor types from the TCGA. Their results
indicated that their proposed model outperformed the traditional classification models.
Zhang et al. [20] developed an explainable deep learning model called Transformer for
Gene Expression Modeling (T-GEM) for predicting the cancer types and identifying the
type of immune cell using TCGA and ScRNA-Seq data, respectively. Moreover, they used
their proposed model to obtain the relevant markers. Their results depicted that their de-
veloped model has accuracies of 94.92% and 90.73% for the TCGA and PBMC ScRNA-Seq
datasets, respectively. Lkf Cai et al. [21] created a transformer deep learning model called
DeePathNet that combines omics data and pathways information. They used the datasets
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TCGA, CCLE, and ProCan-DepMapSanger. The performance of their proposed model was
assessed by classifying cancer types and subtypes, in addition to the prediction of the drug
response. Their proposed model outperformed the traditional classifiers by achieving over
95% recall scores for most cancer types.

In this paper, we constructed a CNNs model that classifies 33 cancer types and normal
samples using RNA-Seq gene expressions data as inputs. The Illumina HiSeq platform
and R software are used to obtain gene expression data from Pan-Cancer Atlas [22] via
the RTCGAToolbox package [23,24]. We selected the state run data of 28-01-2016, which
is determined using the getFirehoseRunningDates function. Consequently, the getFire-
hoseData function is used to download the gene expression data. Then, we processed the
downloaded data using a normalization technique to the data to ensure that the expression
could be inferred properly from the gene expression data and prevent the occurrence of
biased expression scores. The normalized data is processed using filtration through the
gene-filter package to filter the genes that exhibit low variation across the samples.

2. Materials and Methods

The R/Bioconductor package RTCGA Toolbox package [24] is used to retrieve the
Pan-Cancer Atlas RNASeq gene expression data via the TCGA Firehose Data. The obtained
data contains 10,456 samples from 33 tumor types with their corresponding normal samples
and it has 20,501 genes in total. The gene expression data was log2 transformed using
the formula log2(value + 1). Thereafter, dataset undergoes normalization and filtration
processes, which reduced the number of genes to 15,271. Figure 1 presents the number of
sample in each cancer type.
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3. Proposed Approach

Figure 2 depicts the complete framework of our proposed method. First, we divided
the entire data into testing and training sets before processing it with feature selection
algorithms to prevent data leakage and model overfitting. Then, we applied feature
selection procedures to the training set. This way, we will ensure no information is shared
between the training and testing sets when applying the features selection algorithm.
Suppose feature selection is used to prepare the data, followed by model selection and
training on the chosen features. In this case, the model will be given the training set as a
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whole for making feature selection decisions. This could lead to models that are improved
by the chosen features over other tested models appearing to have better results when they
have biased results [25]. Three feature selection techniques are used. These techniques are
Lasso, Random Forest, and Chi-Square. These feature selection techniques are essential
because they can identify the most important features that strongly impact the target
variable and remove the less important features. We calculated the feature importance of
each selection method. Then we calculated the mean of the feature importance to determine
the threshold for selecting the most relevant features, which are then reshaped into 2D-
image-like data. The thresholds that we used in this research are µ, 0.5 µ, 2 µ, 4 µ, and
8 µ and they are used to create five classification models. These classification models are
trained based on a 10-fold cross-validation approach.
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Lasso is a regularization technique that enhances the functionality of linear regres-
sion models. To achieve this, a penalty that promotes the coefficients of less important
characteristics to be zero is added to the loss function [26]. This makes the model easier
to understand and more straightforward. Both classification and regression issues can be
solved with Lasso. When there are many features, and the target variable is only affected by
a small number of features, Lasso performs well. A penalty factor determines the number of
features that are maintained. Choosing the penalty factor using cross-validation increases
the likelihood that the model will generalize well to new data sets.

If we consider a multinomial response with more than two levels (K > 2), we can sup-
pose that pl(gi) = Pr(C = ci|gi), where ci ∈ {1, 2, 3, . . . , K} represents the probability of
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observing ith response. The multinomial LASSO model’s log-likelihood can be expressed
as follows [27]:

max{
β0l, βl

}
ssK

1 ∈ RK(p+1)

[
1
N ∑N

i=1 log pci (gi)− λ ∑K
l=1 Pα

(
βl

)]
(1)

The aforementioned log-likelihood can be optimized through a penalized approach.
Therefore, the regularized log-likelihood in Equation (1) can be represented in more detailed
as follow

l
({

β0l, βl

}K

1

)
=

1
N ∑N

i=1

[
∑K
l=1 yil

(
β0l + gT

i βl

)
− log

(
∑K
l=1 eβ0l+ gT

i βl
)]

(2)

Pα(β) = (1− α)
1
2
||β ||2L2

+ α ||β ||L1 = ∑p
j=1

[
1
2
(1− α)β2

j + α
∣∣β j
∣∣] (3)

The target variable can be represented by a matrix Y, where Y has a dimension of NxK,
and yil = I(ci = l). βl is a vector that represents the regression parameters, the penalty
component of the equation above denoted by Pα, the level of expression for the gene of
sample i is represented by gi, and the response value yil for sample i. The penalty of LASSO
regression can be achieved by setting α = 1 in Equation (3).

The reason that LASSO was chosen as the penalty term is that it uses the total actual pa-
rameters’ values used in the model, which are constrained to be lower than a predetermined
threshold. In statistics, the chi-square test determines if two events are independent [28].
Equation (4) shows the calculation of chi-Square statistics where we can obtain the actual
count O and the expected value E from two variables’ data. Chi-Square determines the dis-
crepancy between the anticipated count E and the actual count O. While choosing features.
Our goal is to select those that depend heavily on the outcome. The observed count will be
relatively close to the expected count if the two features are independent. Hence, the value
of the Chi-Square statistics will be smaller. A high Chi-Square statistic indicates that the
independence hypothesis is not true. As a result, features with higher Chi-Square statistics
will be selected for training the model.

χ2
c = ∑

(Oi + Ei)
2

Ei
(4)

Random Forests (RF) is a learning method based on an ensemble approach that builds
many decision trees during training and returns each tree’s mean prediction or mode of
the classes [29]. Problems involving classification and regression are both addressed by RF.
RF chooses the most crucial features based on the impurity reduction they offer, and the
most vital characteristics offer the most significant impurity reduction. The RF algorithm
procedure is presented in Algorithm 1 [25].
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Algorithm 1. Random Forests Pseudocode
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{

Ĉr f (s)
}C

r f=1

4. Performance Score

In this work, we used four metrics to assess our proposed model. These metrics,
namely, F1-score, precision, recall, and classification accuracy are frequently used to assess
a model’s performance on bioinformatics data. F1- score and accuracy are used to assess
the model’s overall performance. In addition, the sensitivity and recognition rate are scored
by recall and precision, respectively. The mathematical expressions for these metrics are
provided below. The percentage of correctly recognized cancer is the classification accuracy,
which is computed as follows:

Accuracyj =
∑i mii

∑i,j mij
(5)

Recall is a metric used in machine learning to assess a model’s capacity to locate all
pertinent instances within a set of data. The ratio of true positives to the total of true
positives and false negatives is used to compute it and its equation is as follows:

Recallj =
mjj

∑i mji
(6)



Appl. Sci. 2023, 13, 10919 7 of 16

A classification model’s precision is its capacity to recognize only the relevant data
points, which is given by:

Precisionj =
mjj

∑j mji
(7)

A model’s accuracy on a binary classification process is called the F1 score. It is
calculated as the mean of recall and precision, where 1 reflects the highest value and 0
reflects the worst value. Precision and recall both contribute the same percentages to the F1
score. The F1 score can be presented as follows:

F1 scorej =
2 × Recallj × Precisionj

Recallj + Precisionj
(8)

where: i and j represent the different classes.

5. Results and Discussion

Keras Library [30] was used to implement our deep-learning approach. The original
dataset contains 15,271 genes (features). As mentioned in the proposed method section,
we initially split the entire dataset into testing and training sets. The training data was
then used to create our model. We designed a CNN models that is very simple in which
we limited the number of convolutional layers to one convolutional layer. That is because
Increased CNN model depth does not necessarily improve the performance on bioinformat-
ics data [31], even though deeper models based on CNN have shown great performance in
computer vision problems [32]. For problems like the prediction of a cancer type, shallower
models are recommended when the samples’ number is quite tiny compared to the number
of factors. Such simple models use fewer training resources and prevent overfitting [33].
Based on these two factors, we built a CNN model that adheres to the most often used
models in computer vision when the input has a two-dimension format, such as an image.
The 2D kernels in this CNN are used to extract local features. The size, number, and stride
of the kernel parameters, as well as the total amount of nodes in the fully linked layers, are
tuned using the grid search method [34].

We first started by training our designed CNN model using the entire features (genes).
The features are reshaped into 2D-image-like data to be appropriate for our designed CNN
model. Since the training data has imbalanced classes, we set the class weight parameter
to ‘’balanced” to automatically adjust the weights based on the class frequencies in the
training data. We utilized the cross-validation method with a leave-one-out to assess the
correctness of our model. Our training data set was initially divided into ten roughly equal
sets. The validation set was represented by the elimination of one set, and the training set
was created by pooling the remaining nine sets. We carried out this procedure ten times,
substituting one set for the validation set each time. We will have a different validation set
each time this way, allowing us to assess the generalizability of our model. We evaluated
the model on the test set and the obtained results are shown in Table 1.

Table 1. Models’ accuracies when using the entire features.

Model No.
CV Tuning

Average
Accuracy

Tuning Std
Threshold
(Feature

Coefficient)
No. of Features

1 95.83% (+/−1.28%) No 15,271

We applied Lasso, Chi-Square, and Random Forest features selection to select the
genes that significantly affect the class by calculating their feature importance. To select the
most relevant features, we used five thresholds µ, 0.5 µ, 2 µ, 4 µ, and 8 µ on each feature
selection method. We used the features selected by these five thresholds to create five CNN
classification models each model has the same setting that we adjust for the entire features.
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The number of features that resulted from the different feature selection methods (Lasso
Random Forest, Chi-Square) using the five thresholds together with their corresponding
model tuning accuracy based on 10-fold cross validation are presented in Tables 2–4.

Table 2. Models accuracies and the number of features when using Lasso with the different thresholds.

Model No.
CV Tuning

Average
Accuracy

Tuning Std
Threshold
(Feature

Coefficient)
No. of Features

1 96.76% (+/−0.41%) 1
2 µ 7535

2 97.03% (+/−0.37%) µ 4865
3 96.98% (+/−0.43%) 2 µ 2356
4 97.11% (+/−0.42%) 4 µ 597
5 95.18% (+/−0.80%) 8 µ 81

Table 3. Models accuracies and the number of features when using Random Forest with the different
thresholds.

Model No.
CV Tuning

Average
Accuracy

Tuning Std
Threshold
(Feature

Coefficient)
No. of Features

1 96.83% (+/−0.25%) 1
2 µ 5166

2 96.93% (+/−0.08%) µ 2896
3 96.94% (+/−0.28%) 2 µ 1656
4 96.92% (+/−0.14%) 4 µ 870
5 96.59% (+/−0.15%) 8 µ 321

Table 4. Models accuracies and the number of features when using Chi-Square with the different
thresholds.

Model No.
CV Tuning

Average
Accuracy

Tuning Std
Threshold
(Feature

Coefficient)
No. of Features

1 96.69% (+/−0.30%) 1
2 µ 7137

2 96.52% (+/−0.30%) µ 4432
3 96.29% (+/−0.41%) 2 µ 2220
4 95.06% (+/−0.34%) 4 µ 688
5 85.59% (+/−1.08%) 8 µ 64

Tables 2–4 show that the model performance on the features that are selected using
the features selection method is better compared to it is performance on the entire set of
features. As revealed in Table 2, model 4 achieved a tuning accuracy of 97.11% and that
makes it as the best model. The features for model 4 are selected using Lasso with feature
importance threshold set to 4 µ. The selected threshold produces 597 features that will be
used to score the model accuracy on the test data. The best model in Table 3 is model 3,
which achieved a tuning accuracy of 96.94%. The features for model 3 are selected using
Random Forest. 2 µ is used as feature importance threshold and that produces 1656 features.
Table 4 shows that the best model when using Chi-Square as a feature selection method
is model 1 with a tuning accuracy of 96.69% at a feature importance threshold equal to
0.5 µ which produces 7137 features. From the above results, it is clear that the best model is
the model that resulted from using the Lasso as a features selection method at a feature
importance threshold equal to 4 µ. The accuracy obtained from evaluating the best model
on the test set is 96.16% with test std: (+/−0.40%). The classification report of the best
model for each cancer type and the normal cases is depicted in Table 4. Table 4 shows that
the f1-score provides the mean of precision and recall.
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The scores given to each class will show how well the classifier classified the data
points within that class in relation to all other classes. Table 5 shows that the proposed model
has very high identification ability on the classes BRCA, CESC, HNSC, LGG, PCPG, PRAD,
SKCM, TGCT, THCA, and UCEC with F1-score ranging between 98% and 99%. In addition,
the table shows that the proposed model performed very weak in classifying CHOL class,
where only 35 samples from CHOL class were included in the modeling process.

Table 5. The classification report for each cancer type in addition to the normal cases.

Class Precision Recall F1-Score

Normal 91% 93% 92%
ACC 100% 93% 96%

BLCA 94% 96% 95%
BRCA 99% 98% 99%
CESC 99% 97% 98%
CHOL 62% 57% 60%
COAD 86% 88% 87%
DLBC 100% 100% 100%
ESCA 89% 85% 87%
GBM 100% 100% 100%

HNSC 99% 99% 99%
KICH 77% 88% 82%
KIRC 96% 97% 97%
KIRP 98% 91% 94%

LAML 100% 100% 100%
LGG 99% 99% 99%
LIHC 97% 94% 95%
LUAD 94% 93% 94%
LUSC 94% 95% 94%
MESO 93% 100% 97%

OV 100% 100% 100%
PAAD 93% 97% 95%
PCPG 100% 97% 99%
PRAD 98% 99% 98%
READ 65% 61% 63%
SARC 95% 98% 96%
SKCM 98% 99% 99%
STAD 94% 96% 95%
TGCT 100% 97% 98%
THCA 100% 99% 99%
THYM 100% 100% 100%
UCEC 99% 99% 99%
UCS 91% 100% 95%
UVM 100% 100% 100%

Figure 3 shows the proposed model Confusion matrix on 33 tumor types in addition
to the normal samples. By examining the confusion matrix carefully, it is clear that the
majority of errors are in the classification of READ, KICH, ESCA, and CHOL. For the
READ (Rectum adenocarcinoma or rectal cancer) cancer type, 39% of the samples were
misclassified as COAD (colon adenocarcinoma), while 12% of the samples of COAD were
misclassified as READ. In the rectal cancer, the tissues of the rectum evolve into cancerous
(malignant) cells. The rectum is the last several inches of the large intestine, connecting
it to the anus while the colon cancer starts in the colon, which is the longest part of the
large intestine. Adeno-matous polyps, which are tiny, noncancerous (benign) cell clusters,
are the precursors to both types of cancer and some of these polyps may develop into
cancer over time. This misclassification between READ and COAD is observed in the
study [13]. Also, Study [14] discovered that the patterns of genetic alterations in rectum
and colon tumors were quite comparable. The same goes for the incorrect classification of
29% and 14% of cholangiocarcinoma (CHOL), a kind of liver cancer that develops in the
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bile duct, into liver hepatocellular carcinoma (LIHC) and lung adenocarcinoma (LUAD)
respectively. It’s crucial to remember that CHOL and LIHC are the two most prevalent
primary liver malignancies worldwide. The biopotential for liver stem cells to develop
into either hepatocytes or cholangiocytes has been accepted as a continuous liver cancer
spectrum [35]. Figure 3 also shows that the proposed model is able to classify the eight
classes (UVM, UCS, THYM, OV, MESO, LAML, GBM, and DLBC) into their corresponding
class. These eight cancers types were classified with 100% accuracy because they have small
sample sizes, which is a challenge of many medical data. Since we are aiming for robustness,
generalization, and realistic performance on unseen data it’s crucial to take steps to address
this issue in our future study because realistic performance is more important than perfect
accuracy on the training data.
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Table 6 shows the comparison between our proposed method, Mostavi et al. [12],
and Ramirez, Ricardo [13]. Mostavi et al. and Ramirez, Ricardo used the same RNA-
Seq gene expression data that we used, which covered 33 different cancer types. With
accuracy of (96.16% +/−0.40%), precision of 94.11%, recall of 94.26%, and F-score of
94.14, our suggested technique outperforms these other methods. The precision, recall,
and F1-score of the PPI + singleton GCNN model were calculated from their constructed
confusion matrix. Also, the recall and F1-score for Mostavi et al. were calculated from their
constructed confusion matrix. The calculation was done using the caret package in R via
the confusion Matrix function, which retrieves each class’s precision, recall, and F1-score.
Then we calculated the average of these scores from the different classes.
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Table 6. Evaluation of proposed approach with existing techniques for classifying cancer types.

Classification Method Accuracy Precision Recall F1-Score

Our proposed approach (33 cancer
types + Normal) 96.16% 94.11% 94.26% 94.14%

Mostavi et al. [12] 95.00% 92.50% 93.17% 93.32%
Ramirez et al. [13] 94.61% 92.29% 91.38% 91.53%
De Guia et al. [36] 95.65% 95.55% 95.69% 94.45%
Khalifa et al. [37] 96.90% - - -

The impact of the features selection techniques on the classification accuracy is de-
picted in Table 7 below. Despite the fact that our method was applied to 33 cancer kinds,
the genetic algorithm features selection obtained an accuracy of 90% when employed
with the k-nearest neighbors (KNN) algorithm, which is lower than our attained accuracy.
In contrast, the work that used a genetic algorithm with a KNN classifier is applied to
31 cancer types. The Table also shows Garcia-Diaz et al. [38] scored an accuracy of 98.81%.
Although the accuracy achieved by Garcia-Diaz et al. is greater than our model, the authors
applied their methods to only five cancer types.

Table 7. A comparison with recent methods of features selection.

Features Selection
Method

Classification
Method Cancer Types Accuracy Precision Recall F1-Score

Proposed Features
Selection Methods CNN 33 Cancer Types 96.16% 94.11% 94.26% 94.14%

Grouping Genetic
Algorithm [38] Voting Classifier 5 Cancer Types 98.81% - - -

Genetic Algorithm [9] KNN 31 Cancer Types 90% - - -

6. Analysis of the Protein-Protein Association Network

Identifying protein-protein interactions (PPIs) is highly significant when verifying
gene selection in the context of various biological and biomedical research areas because
it places selected genes in a functional and biological context. It helps to confirm the
relevance of chosen genes in various biological processes. To construct the PPI, we obtained
the intersection of the lists of the genes that are obtained by each of the three feature
selection methods (Chi square (7137 genes), RF (1656 genes), and LASSO (597 genes). The
intersection yielded 301 genes that are commonly significantly associated with the 33 cancer
types. The STRING database and the Cytoscape tool were used to build the protein-protein
interaction network (PPI). Figure 4 illustrates the developed PPI network. The eccentricity
of a node in a biological network is scored by how easily all other proteins in the network
may functionally reach that node.

To obtain the most significant genes and get a clear understanding of the top genes that
can identify the cancer type we constructed the network for genes that have high degree
(number of edges) using the two methods maximum neighborhood component (MCN) and
maximal clique centrality (MCC). We used CytoHubba plugin by setting its parameters
to the default values to select the to 10 genes from the PPI network. The 10 genes that are
obtained by the two aforementioned methods are depicted in Figure 5.
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Figure 5. The Top 10 genes that are obtained using maximum neighborhood component (MCN) and
maximal clique centrality (MCC). (a) Top 10 hub genes using MCC method. (b) Top 10 hub genes
using MNC method.

The six common hub genes can be obtained by taking the intersection of the MCC and
MNC methods. These six genes are PAX8, KRT5, CDKN2A, EPCAM, WT1, NKX2-1. To
show the effectiveness of our features selection method we further studied the impact of
these top 6 selected genes in cancer using previous studies. I.e. Di Palma et al. [39] show
that the organogenesis of the thyroid gland, kidney, neurological system, and Müllerian
system depends on PAX8. Also, they demonstrate in earlier research that PAX8 is essential
for thyroid differentiated epithelial cells’ cell cycle progression and survival [40,41]. The
tumors of gliomas, well-differentiated pancreatic neuroendocrine malignancies, renal,
thyroid, ovarian, Wilms, and other cancers have all exhibited PAX8 positivity [42]. In
addition, PAX8 is a helpful marker for primary or metastatic neoplasms diagnosis because
it is not expressed in primary tumors of the breast, lung, or mesothelium [43]. PAX8 was
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found to be a survival gene important for ovarian cancer cells’ capacity to proliferate in the
OC scenario by the Cancer Genome Atlas (TGCA) Project [44].

In general, PAX8 belongs to a group of lineage-survival genes that are critical for the
growth of cancer cells as well as the normal development of specific organs [45]. Regarding
KRT5, Ricciardelli et al. [46] found that serous ovarian carcinomas had higher than average
KRT5 and KRT6 mRNA expression, which enhanced the likelihood of a disease relapse.
Mohtar, M. Aiman [47] show that the basolateral membrane of healthy epithelial cells
expresses EpCAM at basal levels. However, solid epithelial malignancies and stem cells
produce EpCAM at higher levels. Additionally, circulating tumor cells and disseminated
tumor cells also include EpCAM.

The adhesion molecule for epithelial cells EpCAM, which is overexpressed on malig-
nant cells from a range of different tumor types, is only produced by a small percentage
of normal epithelia, as demonstrated by Mrich, Sannia, and colleagues [48]. This over-
expression is significantly more pronounced in the so-called tumor-initiating cells (TICs)
of numerous carcinomas. Chen et al. [49] show that CDKN2A encodes the INK4 family
member multiple tumor suppressor 1 (MTS1), which. In comparison to normal tissue,
CDKN2A has high levels of expression in tumor tissue, which is indicative of a patient’s
prognosis. They concentrated on assessing CDKN2A expression in 33 malignancies, patient
prognosis, tumor immunity roles, and clinical characteristics. The amount of CDKN2A
expression was highly correlated with the tumor mutation burden (TMB) in 10 tumors,
and the same tumors showed a significant correlation between CDKN2A expression and
MSI (microsatellite instability). There may be a connection between CDKN2A expression
and tumor immunity, as evidenced by the correlation between CDKN2A expression and
infiltrating lymphocyte (TIL) levels in 22 pancancers. Chen et al. conducted enrichment
analysis, and they found that CDKN2A expression was linked to several malignancies’
control of the autophagy route, olfactory transduction pathways, processing, and dissemi-
nation of the antigen and pathways for natural killer cell-mediated cytotoxicity. CDKN2A
is also known as cyclin-dependent kinase inhibitor 2A and it plays a vital role in regulating
the cell cycle, and its relevance in cancer is significant. It encodes two major protein prod-
ucts (p16INK4a and p14ARF). These proteins are applied in controlling the progression of
the cell cycle, preventing uncontrolled cell division, and maintaining genomic stability.

The WT1 gene encodes the crucial transcription factor for normal cellular growth
and cell survival, according to Yang, L. et al. [50]. A tumor suppressor gene called WT1
has mutations that have been associated to kidney cancer development and urogenital
disease. It was first identified as the causal gene in an autosomal-recessive syndrome. Non-
small cell lung cancer (NSCLC), particularly lung adenocarcinoma (ADK), has enhanced
expression of NKX2-1, which is an essential molecule in lung development, according to
Moisés et al. [51]. In addition, the authors of [52,53] found and evidence suggests that
NKX2-1 and TTF-1 play opposing roles in the initiation and progression of lung cancer.
These findings may also apply to thyroid tumors and hematological malignancies.

7. Conclusions

In this study, using RNA-Seq gene expression data, we built a deep-learning model to
categorize different cancer kinds. To choose the best traits that can be utilized to identify
different cancer kinds, we used three different feature selection techniques. For each feature
selection method, we calculated the feature’s importance that rate input features according
to how well they are able to predict a given target variable. Based on the importance of the
features, we devised different thresholds for extracting the best features and then trained
five CNN models based on a ten-fold cross-validation approach. For each feature selection
approach, we select the most accurate model, and then we select the highest validation
accuracy model. The winning model performs well on the test set, with accuracy.
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