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Abstract
microRNAs (miRNAs) are short nucleotide sequences expressed by a genome that are involved in
post transcriptional modulation of gene expression. Since miRNAs need to be co-expressed with
their target mRNA to observe an effect and since miRNAs and target interactions can be cooperative, it is currently not possible to develop a comprehensive experimental atlas of miRNAs and
their targets. To overcome this limitation, machine learning has been applied to miRNA detection.
In general binary learning (two-class) approaches are applied to miRNA discovery. These learners
consider both positive (miRNA) and negative (non-miRNA) examples during the training process.
One-class classifiers, on the other hand, use only the information for the target class (miRNA). The
one-class approach in machine learning is gradually receiving more attention particularly for
solving problems where the negative class is not well defined. This is especially true for miRNAs
where the positive class can be experimentally confirmed relatively easy, but where it is not currently possible to call any part of a genome a non-miRNA. To do that, it should be co-expressed
with all other possible transcripts of the genome, which currently is a futile endeavor. For machine learning, miRNAs need to be transformed into a feature vector and some currently used
features like minimum free energy vary widely in the case of plant miRNAs. In this study it was our
aim to analyze different methods applying one-class approaches and the effectiveness of motifbased features for prediction of plant miRNA genes. We show that the application of these oneclass classifiers is promising and useful for this kind of problem which relies only on sequencebased features such as k-mers and motifs comparing to the results from two-class classification. In
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some cases the results of one-class are, to our surprise, more accurate than results from two-class
classifiers.
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1. Introduction
1.1. microRNAs
microRNAs (miRNAs) are short RNA sequences that form a hairpin structures which harbor one or more mature miRNAs of about 21 nucleotides in length [1]. Mature miRNAs, when incorporated into RISC, provide a
template sequence for the recognition of their target mRNAs which are then either degraded or their translation
efficiency is affected [2]. Since their discovery by Lee and colleagues [3], they have received increasing attention and it is now clear that in cases of animals they are also involved in many diseases [4] and in cases of plants
play essential roles in regulation, development, response to cold stress, and nutrient deprivation [5]. microRNAs
are found in multicellular organisms ranging from sponges [6] to human, but the plant miRNA pathway may
have evolved distinctly from the animal one [7].

1.2. Computational Detection of Pre-microRNAs
Since experimental detection of novel miRNAs is difficult and since it seems futile to aim to discover all
miRNAs and their targets of an organism, computational prediction of miRNAs and their targets has become a
research focus. Different approaches to computational miRNA detection have been applied, but most approaches
are based on feature extraction followed by machine learning [8] [9]. The so called ab initio miRNA detection
methodology is well established in animal models for which abundant learning data is available for example in
miRBase [10]. Various computational approaches (apart from machine learning; or in combination with it) have
been employed for example based on sequence conservation and/or structural similarity [11]-[15].
For example, NOVOMIR [16], using a series of filters and a statistical model reportedly detects pre-miRNA
with a sensitivity of 80% at a specificity of 99%. MiRenSVM combines three SVMs for prediction reported a
sensitivity of 93% at a specificity of 97% [17]. Xue and colleagues also trained a support vector machine on
human data (93% sensitivity at 88% specificity) and achieved high accuracies of up to 90% in other species using the same model [18]. Jiang and colleagues [19] added some featores to Xue and colleagues’ and used Random Forrest as a classifier. They achieved a sensitivity of 95% at a specificity of 98%. Studies that don’t exactly
fall into the realm of ab initio miRNA detection exist. For example, Zeller and coworkers employed structure/
sequence conservation, homology to known microRNAs, and phylogenetic footprinting [20]. Others have used
homology searches for revealing paralog and orthologmiRNAs [12] [21]-[24]. Additionally, Wang and others
[25] developed a method based on sequence and structure alignment for miRNA identification. Finally Hertel
and Stadler included multiple sequence alignment for microRNA detection [26]. These approaches employ evolutionary models which may not be always applicable and which can be hard to parameterize.
Therefore, we will focus on ab initio detection of miRNAs using parameterized pre-miRNAs. Such approaches need positive (true miRNAs) and negative (non-miRNAs) data to become functional. Unfortunately,
the positive data (usually derived from miRBase) may contain non-miRNAs [27]. Even worse, the negative class
cannot be established experimentally and, therefore, most of these methods require the generation of an artificial
negative class which may lead to problems [2]. In general, these algorithms need a sufficient number of positive
as well as negative examples. Although many miRNA genes seem to be unique in any organism, positive training examples can easily be found whereas negative examples are hard to come by [17] [28]-[30]. Some negative
examples that were picked in studies, for example mRNA sequences [31] are dubious since to our current
knowledge miRNAs can originate from any part of a pri-miRNA. Thus, defining the negative class is a major
challenge in training machine learning algorithms for miRNA discovery. For this reason, one-class machine
learning which only needs positive examples has been tried [30].
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1.3. One Class Machine Learning and Sequence Motifs for Pre-miRNA Detection

In general machine learning uses positive and negative training and testing examples to learn a model describing
the data. One class machine learning is trained only using examples of one class during training and during testing known examples of that class are paired with unknown examples which may be of the class used in training
or not. The trained model must then decide whether the examples belong to the class used for training or whether they are unknown. Here we provided parameterized pre-miRNAs as the target class and during testing added
unseen positive as well as negative examples. Similar to the one-class method, MiRank [18], is based on a random walk through a graph consisting of known miRNA examples and unknown candidate sequences and,
therefore, is also independent of negative examples.
Plant miRNAs may have evolved distinct from animal ones and thus the approaches for miRNA detection introduced so far may need to be adapted when applied to plant miRNA detection. It has been found that plant
miRNAs are more variable in size and very heterogeneous, but usually larger than animal miRNAs. Also their
base pairing propensity (bonds in the stem) seems to be more extensive and their length is close to 21 nucleotides [32]. Billoud and colleagues predicted miRNAs in brown algae, which are different from both land plants
and animals using a set of normalized features like Shannon entropy that have previously been used for detection of miRNAs in plants and animals [33]. Other studies also use tools developed for miRNA detection in animals for studies in plants [16] [34] [35]. PlantMiRNAPred reported an accuracy of more than 90% when used
with multiple plant species [35]. One study showed that generalized training using multiple plant data as input
for training a decision tree leads to sensitivity of 84% at a specificity of 99% [36]. This may be due to their
concurrent usage of structural features and targeting parameters for miRNA prediction which is beneficial for
the accuracy of miRNA prediction [37]. In Arabidopsis thaliana, one approach searched for all complementary
pairs of sequences within its transcriptome of the expected size of a miRNA-mRNA duplex and then filtered the
results according to divergence patterns [38].
Most of the studies that consider using motifs to predict microRNAs are based on structure motifs and not on
precursor sequence motifs as we suggest in this study and in our previous one [39]. Liu, He et al. 2012 [40]
represent pre-miRNA and non-pre-miRNA hairpins as string sequence-structure motifs (ss-motifs). Using only
ss-motifs as features in a support vector machine (SVM) for pre-miRNA identification they achieved 99.2%
specificity and 97.6% sensitivity on human test data.
The main idea of our method is based on that the microRNAs are clustered into families which are likely to
share similar sequence motifs and that sequence motifs can distinguish between positive and negative class. Obviously, there is no single motif which could lead to proper discrimination into classes and therefore we suggest
that combination of motifs could be used as a signature that can distinguish the positive class from the negative
class.
The one-class method employed in this study, was more accurate (on average ~91%) than Triplet-SVM (~74%
on average), but slightly less accurate than our previous study (~92% on average), PlantMiRNAPred (~96%),
but equally successful as microPred (~91%). However, training and testing data can potentially be contaminated
and two-class classifiers may be more affected by this than one-class ones. Oppositely, one-class performance is
unfairly negatively influenced by false negative examples since they are not used in training. Strikingly in this
study, one-class classifiers are similar in performance to the best two-class ones and, therefore, we suggest that
the use of one-class predictors should be further investigated.

2. Materials and Methods
2.1. Data
We downloaded all available microRNAs from selected plant species from miRBase (Releases 20 and 21). The
selected species were: Glycine max (gma), Zeamayis (zma), Medicagotruncatula (mtr), Sorghum bicolor (sbi),
Physcomitrella patens (ppt), Arabidopsis thaliana (ath), Populustrichocarpa (ptc), and Oryza sativa (osa). We
considered Brassicaceae with 699 pre-miRNAs, that consists of Arabidopsis lyrata (205 precursors), Arabidopsis thaliana (298 precursors), Brassica napus (90 precursors), Brassica oleracea (10 precursors), and Brassica
rapa (96 precursors). We also included the data published on the web server PlantMiRNAPred [35] whose
training dataset consist of 980 real pre-miRNAs and 980 pseudo pre-miRNAs (we refer to this data as PlantMiRNAPred data in the following). Our negative data pool of the 980 pseudo pre-miRNAs consists of the
PlantMiRNAPred dataset.
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2.2. Parameters for Machine Learning

2.2.1. Motif Parameters
Here a sequence motif is a short stretch of nucleotides that is widespread among plant pre-miRNAs. Motif discovery in turn is the process of finding such short sequences within a larger pool of sequences; here in plant
hairpins. The MEME (Multiple EM for Motif Elicitation) [41] suite web server is used for motif discovery in
our study (Figure 1).
The algorithm is based on [42] which works by repeatedly searching for ungapped sequence motifs that occur
in input sequences. MEME provides the results as regular expressions (Table 1, Motif row).
Nucleotides within brackets represent alternatives at the given position in the sequence; without brackets only
the given nucleotide occurs abundantly within all collected sequences representing the motif. More visual representations of such motifs are sequence logos (Figure 2). MEME was instructed to generate 20 motifs, each of
which must appear in at least 10 hairpins to be an acceptable motif.

Figure 1. Workflow for feature calculation and one-class method training and evaluation. Pre-miRNAs are used
to discover motifs with MEME and they are then scored against the discovered candidates. N-gram frequency is
added to the calculation and thus a feature vectors describing the hairpins are created. These feature vectors are
calculated for positive and negative data and the positive examples are sampled and used for model training. Remaining positive examples and negative examples are then used for model evaluation.

Figure 2. The sequence logo corresponding to one of the motifs discovered in this study. Size of letters in stacks
represents their frequencies while the height of the stack represents the information content. Not all options in the
profile may be incorporated into its corresponding regular expression (see Table 1).
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Table 1. Example of match score between a motif and a part of a sequence. The number of matches is 6. For the assessment
the score is normalized by the length of the motif. The final match score is 6/19 = 0.31.
Sequence
Motif
5’
Regular expression
Sequence window

Alignment

3’

[GA]A[GAC]A[GC]A[AG]A[CG][AG][GA][ACG][AC][CG][GAC][AGC]A AA
…

ACTG GT CTATCATAA C G A C

match score

…

1 000 10 0000010011 0 1 0

2.2.2. Sequence-Based and Motif Features for Plant Pre-miRNA Detection
Simple sequence-based features have been described and used for ab initio pre-miRNA detection in numerous
studies (see Hairpin Feature Calculation). These simple features, also called words, k-mers, or n-grams, describe
a short sequence of nucleotides. For example a 1-gram over the relevant alphabet [39] an produce the words A,
U, C, and G; while a 2-gram over {A, U, C, G} can generate: AA, AC, AG, AU, CA, CC, CG, CU, GA, GC,
GG, GU, UA, UC, UG, and UU. Higher n have also been used [37] and here we chose 1, 2, and 3-grams as features.
Motif features are different from n-grams in that they are not exact and allow some degree of error tolerance.
In this study motifs are represented as regular expressions (see above). Regular expressions are widespread in
approximate pattern matching and many programs allow searching with regular expressions (e.g.: most Linux
tools such as grep). Here we use PatMatch [43] to analyze whether a pattern is within a hairpin (1) or not (0).
The hairpin is analyzed using the following algorithm:
Let w be the length of the given motif
Let max be 0
For i: 0 to len(sequence)-w + 1
Align w sized window with ith position of sequence
Let ls be the calculated match score (normalized to the length of the motif)
updateMax(ls,max)
Report max as Match Score
As a summary the features vector consists of 84 words and n motifs (n is specified in Table 2 for some datasets):
a, c, g, t, aa, ac, ag, at, ca, cc, cg, ct, ga, gc, gg, gt, ta, tc, tg, tt, aaa, aac, aag, aat, aca, acc, acg, act, aga, agc,
agg, agt, ata, atc, atg, att, caa, cac, cag, cat, cca, ccc, ccg, cct, cga, cgc, cgg, cgt, cta, ctc, ctg, ctt, gaa, gac, gag,
gat, gca, gcc, gcg, gct, gga, ggc, ggg, ggt, gta, gtc, gtg, gtt, taa, tac, tag, tat, tcg, tct, tga, tgc, tgg, tgt, tta, ttc, ttg,
ttt, Motif_1, Motif_2, Motif_3, …, Motif_n
Words are transformed into features by using their frequency and motifs by using their match score.

2.3. One-Class Methods
In general a binary learning (two-class) approach to miRNA discovery considers both positive (miRNA) and
negative (non-miRNA) classes by providing examples for the two-classes to a learning algorithm in order to
build a classifier that will attempt to discriminate between them. One-class classification uses only the information for the target class (positive class; miRNA) building a classifier which is able to recognize the examples
belonging to its target and rejecting others as outliers. The one-class approach in machine learning is receiving
increaing attention particularly for solving problems where the negative class is not well defined [30] [44]-[50];
moreover, the one-class approach has been successfully applied in various fields including text mining [48] [50],
and miRNA gene and target discovery [49]. We used the dd-tools package [51] for the implementation of the
one-class models.
As previously described in Yousef et al. 2010, we used multiple one-class classifiers [49]. One of them
(OC-SVM) is based on a SVM learner, another on k-means clustering (OC-Kmeans), one on a Gaussian model
(OC-Gauss), another on principal component analysis (OC-PCA) and the last one on neural networks (OC-kNN).
Additionally, we calculated the majority vote among one class classifiers (OC-MV).

688

M. Yousef et al.

Table 2. Dataset description and number of generated motifs per dataset.
Number of examples

Number of motifs

Dataset
Positive

Negative

Selected

Positive

Negative

PlantMiRNAPred-p1

257

450

30

20

10

PlantMiRNAPred-p2

516

450

Brassicaceae-p1

233

450

Brassicaceae-p2

466

450

Same motifs as for PlantMiRNAPred data-p1
were used no additional motifs were generated
15

5

10

Same motifs as for Brassicaceae-p1 were used
and not additional motifs were generated

2.4. Evaluation Methods
Previously published algorithms, based on two-class classification, have been evaluated using sensitivity, specificity, and accuracy as measures for their predictive power. We have previously shown that positive data derived
from miRBase contains contaminating non-miRNAs [27]. Additionally, it is clear that the negative class cannot
be established experimentally and that the proposed negative datasets are likely to contain miRNAs. Due to the
unknown quality of the training and testing data used, it is questionable whether using sensitivity, specificity,
and accuracy is a valid approach. Unfortunately, in the absence of a better comparison measure, we have to acknowledge this drawback and are forced to use these statistics to compare among trained models. This may lead
to a lower accuracy of the one-class method’s results since examples assigned to the negative class may in reality be positive ones and vice versa. This is less so for two-class classifiers since they are trained on both classes
and will, therefore, “correctly” return the wrong classification since it was part of their negative training set. The
one-class method is trained on positive data only and, therefore, will call data from the negative class miRNA
which may in fact be miRNAs but will be scored as non-miRNAs since they are part of the negative dataset.
The statistics are calculated as follows:
Sensitivity (SE) = TP/(TP + FN)
Specificity (SP) = TN/(TN + FP)
Accuracy (ACC) = (TP + TN)/(TP + TN + FP + FN)
Where TP is true positive, FP is false positive, TN is true negative and FN is false negative.

3. Results and Discussion
Comparing one-class classifiers with two-class ones, is not without danger. For example, erroneous example labels in training and testing data affect the results differently. In our comparison, on the two-class classifier features selection was performed. Feature selection for one-class classifiers, however, is an active area of research
and no suitable standards have been established, yet. Thus the results of the one-class classifier are expected to
be not as good as the two-class classifier’s for these two problems.
The PlantMiRNAPred data was divided into two parts, PlantMiRNAPred-p1 data consisting of 450
pre-miRNAs (positive data) and 450 pseudo pre-miRNAs (negative data) and PlantMiRNAPred-p2 data composed of 530 pre-miRNAs and 530 pseudo pre-miRNAs. The Brassicaceae data was also divided into two parts,
first part consists of one third of the data (233 sequences; named Brassicaceae-p1) the remaining two third
(named Brassicaceae-p2) contain 466 sequences. MEME software was used to discover motifs in the dataset as
described in the Materials and Methods Section, and several motifs were found in all datasets as seen in Table 2.
Additionally MEME was used to discover motifs in one part of the divided dataset (p1) and the same motifs
were used for representation of the remainder of the data (p2) to ensure that the extracted motifs are meaningful
and not dataset dependent.
For the two-class model (Two-Class SVM) the selected motifs and the n-grams, were used to train a support
vector machine model for which the accuracy and other performance measures were established (Table 3).
Table 3 presents the average performance of our previous SVM classifier—MotifmiRNAPred [39]—using fivefold cross validation while for the one-class methods we applied 100 iterations during training.
For the motifs extracted from PlantMiRNAPred-p1 and applied to PlantMiRNAPred-p2 we see a decrease in
performance of the two-class SVM model by about 12% which indicates that there is some data dependency of
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Table 3. The result of one-class methods compared to two-class MotifmiRNAPred applied to different plant miRNA data.
Two-class reference is highlighted in gray and best value per column is bolded (except if it is OC-MV). OC-MV shows the
majority vote result using the four one-class classifiers. OC: one-class, MV: majority vote, ACC: accuracy, SE: sensitivity,
SP: specificity.
PlantMiRNAPred-p1

Two-class SVM

PlantMiRNAPred-p2

Brassicaceae-p1

Brassicaceae-p2

ACC

SE

SP

ACC

SE

SP

ACC

SE

SP

ACC

SE

SP

93.6

92.0

95.3

81.7

80.0

84.2

92.9

87.0

96.2

92.2

91.6

92.9

94.0

69.0

95.4

95.7

70.2

98.6

92.0

65.2

94.7

94.5

96.7

74.7

OC-Kmeans
K = 50

K = 100

K = 70

K = 80

OC-Gauss (0.1)

90.2

82.2

90.7

91.2

81.2

92.4

90.2

64.4

92.7

93.1

94.6

80.4

OC-KNN (k = 1)

82.7

90.4

82.3

84.0

90.0

83.9

75.2

90.1

73.8

82.6

89.7

84.1

OC-PCA (0.7)

92.5

73.8

93.6

84.0

84.0

84.0

80.4

78.1

80.6

92.0

93.5

79.0

OC-MV

92.8

78.2

93.6

91.5

82.9

92.6

89.3

72.0

91.0

94.5

96.3

79.5

Two-class SVM

93.6

92.0

95.3

81.7

80.0

84.2

92.9

87.0

96.2

92.2

91.6

92.9

the motifs in this case while in the one-class considering the OC-Kmeans and OC-Gauss results we see almost
same performance (94.0%, 95.7% and 90.2%, −91.2%, respectively). The K-means and OC-Gauss performance
for PlantMiRNAPred-p2 data is much higher (~14% and ~10%) than for the two-class classifier. For Brassicaceae and for one-class and two-class there was no significant difference between the datasets p1 and p2 which
shows that in this case stable motifs were generated that are not affected by differences in the tested datasets.
For Brassicaceae-p2 comparing the two-class SVM with one-class we see that the one-class is achieving similar
or even slightly better results (1% - 2%) more than the two-class in the case of OC-Kmeans and OC-Gaussian
while using majority vote of the one-class classifiers we achieve even 2.4% better results than the two-class
classifier. Overall, the one-class classifiers achieved the highest accuracy in all datasets. The average accuracies
between OC-Gauss and the two-class SVM differ by less than 0.5% while OC-Kmeans is better than the twoclass by about 4%. This is a striking result since in our experience and due to the problems pointed out initially,
we wouldn’t expect the two methods to perform so similar.
When comparing the results on PlantMiRNAPred-p1 with the results achieved by PlantMiRNAPred [35] it
can be seen that our methodology achieves a similar performance (Table 4). PlantMiRNAPred achieves accuracies between 92% and 100% when the data is separated into species with a trend to be more successful for
smaller datasets. It needs to be noted, that PlantMiRNAPred was trained and tested on some of the data used
here.
In Table 4 we considered the data from PlantMiRNAPred web server [35] to perform a comparison performance with the classification results of PlantMiRNAPred, TripletSVM [18], and microPred [52]. The data was
represented by 174 features consisting of 84 n-grams and 90 motifs. For the two-class MotifmiRNAPred the top
60 selected features by SVM-RFE, feature selection method available in WEKA [53], were considered and the
performance resulting from a 5-fold cross validation are presented while for the one-class all features are used
with 100 iteration (Table 3).
This introduces a slight bias and it would be better to perform feature selection for the features of the
one-class classifiers as well. Figure 3 shows how the data distributes when mapped into two dimensional space.
Projection into this low dimensional space suggests that separation in higher dimensional space will be possible.
It also suggests that not many dimensions seem to be necessary and that feature selection should be performed.
Unfortunately, features selection for one-class classifiers is an open problem.
The comparison in Table 4 shows that using motifs for miRNA detection is comparably to using traditional
features while at times even slightly more successful. It is clear that OC-Kmeans is achieving better results
compared to the two-class method Triplet-SVM considering the average (Table 4, last row). Triplet-SVM
achieved 73.6% accuracy while OC-Kmeans achieved 91.4% which represents a 17.8% increase. Our previous
method, using two-class classification (MotifMiRNAPred) performs about the same as OC-Kmeans and similar
to PlantMiRNAPred and microPred. As pointed out above, comparison between these methods is not entirely
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Figure 3. Mapping of separation data into two dimensional space. The separation appears difficult in two dimensions, but in
higher dimensions it becomes possible. Blue dots represent outlier class, while red dots depict the target class.
Table 4. Comparison of the best one-class method (OC-Kmeans; highlighted in gray) with MotifmiRNAPred and other twoclass methods. The first 4 columns taken from the PlantMiRNAPred paper while the MotifmiRNAPred are taken from the
paper [39]. Best results per row are bolded. ACC: accuracy, SE: sensitivity, SP: specificity.
Examples

PlantMiRNAPred

Triplet-SVM

microPred

MotifmiRNAPred

OC-Kmeans

Count

ACC

ACC

ACC

ACC

ACC

SE

SP

k

gma

83

98.5

74.1

86.7

89.8

91.5

60.0

94.6

20

zma

97

98.3

66.9

93.8

94.8

93.4

62.8

96.2

6

mtr

106

100.0

80.1

95.2

93.4

93.1

64.4

96.0

15

sbi

131

98.4

69.5

94.6

93.5

89.0

63.7

91.4

18

ath

180

92.2

76.0

89.4

93.3

90.6

65.0

93.1

30

ppt

211

92.4

71.4

89.5

90.2

92.1

61.6

95.2

30

ptc

233

91.8

75.2

84.9

92.2

91.0

66.0

93.4

40

osa

397

94.2

75.5

90.4

90.3

91.0

60.0

94.2

80

Avg

180

95.7

73.6

90.6

92.2

91.4

Organism

fair and biases towards two-class methods. Neither the positive data nor the negative data are of pure class. The
result is therefore biased towards two-class methods since two-classes are also used for accuracy evaluation [39].
Despite this, one-class classifiers developed in this study perform similarly if not better than existing methods
using two-class classification (Table 4) and the difference in average performance over datasets is less than 4%
compared to the best performing two-class classifier on these datasets.

4. Conclusions
An abundance of features describing miRNA hairpins have been proposed which are mostly based on structural,
statistical and thermodynamic features [54]. Here we show that for plant miRNA detection, motif based features
are useful and they by themselves lead to a good recognition of pre-miRNAs as we present using different methods applying one-class approaches for prediction of plant miRNA genes. We show that the application of
one-class classification is promising and useful for this kind of problem that rely only on features from the sequence such as k-mers and motifs comparing to the results from two-class classification.
More importantly, we show that the accuracy of OC-Gauss and OC-Kmeans, based on a biased assessment
using an artificial negative class is still comparable to two-class classifiers that are trained on the biased dataset.
In the future, we plan to create a new negative dataset and aim to add additional features to the one-class
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model developed here. We believe that in the absence of experimentally proven negative data, one-class classification needs to be further developed since two-class classifiers are more strongly affected by wrong examples
among the negative examples. One-class classification is only affected during the evaluation phase whereas twoclass classification is affected in the training phase by wrongly assigned negative examples. We believe the latter is quite dangerous and urge for further development of one-class classification in the field of miRNA detection. We should emphasizes again that the performance of the one-class is based on all the features while the
two-class is with selected features that clearly improve the results even in some cases dramatically and still we
are achieving similar performance. In the future, we will investigate methods for feature selection for one-class
classification.
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