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The study is dedicated to the problem of classification of structural and functional development stage
of cardiomyocytes derived from the induced pluripotent stem cells with application of the digital image
processing methods and machine learning algorithms, in particular, neural networks. Cell regenerative
therapy has become one of the most promising treatment options for patients with heart failure. But since
cardiomyocytes are objects with a high level of complexity and have significant morphological variability,
automatic classification is complicated by the lack of implemented methods. That’s why researches in this
area are a major global public health priority. The initial data set used in this study is a publicly open
set of confocal microscopic images of cardiomyocytes which can be divided into five classes based on the
morphological features (the structure of the transverse T-tubule). A small amount of input data leads to the
need of using augmentation methods. Methods that prevent the alteration of the transverse T-tubule, which is
an important parameter for correct classification of the development of cardiomyocytes, are used. Histogram
equalization technique is used to enhance the contrast and dynamic range of the confocal microscopic images
with the method of contrast-limited adaptive equalization. This helped to improve the local contrast of the
analyzed images and highlight the main elements of the cardiomyocyte. Finally, Chan–Vese method, which
belongs to the regional segmentation methods, is chosen for the image segmentation and removing artifacts
and/or parts of other cells from the image. A pre-processed and augmented dataset is used for training of the
convolutional neural network having an architecture with hierarchical structure and residual block usage.
The model is evaluated based on the confusion matrix and the heat maps of different convolutional layers
are analyzed. Images from the classes with a large number of mutual errors are also considered. Based on
the analysis, several classes of structural and functional development of cardiomyocytes are combined. Final
accuracy of the model for defining the cardiomyocytes maturation stage achieved 77%.
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Introduction

Heart failure is a pathological condition that occurs
as a result of various heart diseases that reduce the
pumping capacity of the heart, resulting in insufficient
blood circulation in the human body [1]. The main
cause of acute heart failure is acute coronary syndrome
[1].

Acute heart failure is a common pathological condi-
tion and one of the most common causes of total
mortality (16% of the world’s total deaths [2]). Accor-
ding to estimates, 1.5-2% of the entire population have
signs of chronic heart failure [2]. The frequency of
chronic heart failure increases with age, and according
to estimates, it occurs in 3-5% of people over 65 years of
age, and for people over 75 years of age, the frequency
of heart failure is 10% [2]. Heart failure affects more

than 64 million people worldwide. Therefore, attempts
to decrease its social and economic burden have become
a major global public health priority [3].

Cell regenerative therapy has become one of the
most promising treatment options for patients with
heart failure. Cardiomyocytes (contractile myocytes
of the heart muscle, which ensure the work of the
heart [4]) from human embryonic stem cells (ESCs)
and human induced pluripotent stem cells (PSCs)
show great opportunity as potential cell sources for
cardiac repair [5]. Both of these pluripotent stem
cell types have clear cardiomyogenic potential, which
favorably distinguishes them from many types of adult
stem cells, for which the ability to differentiate into
a significant number of definitive cardiomyocytes is
controversial [5]. In addition, both undifferentiated
ESCs and PSCs exhibit potent proliferative activity,
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making these cell types particularly attractive for cases
that require large numbers of cells (eg, replacement of
∼ 1×109 cardiomyocytes lost after a typical myocardi-
al infarction) [6]. Cardiomyocytes derived from ESCs
and PSCs have an unambiguous cardiac phenotype,
showing spontaneous contractile activity and cardiac
mechanisms of excitation-contraction coupling [6].

Studies conducted on animal models show that
cardiomyocytes grown from PSC can partially
remuscularize heart infarction and improve contractile
function [7]. Caspi and colleagues demonstrated by
echocardiography the survival of PSC-CM grafts in
infarcted rat hearts at 8 weeks post-transplantation,
and improvements in the left ventricular size and
function in cardiomyocyte recipients comparedwith
controls at 4 and 8 weeks post-transplantation
[8]. Moreover, Shimizu and colleagues developed
an approach based on the scaffold-free cell sheets
transplanted directly onto the surface of the heart.
Cells can be efficiently delivered in the form of thin but
dense large-area cell constructs without cell loss [9]. In
general, positive trends in the research in this area and
increasing of the transplantation efficiency should be
noted.

There are several approaches to evaluating cardio-
myocytes grown from the pluripotent stem cells. One
of them is the measurement of the contractile ability
of cells [10]. Along with it, measurements of transi-
ent Ca2+ processes are performed [10]. These functi-
onal tests allow to assess the quality of the grown
cardiomyocytes population. The process of growing
cardiomyocytes from the pluripotent stem cells can be
divided into several stages [11] and the indicated tests
depend on the development stage. Given the above,
the development stage is evaluated by morphological
features using confocal microscope images [10].

Currently, there are several significant limitations
in the cultivation of cardiomyocytes and studies of their
development stages. For statistical analysis of the enti-
re population, it is necessary to assign a developmental
stage to each observed cardiomyocyte image according
to a complex set of object features and classificati-
on rules [10]. This approach is impractical and prone
to subjective errors. Considering the amount of data
required for statistical analysis, automatic image classi-
fication is more appropriate. Since cardiomyocytes are
objects with a high level of complexity and have signifi-
cant morphological variability, automatic classification
is complicated by the lack of implemented methods.

Therefore, this study considers and applies the
main methods of digital image processing and machi-
ne learning algorithms including neural networks for
the task of determining the stage of structural and
functional maturation of cardiomyocytes.

1 Materials and Methods

The data set used in this study is the publi-
cly available database Сonfocal Microscopy Images
of Cardiomyocyte Development Stages from IEEE
DataPort platform [12]. Regarding the specification
[12], cardiomyocytes are divided into five classes of
the development stage based on the morphological
features. The first stage of maturation is characteri-
zed by the lack of the membrane inclusions. The
presence of short (∼ 2𝜇m), evenly spaced perpendi-
cular inclusions of the membrane and/or individual
long (>10 𝜇m) tubules can be attributed to the second
stage. In the third stage, there is a network of longer
tubules (>10 𝜇m) with both transverse and longitudi-
nal inclusions. The fourth stage of maturation is classi-
fied by a complex system of transverse tubuleswith
the obvious presence of longer (>2 𝜇m) longitudinal
tubules and frequent areas devoid of tubules. The fifth
stage of maturation is typical for adult cardiomyocytes
and can be characterized by a complex system of
transverse tubules, with sparse longitudinal structures
that usually cover no more than 1-2 sarcomeres (from
∼ 2𝜇m to ∼ 4𝜇m), filling the entire area of the cell,
except for the nuclei (Fig. 1).

Fig. 1. Сonfocal images of cardiomyocytes according to
their developmental stage

There are several limitations to obtaining images
by confocal microscopy. Only a part of such collected
images are high-quality images of intact and healthy
myocytes. The rest of the dataset consists of blank
images, images of dead cardiomyocytes, defocused
images of cardiomyocytes, and images of cell fragments.
Thus, after excluding poor-quality confocal images, a
total number of high-quality images available from the
dataset [12] is 111: 18 images for the first stage of
cardiomyocyte maturation, 23 for the second stage, 22
for the third stage, 22 for the fourth, and 26 for the
fifth stage. All images have a dimension of [1024; 1024]
pixels in the grayscale spectrum [12].

For further application of machine learning
methods, it is necessary to create a class-balanced data
set. There are two approaches to solving the problem.
The first one is to choose the number of images in each
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class according to the minimum amount (in this case
18 images) with the use of the unused data to evaluate
the trained model. The second approach is the use of
augmentation to equalize the number of images in each
class, which is chosen.

Сonfocal microscopy images of cardiomyocytes
contain artifacts and/or parts of other cells.
Segmentation methods should be used to obtain images
of healthy and whole cells prior to further processing.
Moreover, analyzed images in grayscale format require
additional processing of their brightness histogram
to improve image contrast, which positively affects
the quality of further machine learning. Also, a small
number of input images does not allow effective train-
ing. Thus, the training data set must be pre-processed
using segmentation of the input images, processing
of the brightness histogram of the segmented images
and augmentation (obtaining new images from the
pre-processed images).

The Chan-Vese method, which belongs to the
methods of region-based segmentation, is chosen as
a segmentation method [13, 14]. Region-based models
use the statistical information of the image such as
amplitude, jumps in amplitude, autocorrelation functi-
on, etc. to construct boundaries, which gives many
advantages. Firstly, they do not depend on the image
gradient and can segment objects with weak boundari-
es with sufficient accuracy [13]. Secondly, by using
global region information, region-based models are
generally noise persistent [13]. The Chan-Vese model
can be described as [13,14]

𝑎𝑟𝑔𝑚𝑖𝑛𝑐1,𝑐2,𝐶 (𝜇 · 𝐿𝑒𝑛𝑔ℎ𝑡(𝐶)+𝑣 ·𝐴𝑟𝑒𝑎(𝑖𝑛𝑠𝑖𝑑𝑒(𝐶))+

+𝜆1

∫︁
𝑖𝑛𝑠𝑖𝑑𝑒(𝐶)

(𝑓(𝑥)− 𝑐1)
2𝑑𝑥 +

+𝜆1

∫︁
𝑜𝑢𝑡𝑠𝑖𝑑𝑒(𝐶)

(𝑓(𝑥)− 𝑐2)
2𝑑𝑥

)︃
, (1)

where the first term penalizes the length of 𝐶 (the
boundary of a closed set) to control the regularity.
The second term penalizes the enclosed area of 𝐶 to
control its size. The third and fourth terms penalize
discrepancy between the piecewise constant model 𝑢
and the input image 𝑓 . Coefficients 𝑐1 and 𝑐2 here
are values of piecewise-smooth function respectively
inside and outside of 𝐶. By finding a local minimizer
of this problem, segmentation is achieved as the best
two-phase piecewise constant approximation 𝑢 of the
image 𝑓 [13, 14].

For additional optimization, a polygonal zone of
interest is used as the initial contour. The resulting
binary image is superimposed on the original image to
obtain the resulting image (Fig. 2). A binary image
should be understood as preserving (value “1” of a
binary image) the brightness of a pixel of the input
image, or reducing it to a zero value (value “0” of a
binary image).

(a) (b)

Fig. 2. Input image with the polygonal zone of
interest (a) and resulting image (b)

The method of contrast-limited adaptive equali-
zation is used to process the brightness histogram,
which provides the most optimal improvements of the
local contrast of the image [15]. Several histograms are
calculated, each of which corresponds to a separate
area of the image, and are used to redistribute the
brightness of the image [16].

The transformation function 𝑓(𝑥) is defined as [16]:

𝑓(𝑥) = 𝑋0 + (𝑋𝐿−1 −𝑋0) 𝑐(𝑥), (2)

where 𝑋0, 𝑋𝐿−1 are 𝐿 discrete gray levels and 𝑐(𝑥) is
probability density function [16]:

𝑐(𝑥) =

𝑘∑︁
𝑗=0

𝑛𝑘

𝑁
, (3)

where 𝑛𝑘 represents the number of times the level 𝑋𝑘

is present in the input image 𝑥,𝑁 is the total number
of components in the input image [16].

Adjacent parts of the grid are merged using
interpolation methods to eliminate artificial boundaries
[16]. Contrast, especially in homogeneous areas, should
be limited to avoid enhancing any noise that may be
present in the image (Fig. 3).

Methods that prevent alteration of the transverse
T-tubule, which is an important parameter for classi-
fication, and also do not impact image contrast, are
chosen as augmentation methods. To create a class-
balanced data set, color inversion is chosen, which
refers to color space transformations (Fig. 4) [17] and
does not change the structure of cardiomyocytes [17]:

𝐼𝑜𝑢𝑡 = 𝐼𝑚𝑎𝑥 − 𝐼𝑖𝑛 , (4)

where 𝐼𝑚𝑎𝑥 is the maximum brightness value of a pixel
in the given data type.
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(a)

(b)

Fig. 3. Image brightness histogram processing:
(а) before processing, (b) after contrast-limited adapti-

ve equalization

(a) (b)

Fig. 4. Color inversion of the input image: (a) before
processing, (b) after color inversion

Geometric image transformations (rotation and fli-
pping [17]) are chosen to increase the number of images
(Fig. 5, Fig. 6). The new coordinates of the pixel
(𝑥1, 𝑦1) when rotated by an angle Θ around (𝑥0, 𝑦0)
are defined as [18]:

𝑥2 = cos(Θ) · (𝑥1−𝑥0) + sin(Θ) · (𝑦1−𝑦0),

𝑦2 = − sin(Θ) · (𝑥1−𝑥0) + cos(Θ) · (𝑦1−𝑦0).
(5)

In order to preserve the dimensionality of the image,
cropping is performed.

Fig. 5. Rotation of the input image

Fig. 6. Flipping of the input image

Different augmentation approaches are
chosen, which allows to increase the differentiation of
the data. Each image is flipped and rotated with a
step of 15 degrees. This allowed us to obtain 48 new
images from an original one. Color inversion is used to
get a class-balanced data set with 27 original images
in each class. In this way, we obtained a class-balanced
data set, including 1296 images with a pre-processed
brightness histogram for each class.

2 CNN model design

Convolutional neural networks (CNNs) differ from
other neural networks by their high performance while
working with images, speech signals, or audio signals
[19].

The hierarchical structure of the CNN is used
in this study. The convolutional layer applies a
feature detector (two-dimensional array of weights that
represents a part of the image [20]) to the image region
and calculates the scalar product between the input
pixels and the filter [20]. Deeper layers use features
highlighted by the previous. Each individual part of the
model constitutes a lower-level pattern in the neural
network, and the combination of its parts represents
a higher-level pattern, creating a hierarchy of features
[20].
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After each CNN convolution operation, a rectifi-
ed linear unit (ReLU) transformation is applied to
the feature map as an activation function, which also
introduces nonlinearity into the model [20,21]. A recti-
fied linear function is a piecewise linear function that
outputs the input signal directly if it is positive,
otherwise the output is zero:

𝑓(𝑥) = 𝑚𝑎𝑥(0, 𝑥). (6)

The batch normalization layer is selected as an
additional layer at each layer of the hierarchical
structure. This layer standardizes each batch of inputs
to a certain level (performs normalization of the output
vector of parameters). This makes it possible to stabi-
lize the learning process and significantly reduce the
number of learning cycles required to create a network
[22].

The pooling layer (downsampling) performs di-
mensionality reduction by applying a weightless filter
and preserving the maximum weight coefficient, redu-
cing the number of parameters in the input data [20].

The fully connected layer solves the classificati-
on task [20] based on the features extracted by the

previous layers and their filters using the average cross-
entropy loss function, which can be expressed as [21]

𝐿𝑜𝑠𝑠(̂︀𝑦, 𝑦,𝑊 ) =

=− 1

𝑛

𝑛∑︁
𝑖=0

(𝑦𝑖 ln(̂︀𝑦𝑖)+(1−𝑦𝑖) ln(1− ̂︀𝑦𝑖)) + 𝛼

2𝑛
||𝑊 ||22 ,

(7)

where ̂︀𝑦, 𝑦 are the original and predicted values, ||𝑊 ||22
penalizes complex models and 𝛼 > 0 is an integral
parameter that controls the amount of the penalty [21].

In gradient descent, the loss gradient∇𝐿𝑜𝑠𝑠𝑊 with
respect to the weights is calculated from 𝑊 [21]:

𝑊𝑖+1 = 𝑊𝑖 − 𝜖∇𝐿𝑜𝑠𝑠𝑖𝑊 , (8)

where 𝑖 is the iteration step and 𝜖 is the learning rate
with a value greater than zero [21]. The learning stops
when 𝑖 reaches a given maximum number of iterations
or when losses are lower than a certain small number
[21].

The resulting model can be represented as

Fig. 7. CNN model structure

This model represents complex functions, which
correlates well with solving the problem of classi-
fying the development stage of cardiomyocytes. At
the same time, it is possible to observe the effect of
degradation during deep learning (Fig. 8). The effect
is expressed in a decrease of a validation accuracy
(val_acuracy) that indicates the accuracy of classifi-
cation of a randomly taken validation set after each
training period compared to increase of the train-
ing accuracy (correct predictions over the training
dataset).

This effect is due to the fact that deep networks
often have a gradient signal that quickly goes to zero
[23]. During the gradient descent, when returning from
the last layer back to the first, multiplication by the
weight matrix occurs at each step [23]. If the gradients
are small due to the large number of multiplications,
the gradient can decay to zero exponentially quickly.
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Fig. 8. CNN model degradation effect

The solution to this problem can be in using a
residual block. The idea is that instead of learning the

layers on the base mapping, let the network match
the residual mapping [23]. So, instead of the initial
mapping 𝐻(𝑥), let the network fit 𝐹 (𝑥):

𝐹 (𝑥) = 𝐻(𝑥)− 𝑥 =⇒ 𝐻(𝑥) = 𝐹 (𝑥) + 𝑥. (9)

The approach is to omit the connection, which
reduces the opportunity of the non-useful layer to affect
the gradient signal [23]. Adding new layers will not
harm the performance of the model, as the regularizati-
on will skip them if those layers are not useful. If the
additional/new layers are useful, even with regulari-
zation, the weights or kernels of the layers will be
non-zero and the model performance (classification
accuracy) may increase (Fig. 9).

Such a model receives a processed image as an input
and the result is a vector containing the probabilities
that image belongs to each of the classes (development
stage).

Fig. 9. CNN model structure with the residual block usage

3 CNN model training process

Data set is splitted into training and test data
parts. The training set of 1036 images per each class
(5180 images total) is additionally splitted with a split
factor of 0.2, which corresponds to 80% of the training
data (4144 images total for all classes) compared to
the validation data (used to evaluate the model at
each training step). The total accuracy estimate is
calculated based on a total amount of true predictions
across all classes and is performed after training on
unused data (260 images per each class). Accuracy for
each class separately is also calculated as the ratio of
the amount of true predictions to the total number
images in class. Results are presented in the form of a
confusion matrix. Total accuracy is 62.62% (48.46% for
class 1, 48.85% for class 2, 50% for class 3, 72.31% for
class 4 and 93.46% for class 5). CNN model evolution
and the training results can be seen in Fig. 10 and
Fig. 11.

In Figure 11 each cell contains the amount of true
or false predictions for each class comparatively to
the total amount of testing images. True predictions
are on the main diagonal and are included into the
total accuracy estimate. Column “SUM” contains an

accuracy estimate per class (the ratio of the amount of
true predictions to the total number of testing images
in class).

The results can be analyzed using heat maps of
different convolutional layers, which define the classifi-
cation of the development stage of the cardiomyocytes
(Fig. 12).

Fig. 10. CNN model evolution
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Fig. 11. Confusion matrix of the trained model

(a) (b)

(c) (d)

(e)

Fig. 12. Heat maps of convolutional layers: 2 (a), 4 (b),
8 (c), 16 (d), 32 (e)

It can be seen that the first layers of CNN high-
light the shape and structure of cardiomyocytes, while
the deeper layers increase the weights of factors that
emphasize the structure of transverse T-tubules of a
cardiomyocyte. It can also be shown by superimposing
a heat map on the initial image of the cardiomyocyte.
The reduction of the dimensionality of the heat map
can be also seen, which is the result of the downsamp-
ling layer (Fig. 13).

(a) (b)

Fig. 13. Initial image (a) to the heat map (b)
comparance

A large percentage of mutual errors between the
first and second, as well as the third and fourth grades
can be seen from the confusion matrix. This may indi-
cate poor differentiation of the indicated development
stages of cardiomyocytes.

The examples of images belonging to the first and
second classes and classified with mutual errors are
shown in Fig. 14. The weak differentiation of the
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maturation stage of cardiomyocytes, as well as the
focus of the heat map on the borders of cardiomyocytes
but not on the structure of transverse T-tubules can
be seen in heat-maps. This is due to their absence or
early stage of their development. This also explains the
high number of errors for the specified classes generally.
A similar situation can be seen with images of the

third and fourth classes (Fig. 15). Here, the structure
of transverse T-tubules is poorly distinguished due to
weak boundaries and a chaotic structure. Instead, a
strong mutual differentiation of pairs of the first and
second stages and the third and fourth stages can be
seen.

(a) (b) (c)

Fig. 14. Heat map (a), initial image (b) and matching result (c) for the first (1) and second (2) classes

(a) (b) (c)

Fig. 15. Heat map (a), initial image (b) and matching result (c) for the third (1) and fourth (2) classes
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If we combine the classes that show a large number
of mutual errors, namely, define the first and second
classes as those that have an initial development stage,
and the third and fourth – transitional, then after new
model training and testing we have the following error
matrix (Fig. 16).

Fig. 16. Confusion matrix after class merging where
class 1 is the initial development stage, class 2 is the
transitional development stage and class 3 is developed

cardiomyocytes

After combining the classes, the resulting accuracy
reaches 77% (63.46% for initial development stage,
82.31% for the transitional development stage and
93.48% for developed cardiomyocytes). To further
improve the classification accuracy, the architecture of
CNN should be improved using deeper layers and more
original cardiomyocyte images should be extracted.

It should be noted that increasing the amount of
data by augmentation does not provide the proper
improvement in classification accuracy.

For comparison, the first approach to preparing the
training data set (to choose the number of images in
each class according to the minimum amount with the
use of the unused data to evaluate the trained model)
with a dramatical increasing percentage of augmented
data was used. Here, training took place in several
iterations due to the large amount of data. The resul-
ting accuracy of this approach is 64% without combi-
ning classes. The increase in the training accuracy
estimate is due to the fact that the validation data
may contain features or parts of the training images
that affect the training accuracy estimate (Fig. 17).

Conclusion

Research methods of the cardiomyocytes grown
from the pluripotent stem cells and the main directi-
ons of their use were considered. Also, the need for
automated recognition of their maturation stage was
shown.

Fig. 17. CNN model training with high augmented
images percentage

The original data set (pre-classified confocal images
of cardiomyocytes) is prepared by digital image
processing methods, which includes segmentation, bri-
ghtness histogram processing and augmentation. The
Chan–Vese method, which belongs to the regional
segmentation methods, is chosen as the segmentati-
on method. It does not depend on the image gradi-
ent and can segment objects with weak boundari-
es and is robust to noise due to the use of global
region information. To process the image brightness
histogram, the method of contrast-limited adaptive
equalization is used, which has the ability to improve
the local contrast of the image and reduce noise in the
resulting image. For augmentation, methods (image
rotation and flipping) that prevent the alteration of the
transverse T-tubule, which is an important parameter
for correct classification, and also do not affect the
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contrast of the image, which is an important parameter
for highlighting the structure of the transverse T-
tubule were used. To perform the equalization of the
number of images in each class, the color inversion
method is used, which also does not affect the structure
of the transverse T-tubule and does not greatly affect
the differentiation of the augmented data. The result-
ing amount of images after augmentation is 1296 for
each stage of cardiomyocyte maturation, 1036 of them
are used as training data.

To solve the problem of classification of the
development stage of cardiomyocytes, a convolutional
neural network is used, which has high performance
when working with images. The architecture of a
convolutional neural network with a hierarchical
structure and residual block usage is built and trained
based on the prepared data.

The evolution of model training and heat maps of
different convolutional layers are shown. The classifi-
cation accuracy is evaluated using images not used in
training. The resulting accuracy is 62.62% for 5 classes
classification task (48.46% for class 1, 48.85% for class
2, 50% for class 3, 72.31% for class 4 and 93.46%
for class 5). The confusion matrix and images of
classes that showed a large number of mutual errors
were analyzed. Based on the analysis, the classes were
combined. The images of the first and second classes
are assigned to the initial stage of development, and
the third and fourth – to the transitional stage. After
merging, the accuracy of the model for 3 maturati-
on stages recognition achieved 77% (63.46% for ini-
tial development stage, 82.31% for the transitional
development stage and 93.48% for developed cardio-
myocytes).

Based on the results of the analysis, it was point-
ed out the need for further research in the field of
growing cardiomyocytes from pluripotent stem cells
in order to highlight more original images of cardio-
myocytes and determine more accurate classification
parameters. Further increasing the number of images
using augmentation methods and the number of iterati-
ons during training does not give the desired results.
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Класифiкацiя стадiї структурно-
функцiонального розвитку кардiомiо-
цитiв за допомогою методiв машинно-
го навчання

Бондарєв В. Р., Iванько К. O., Iванушкiна Н. Г.

Дослiдження присвячено проблемi класифiкацiї ста-
дiї структурно-функцiонального дозрiвання кардiомiо-
цитiв, отриманих з iндукованих плюрипотентних стов-
бурових клiтин, iз застосуванням методiв цифрової
обробки зображень та алгоритмiв машинного навчан-
ня, зокрема нейронних мереж. Клiтинна регенеративна
терапiя стала одним iз найбiльш перспективних варi-
антiв лiкування пацiєнтiв iз серцевою недостатнiстю.
Але оскiльки кардiомiоцити є об’єктами високого рiвня
складностi та мають значну морфологiчну мiнливiсть,
автоматична класифiкацiя ускладнюється вiдсутнiстю

реалiзованих методiв. Тому дослiдження в цiй галузi є
важливим прiоритетом в галузi охорони здоров’я. Поча-
тковий набiр даних, використаний у цьому дослiдженнi,
є загальнодоступним набором конфокальних мiкроско-
пiчних зображень кардiомiоцитiв, якi можна роздiлити
на п’ять класiв на основi морфологiчних ознак (структу-
ри поперечних Т-канальцiв). Невеликий обсяг вхiдних
даних призводить до необхiдностi використання методiв
аугментацiї. Використовувалися методи, що запобiга-
ють альтерацiї поперечного Т-канальця, що є важливим
параметром для правильної класифiкацiї стадiї розви-
тку кардiомiоцитiв. Для пiдвищення контрастностi та
динамiчного дiапазону конфокальних мiкроскопiчних
зображень використовувався метод вирiвнювання гiсто-
грами за допомогою методу адаптивного вирiвнювання
з обмеженим контрастом. Це дозволило покращити ло-
кальний контраст зображень i видiлити основнi стру-
ктурнi елементи кардiомiоцитiв. Нарештi, метод Чан-
Везе, який належить до методiв регiональної сегмента-
цiї, був обраний для сегментацiї зображень та видалення
артефактiв та/або частин iнших клiтин iз зображень.
Оброблений i аугментований набiр даних використову-
вався для навчання згорткової нейронної мережi, що
має архiтектуру з iєрархiчною структурою та викори-
станням залишкових блокiв. Модель було оцiнено на
основi матрицi помилок, також було проаналiзовано те-
пловi карти рiзних згорткових шарiв. Були розглянутi
зображення з класiв з великою кiлькiстю взаємних по-
милок. На основi проведеного аналiзу декiлька класiв
структурно-функцiонального розвитку кардiомiоцитiв
були об’єднанi. Остаточна точнiсть моделi для визна-
чення стадiї дозрiвання кардiомiоцитiв досягла 77%.

Ключовi слова: кардiомiоцит; стовбуровi клiтини;
обробка зображень; машинне навчання; проблема ма-
шинного навчання; класифiкацiя; точнiсть класифiкацiї;
нейронна мережа; згорткова нейронна мережа
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