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Abstract
Over the past years, the quantity and complexity of imaging data available for the clinical management of patients with
solid tumors has increased substantially. Without the support of methods from the field of artificial intelligence (AI) and
machine learning, a complete evaluation of the available image information is hardly feasible in clinical routine. Especially
in radiotherapy planning, manual detection and segmentation of lesions is laborious, time consuming, and shows significant
variability among observers. Here, AI already offers techniques to support radiation oncologists, whereby ultimately, the
productivity and the quality are increased, potentially leading to an improved patient outcome. Besides detection and
segmentation of lesions, AI allows the extraction of a vast number of quantitative imaging features from structural or
functional imaging data that are typically not accessible by means of human perception. These features can be used alone
or in combination with other clinical parameters to generate mathematical models that allow, for example, prediction of
the response to radiotherapy. Within the large field of AI, radiomics is the subdiscipline that deals with the extraction of
quantitative image features as well as the generation of predictive or prognostic mathematical models. This review gives
an overview of the basics, methods, and limitations of radiomics, with a focus on patients with brain tumors treated by
radiation therapy.
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Introduction

The diagnosis of brain tumors and the assessment of re-
sponse to radiotherapy [1–4] are mainly based on the re-
sults of modern neuroimaging techniques and, essentially,
the histomolecular examination of tissue samples collected
during tumor resection or biopsy. For decades, brain tumor
patients have been diagnosed by means of structural neu-
roimaging techniques such as contrast-enhanced computed
tomography (CT) or magnetic resonance imaging (MRI). In
recent years, advanced imaging methods have entered clin-
ical routine. These include, in particular, perfusion (PWI)-
and diffusion-weighted (DWI) MRI, as well as amino acid
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positron emission tomography (PET) [5, 6]. In combination
with the anatomic information, these methods provide func-
tional and metabolic parameters that are of great benefit in
the assessment of, e.g., treatment response or estimation
of prognosis. The increasing availability of hybrid PET/CT
and PET/MRI scanners also simplifies the use of these ad-
vanced techniques in a clinical setting. However, with the
increasing amount of data available for diagnosis, a com-
plete, accurate, and timely evaluation of the data in clinical
routine is almost impossible without considerable computer
support.

Since methods from the fields of artificial intelligence
(AI) and machine learning allow for a partial or full au-
tomation of various steps within the diagnostic routine, it
is not surprising that these methods are investigated exten-
sively and have already been applied in clinical routine in
some cases. Especially in the field of radiotherapy, the au-
tomated detection of lesions such as brain metastases and
the subsequent segmentation is of importance. These meth-
ods not only support the radiation oncologist, resulting in
increased productivity, but can, in addition, help to detect
small lesions which are frequently overlooked otherwise.
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Furthermore, computer-aided analysis of the large amount
of information obtained from structural and functional neu-
roimaging may also help to increase the comparability of
results as it does not depend on the experience level of the
evaluating clinician.

Besides automation of laborious clinical procedures such
as the manual detection and segmentation of lesions for
radiotherapy planning, AI also offers the potential to extract
otherwise undiscovered features from the imaging data for
diagnostic use. These quantitative imaging features further
characterize the underlying tumor biology and are usually
beyond human perception. These features can be combined
with conventional imaging parameters from structural and
molecular neuroimaging as well as with clinical data such as
the patient’s age or molecular markers to develop predictive
or prognostic mathematical models that are subsequently
used to answer clinical questions, such as the assessment of
treatment response to radiation therapy or the non-invasive
diagnosis of molecular parameters [7]. The extraction of
quantitative imaging features as well as the generation and
evaluation of mathematical models for diagnosis is termed
radiomics and can be regarded as a special application of
AI [8–12].

However, the use of these computer-based methods
must be carefully and critically evaluated. The applied
neuroimaging protocols and AI-based methods are poorly
standardized and vary substantially. This review article
gives an overview of the basics, methods, and limita-
tions of radiomics, with a special focus on feature-based
radiomics in brain tumors treated by radiation therapy.

Radiomics

Radiomics aims at the extraction of quantitative parame-
ters from routinely acquired medical imaging data, thereby
allowing additional data analysis at low cost. Most of the
features characterize the underlying image (tumor) hetero-
geneity. In classic radiomics approaches, sometimes also
called feature-based radiomics, the radiomics features to
be extracted are predefined and calculated from a man-
ually or semi-automatically segmented image. In contrast,
deep learning-based radiomics follows a different approach
for the extraction of quantitative parameters. Here, the ra-
diomics features are not predefined, but identified and gen-
erated from the underlying data by computational mod-
els. Furthermore, image segmentation is not necessarily re-
quired for deep learning-based radiomics, despite providing
image segmentations usually improves model performance.
Although most of the radiomics models have to prove their
value in the clinical setting, the process of feature extraction
applies semi- or fully automated methods from advanced
statistics and machine learning and may as such lead to
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more robust, reproducible, and reliable results compared to
the reader-dependent clinical interpretation of imaging data.

Feature-based radiomics

To calculate radiomics features, manual or semi-automatic
segmentations of the region of interest (ROI) or volume
of interest (VOI) are mandatory. Typically, the contrast-en-
hancing portion of the tumor in MRI is used for radiomics
analysis. However, including information contained in the
infiltration zone of the lesion by also considering signal
abnormalities on T2-weighted or fluid-attenuated inversion
recovery (FLAIR) MRI provides a more realistic represen-
tation of the whole tumor and allows the radiomics analysis
to be performed on a larger segment, potentially encoding
more information and resulting in a better diagnostic per-
formance. Although the number of studies using amino acid
PET images for radiomics analysis is still low, especially
the combined analysis of amino acid PET and MRI ra-
diomics encodes more diagnostic information than either
modality alone [13, 14] and might gain clinical relevance.
In patients with brain tumors, image segmentation in clin-
ical routine is usually performed manually on CT or MRI
for the purpose of radiotherapy planning or volumetric as-
sessment of therapy response. However, a manual, three-di-
mensional differential segmentation of tumor regions with
contrast enhancement, necrosis, and perifocal edema is la-
borious, time consuming, and strongly dependent on the
performing physician. Methods from the field of AI includ-
ing textural feature analysis and deep learning-based meth-
ods are already available and currently under investigation
for routine clinical application [15–21].

As mentioned above, radiomics aims at the extraction
of quantitative imaging features from routinely acquired
imaging data. Consequently, in order to enable a high re-
producibility and generalizability of the results, the image
data have to undergo several preprocessing steps before
feature extraction. One of the first preprocessing steps is
interpolation of the imaging data to isotropic voxel spac-
ing, which allows for a better comparison of heterogenous,
multi-institutional imaging data. Furthermore, the calcula-
tion of radiomics features, especially textural features, re-
quires rotationally invariant voxels, achieved by interpo-
lation. Images can either be upsampled, e.g., the original
image with a voxel spacing of 1.0× 1.0× 3.0mm3 is up-
sampled to 1.0× 1.0× 1.0mm3, or downsampled, e.g., the
original image with a voxel spacing of 1.0× 1.0× 3.0mm3

is downsampled to 3.0× 3.0× 3.0mm3. While upsampling
introduces artificial information and might increase image
noise, downsampling conversely incurs information loss.
Consequently, there is currently no clear recommendation
for either of the two procedures [22].

Discretization or quantization of image intensities is of
particular importance to allow for comprehensible feature
extraction [22]. Two methods for image discretization are
commonly used. The first method performs a discretization
of the image intensities to a fixed number of bins, which
allows for a direct comparison of feature values across dif-
ferent patients and partly performs an image normaliza-
tion, which is of importance for imaging procedures such as
structural MRI that are usually acquired in arbitrary units.
However, no correlation to the original image intensities
can be established. The second method uses a fixed bin
size, whereby a new bin is assigned for every intensity in-
terval with a fixed bin with. Importantly, for structural MRI
data with arbitrary intensity units, the fixed bin size dis-
cretization is not recommended. However, as the relation-
ship to the original intensity scale is maintained, the fixed
bin size discretization could be especially useful for quan-
titative imaging modalities such as PET. Of note, the image
discretization has a substantial impact on the extracted ra-
diomics features and, hence, on the reproducibility of the
results [22].

Normalization of the image intensities ensures a better
comparability of the results between different scanners, pro-
tocols, and patients. Commonly used procedures for image
intensity normalization are white-stripe [23] or z-score nor-
malization [24]. Other typical preprocessing steps include,
but are not limited to, spatial smoothing, noise reduction,
spatial resampling, brain extraction, and corrections of MRI
field inhomogeneities.

Following image preprocessing and segmentation, ra-
diomics features can be calculated, most of which reflect tu-
mor heterogeneity. Since the radiomics features are mathe-
matically predefined and based on a huge number of slightly
different mathematical definitions, a large number of ra-
diomics features (usually more than 1,000) can be extracted
from medical images. Typically, radiomics features are di-
vided into the following subgroups:

i. Shape features: quantify the geometric relations and
properties of the segmented lesions such as volume,
maximum surface area, maximum diameter, compact-
ness, or sphericity [25].

ii. Histogram-based features or first-order statistics: the
distribution of image intensity values within the seg-
mented lesions is typically represented by histograms.
From the histograms, quantitative features can be cal-
culated that do not consider any spatial orientation or
relationship of the voxels such as the mean, maximum,
minimum, median, skewness, or kurtosis [9].

iii. Textural features or second-order statistics: textural
features represent the statistical relationship between
the intensity levels of neighboring pixels or voxels or
groups of pixels or voxels within the segmented lesion
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and, thereby, quantify image heterogeneity. Textural
features are not extracted directly from the images but
from several descriptive matrices that already encode
specific spatial relations between pixels or voxels in the
segmented lesion. The most commonly used matrices
for calculation of textural features are the gray-level
run-length matrix (GLRLM), which encodes the size
of homogenous runs for each image intensity [26], the
neighborhood gray-level different matrix (NGLDM),
which corresponds to the difference of intensity lev-
els between one voxel and all of its neighbors in three
dimensions, and the gray level co-occurrence matrix
(GLCM) [27], which represents the frequency of oc-
currence of two intensity levels in neighboring pixels
or voxels within a specific distance along a fixed di-
rection. Several other matrices exist that encode certain
aspects of spatial relations between image intensities in
the segmented lesion and, thus, allow the computation
of a large number of textural features [27].

iv. Higher-order statistics features: the three previous sub-
groups of features are all usually calculated on the pre-
processed original image without any additional image
filters. Higher-order statistics features are computed af-
ter the application of specific mathematical transforma-
tions or filters that aim at highlighting certain aspects of
the segmented lesion such as repeating patterns, edges,
histogram-oriented gradients, or local binary patterns.
Typical mathematical transformations used for the ex-
traction of higher-order statistics features are wavelet
or Fourier transforms, fractal analysis, Minkowski func-
tionals, or the Laplacian transform of Gaussian-filtered
images (Laplacian of Gaussian) [28].

In summary, a large number of features can be calcu-
lated from a single segmented lesion, leading to the prob-
lem of distinguishing the parameters relevant to the clinical
problem under investigation from the irrelevant and redun-
dant ones. This so-called feature selection is of high impor-
tance for generating a meaningful predictive or prognostic
model from the computed features, especially if the num-
ber of available datasets is limited. Feature selection uses
advanced statistical methods to identify a subset of features
that are neither redundant, constant, duplicated, irrelevant,
nor highly correlated [12].

It should be noted that improper feature selection can
also lead to overfitting, i.e., if a very homogenous dataset
from the same scanner acquired with the same protocol is
used for feature selection, the features identified as relevant
in this particular setting may not be relevant in other set-
tings. Here, overfitting denotes the generation of a model
that corresponds too closely or exactly to a particular set of
data, whereby it fails to reliably predict outcomes from so
far unseen observations. One way to overcome this limita-

tion is to perform feature selection on multicenter datasets
ideally representing a large variety of scanners and acqui-
sition protocols, whereby the probability of selecting only
locally relevant features, hence, the risk of overfitting is
reduced. Unfortunately, in most studies, large multicenter
datasets are not available.

Generally, two types of feature selection techniques are
used in radiomics studies, unsupervised and supervised fea-
ture selection [29]. Unsupervised feature selection meth-
ods such as principal component analysis (PCA) or cluster
analysis aim at the identification and removal of redundant
features from the feature space, whereby class labels are
not considered [12]. Supervised feature selection techniques
also take into consideration the relation of the features to
the class labels, i.e., features that contribute most to the
diagnostic problem are preferred. Consequently, supervised
feature selection techniques usually result in better feature
subsets compared to the unsupervised methods. Different
unsupervised feature selection methods exist, of which fil-
ter methods, wrapper methods, and embedded methods are
those most prominent in radiomics.

Filter methods are also called univariate methods and sta-
tistically evaluate the relation between the features without
considering their correlations and interactions. Univariate
methods are, for example, the chi-squared score, the Stu-
dent’s t-test, the Wilcoxon rank sum test, or the Fisher score
[30, 31].

Wrapper methods, also called multivariate methods,
partly overcome the limitations of univariate methods
by taking into consideration correlations and interactions
among the radiomics features. While univariate methods
only investigate the statistical relationship between the
radiomics features, wrapper methods create a subset of fea-
tures, apply this subset to a predictive model, and evaluate
the quality of its performance. Thereafter, a new subset of
features is tested and, finally, the best performing subset of
features represents the final set of selected features. Due to
the iterative nature of wrapper methods, these methods are
computationally intensive. These methods include bidirec-
tional search, exhaustive feature selection, forward feature
selection, or backward feature elimination [30, 31].

Embedded methods combine the advantages of filter
and wrapper methods. The feature selection process is
performed during the generation of the machine learning
model, i.e., during the training phase of the model. Here,
interactions and correlations of the radiomics features are
considered, leading to more accurate feature selection re-
sults compared to filter methods. Additionally, since feature
selection is performed during the training phase of the ma-
chine learning models and does not require an additional
predictive model solely for performance evaluation of the
different subsets of features, embedded methods are com-
putationally faster than wrapper methods and less prone
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to overfitting. Examples of embedded feature selection
methods are tree-based algorithms such as the random
forest classifier, the least absolute shrinkage and selection
operator (LASSO), or ridge regression [30, 31].

Now that a subset of relevant features with low redun-
dancy has been identified by feature selection, a mathemati-
cal model for the prediction of a known, underlying ground
truth can be generated. This step within the radiomics work-
flow is called model generation. Usually, several different
machine learning algorithms and classifiers can be used to
generate predictive or prognostic models according to the
goal of the study. Among the machine learning algorithms
and classifiers most commonly used for radiomics analy-
sis are linear and logistic regression, decision trees, e.g.,
random forests, neural networks, support vector machines,
or the Cox proportional hazards model in case of censored
survival data. Model generation includes the iterative search
for a set of optimal parameters that define the general struc-
ture of the model, a process called hyperparameter tuning.
In order to identify the best possible machine learning algo-
rithm for the diagnostic problem, the selected model has to
be evaluated on a subset of data. To avoid the risk of over-
fitting by generating and testing the mathematical model
on the same subset of data, the available dataset is ide-
ally subdivided into a training and a validation dataset. If
the model was trained and evaluated on the same subset
of data, a perfect classification of results could be easily
achieved by an algorithm that simply repeats the labels of
the training data. Obviously, such a highly overfitted model
would not provide any useful prediction on new data that
was not part of the training dataset. It should be noted, that
the distribution of samples of each class remains approxi-
mately the same after data splitting, i.e., if 40% of samples
were diagnosed with a recurrent tumor, and 60% were diag-
nosed with treatment-related tissue changes in the original
dataset, this proportion of diagnoses should also remain
approximately the same in the training and the validation
dataset (stratified split of data), which is particularly impor-
tant for small datasets. Ideally, the model that showed the
best diagnostic performance in the validation dataset is fi-
nally applied to a test dataset. The test dataset represents the
data the model would face when applied in clinical routine.
Consequently, every radiomics model should prove its per-
formance, robustness, and reliability on the test dataset, but
the test dataset should never be used for tuning of model
hyperparameters.

The described workflow for model generation and evalu-
ation including splitting of the data into three subgroups ob-
viously requires large datasets. Unfortunately, oncological
studies including studies in the field of radiation oncology
usually contain a maximum of several hundred datasets.
However, machine learning also offers methods such as
bootstrapping or cross-validation to assess model perfor-

mance even without the availability of a test dataset. In
cross-validation, e.g., 10-fold cross-validation, the dataset
is partitioned into ten subsets of equal size. The generated
model is evaluated on nine datasets as training data while
one subset of data is retained for model validation. This
process is repeated ten times, with each subset used once
as validation data. Finally, to assess the overall model per-
formance, the classification accuracy from each iteration is
averaged.

Deep learning-based radiomics

Deep learning generally describes the process of apply-
ing deep neural network architectures for problem solving,
which are particular types of machine learning algorithms.
Originally, artificial neural networks that provide the ba-
sis for more advanced architectures were inspired by the
working principle of the human visual system. By adding
layers of hidden neurons beyond the simple input and out-
put layers from artificial neural networks, a new level of
complexity was added that enabled deep learning. Deep
learning-based radiomics automatically identifies and ex-
tracts high-dimensional features from the input images at
different levels of scaling and abstraction, resulting in mod-
els especially useful for pattern recognition or classification
of high-dimensional non-linear data [32]. The usefulness of
deep learning-based methods for the automated identifica-
tion and segmentation of brain metastases and gliomas for
radiation therapy planning has been demonstrated in several
studies [17–21].

Deep learning-based radiomics uses a workflow that is
very different from the feature-based radiomics approach
described above. Instead of using mathematically prede-
fined features, different architectures of neural networks
such as convolutional neural networks (CNNs) or auto-en-
coders are used to generate and identify the most important
features from the input data. In particular, autoencoder net-
works, which are a special, unsupervised variant of CNNs,
aim at compression of the image content and mapping onto
a relatively short but representative feature vector [33]. In
general, deep learning-based radiomics uses a cascaded sys-
tem of single-layer neural networks which are trained to
learn and identify structures of relevance for the classifi-
cation problem in the imaging data [34]. Here, previous
mathematical definitions of features and feature selection
become unnecessary. Further combinations of the extracted
feature vectors are then combined to generate features with
an even higher level of abstraction. In a final step, the iden-
tified features can be used for classification by the neural
network itself, or leave the network and undergo the process
of model generation similar to the feature-based radiomics
approaches described above using different classifiers from
conventional machine learning such as decision trees, re-
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gression models, or support vector machines. Of note, while
feature-based radiomics always requires segmented images
for feature extraction, deep learning-based radiomics, espe-
cially CNNs, also function on unsegmented images.

Since the features are generated and extracted directly
from the underlying data and a subset of best perform-
ing features is automatically extracted, feature selection is
rarely performed. However, in order to reduce the risk of
overfitting, regularization techniques and dropout of learned
connection weights are used. One limitation of deep learn-
ing-based radiomics is the high correlation between the fea-
tures and the input data, as the features are generated from
that very data. Therefore, in contrast to feature-based ra-
diomics, large datasets are necessary to identify a relevant
and robust feature subset. However, using a machine learn-
ing technique called transfer learning, this limitation can
be partly overcome. In transfer learning, a neural network
is used that has already been pre-trained on a different,
but closely related task, e.g., a neural network for brain tu-
mor segmentation that was originally trained on imaging
data from patients with brain metastases might also pro-
vide useful results for the segmentation of glioma patients
[35]. Hereby, both the amount of data necessary to identify
a relevant feature subset and the computational demand are
reduced.

Limitations

Despite the promising results and the potential of radiomics,
the repeatability, reproducibility, and transferability of ra-
diomics features is still an issue and often depends on the
used imaging modality, sequence, spatial resolution, size
of the image, image quality, reconstruction and correction
parameters, as well as motion artefacts and other factors.
Repeatability is commonly assessed by the extraction of ra-
diomics features from repeated acquisitions of images under
identical or near-identical acquisition and processing pa-
rameters. In contrast, reproducibility of radiomics features,
also called robustness, is measured if the acquisition param-
eters and applied measuring systems differ [36]. A recent
review performed an extensive literature search and iden-
tified radiomics features that were shown to be repeatable
and reproducible among the investigated studies [37]. The
authors describe that first-order features, i.e., histogram-
based features, were more reproducible than shape metrics
and textural features. The most stable feature according to
this review was the first-order feature entropy [37]. Such
systematic review articles focusing on the repeatability and
reproducibility of radiomic features are still scarce but of
major importance for advancing toward a better standard-
ization of the results from radiomics studies. The Image
Biomarker Standardization Initiative (IBSI) provides image

biomarker nomenclature and definitions, reporting guide-
lines as well as benchmark datasets and benchmark values,
to enable study groups working in the field of radiomics to
verify their image processing and feature extraction [22].

In terms of repeatability and reproducibility, deep learn-
ing-based radiomics may be advantageous, as the self-learn-
ing neural networks show a better capability for generaliza-
tion and transfer than feature-based approaches. However,
also the models developed from deep learning-based ra-
diomics ultimately have to prove their reliability in clinical
routine. Most importantly, data acquisition and analysis as
well as model generation need further standardization in or-
der to allow for a better understanding and reproducibility
of published results. Although different open-source soft-
ware packages for feature-based radiomics, (PyRadiomics
[38], MaZda [39], and LifeX [40]), as well as open-source
frameworks for deep learning-based radiomics (Keras [41],
TensorFlow [42], PyTorch [43]) are available, the workflow
used in most studies is still complex and often not reported
in sufficient detail, so that it is almost impossible for other
research groups to fully comprehend the presented results,
not to mention reproducing them.

Another limitation to the application of radiomics mod-
els in clinical routine is the problem of interpretability of
the extracted features and the generated models. Mostly,
radiomics analysis are perceived as a “black box”, i.e., it
is very difficult to (clinically) interpret the generated pre-
dictions [36]. However, some methods to improve the inter-
pretability of radiomics analyses have been developed, such
as graph-based approaches for feature-based radiomics [44]
or visualization tools for deep learning-based radiomics that
highlight regions of the segmented tumor according to their
importance for the prediction of the generated classifier
[45].

Efforts to overcome the mentioned shortcomings are on-
going [22, 46, 47].

Conclusion

The number of studies evaluating the potential of feature-
based as well as deep learning-based radiomics for appli-
cation in radiation oncology is increasing. Especially in
combination with established sources of diagnostic infor-
mation such as clinical, histomolecular, or conventional
imaging parameters, radiomics may contribute significantly
towards an improved diagnosis and treatment management
in patients with brain tumors and other solid tumors. In
radiation oncology in particular, radiomics has great poten-
tial for the automated detection and segmentation of tar-
get volumes, the differentiation of radiation-induced tissue
changes from actual tumor recurrences, and the prediction
of the location and timing of local recurrences.

K



854 Strahlenther Onkol (2020) 196:848–855

Funding Supported by the Deutsche Forschungsgemeinschaft (DFG),
project number 428090865 (PL)

Funding Open Access funding provided by Projekt DEAL.

Conflict of interest P. Lohmann, K. Bousabarah, M. Hoevels, and
H. Treuer declare that they have no competing interests.

Open Access This article is licensed under a Creative Commons At-
tribution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long as
you give appropriate credit to the original author(s) and the source, pro-
vide a link to the Creative Commons licence, and indicate if changes
were made. The images or other third party material in this article are
included in the article’s Creative Commons licence, unless indicated
otherwise in a credit line to the material. If material is not included
in the article’s Creative Commons licence and your intended use is not
permitted by statutory regulation or exceeds the permitted use, you will
need to obtain permission directly from the copyright holder. To view
a copy of this licence, visit http://creativecommons.org/licenses/by/4.
0/.

References

1. BackM, Jayamanne D, Brazier D, Newey A, Bailey D, Schembri G,
Hsiao E, Khasraw M, Wong M, Kastelan M, Brown C, Wheeler H
(2020) Pattern of failure in anaplastic glioma patients with an
IDH1/2 mutation. Strahlenther Onkol 196(1):31–39. https://doi.
org/10.1007/s00066-019-01467-0

2. Bodensohn R, Hadi I, Fleischmann DF, Corradini S, Thon N,
Rauch J, Belka C, Niyazi M (2020) Bevacizumab as a treatment
option for radiation necrosis after cranial radiation therapy: a ret-
rospective monocentric analysis. Strahlenther Onkol 196(1):70–76.
https://doi.org/10.1007/s00066-019-01521-x

3. Straube C, Elpula G, Gempt J, Gerhardt J, Bette S, Zimmer C,
Schmidt-Graf F, Meyer B, Combs SE (2017) Re-irradiation after
gross total resection of recurrent glioblastoma : spatial pattern of
recurrence and a review of the literature as a basis for target volume
definition. Strahlenther Onkol 193(11):897–909. https://doi.org/10.
1007/s00066-017-1161-6

4. Popp I, Weber WA, Combs SE, Yuh WTC, Grosu AL (2019) Neu-
roimaging for radiation therapy of brain tumors. Top Magn Reson
Imaging 28(2):63–71. https://doi.org/10.1097/RMR.000000000000
0198

5. Villanueva-Meyer JE, Mabray MC, Cha S (2017) Current clinical
brain tumor imaging. Neurosurgery 81(3):397–415. https://doi.org/
10.1093/neuros/nyx103

6. Pope WB, Brandal G (2018) Conventional and advanced magnetic
resonance imaging in patients with high-grade glioma. Q J Nucl
MedMol Imaging 62(3):239–253. https://doi.org/10.23736/S1824-
4785.18.03086-8

7. Zhang X, Liu S, Zhao X, Shi X, Li J, Guo J, Niedermann G, Luo R,
Zhang X (2020) Magnetic resonance imaging-based radiomic fea-
tures for extrapolating infiltration levels of immune cells in lower-
grade gliomas. Strahlenther Onkol. https://doi.org/10.1007/s00066-
020-01584-1

8. Lambin P, Rios-Velazquez E, Leijenaar R, Carvalho S, van Stiphout
RG, Granton P, Zegers CM, Gillies R, Boellard R, Dekker A,
Aerts HJ (2012) Radiomics: extracting more information from
medical images using advanced feature analysis. Eur J Cancer
48(4):441–446. https://doi.org/10.1016/j.ejca.2011.11.036

9. Lambin P, Leijenaar RTH, Deist TM, Peerlings J, de Jong EEC,
van Timmeren J, Sanduleanu S, Larue R, Even AJG, Jochems A,
van Wijk Y, Woodruff H, van Soest J, Lustberg T, Roelofs E, van
Elmpt W, Dekker A, Mottaghy FM, Wildberger JE, Walsh S (2017)

Radiomics: the bridge between medical imaging and personalized
medicine. Nat Rev Clin Oncol 14(12):749–762. https://doi.org/10.
1038/nrclinonc.2017.141

10. Gillies RJ, Kinahan PE, Hricak H (2016) Radiomics: images are
more than pictures, they are data. Radiology 278(2):563–577.
https://doi.org/10.1148/radiol.2015151169

11. Aerts HJ, Velazquez ER, Leijenaar RT, Parmar C, Grossmann P,
Carvalho S, Bussink J, Monshouwer R, Haibe-Kains B, Rietveld D,
Hoebers F, Rietbergen MM, Leemans CR, Dekker A, Quacken-
bush J, Gillies RJ, Lambin P (2014) Decoding tumour phenotype
by noninvasive imaging using a quantitative radiomics approach.
Nat Commun 5:4006. https://doi.org/10.1038/ncomms5006

12. Rizzo S, Botta F, Raimondi S, Origgi D, Fanciullo C, Morganti AG,
Bellomi M (2018) Radiomics: the facts and the challenges of image
analysis. Eur Radiol Exp 2(1):36. https://doi.org/10.1186/s41747-
018-0068-z

13. Lohmann P, Kocher M, Ceccon G, Bauer EK, Stoffels G, Viswan-
athan S, Ruge MI, Neumaier B, Shah NJ, Fink GR, Langen KJ,
Galldiks N (2018) Combined FET PET/MRI radiomics differenti-
ates radiation injury from recurrent brain metastasis. Neuroimage
Clin 20:537–542. https://doi.org/10.1016/j.nicl.2018.08.024

14. Lohmann P, Kocher M, Ruge MI, Visser-Vandewalle V, Shah NJ,
Fink GR, Langen KJ, Galldiks N (2020) PET/MRI Radiomics in
patients with brain metastases. Front Neurol 11:1. https://doi.org/
10.3389/fneur.2020.00001

15. Soltaninejad M, Yang G, Lambrou T, Allinson N, Jones TL, Bar-
rick TR, Howe FA, Ye X (2018) Supervised learning based mul-
timodal MRI brain tumour segmentation using texture features
from supervoxels. Comput Methods Programs Biomed 157:69–84.
https://doi.org/10.1016/j.cmpb.2018.01.003

16. Deng W, Shi Q, Luo K, Yang Y, Ning N (2019) Brain tumor seg-
mentation based on improved convolutional neural network in com-
bination with non-quantifiable local texture feature. J Med Syst
43(6):152. https://doi.org/10.1007/s10916-019-1289-2

17. Selvapandian A, Manivannan K (2018) Fusion based Glioma brain
tumor detection and segmentation using ANFIS classification.
Comput Methods Programs Biomed 166:33–38. https://doi.org/10.
1016/j.cmpb.2018.09.006

18. Prasanna P, Karnawat A, Ismail M, Madabhushi A, Tiwari P (2019)
Radiomics-based convolutional neural network for brain tumor seg-
mentation on multiparametric magnetic resonance imaging. J Med
Imaging 6(2):24005. https://doi.org/10.1117/1.JMI.6.2.024005

19. Charron O, Lallement A, Jarnet D, Noblet V, Clavier JB, Meyer P
(2018) Automatic detection and segmentation of brain metas-
tases on multimodal MR images with a deep convolutional neural
network. Comput Biol Med 95:43–54. https://doi.org/10.1016/j.
compbiomed.2018.02.004

20. Grovik E, Yi D, Iv M, Tong E, Rubin D, Zaharchuk G (2020)
Deep learning enables automatic detection and segmentation of
brain metastases on multisequence MRI. J Magn Reson Imaging
51(1):175–182. https://doi.org/10.1002/jmri.26766

21. Bousabarah K, Ruge M, Brand JS, Hoevels M, Ruess D, Borggrefe J,
Grosse Hokamp N, Visser-Vandewalle V, Maintz D, Treuer H,
Kocher M (2020) Deep convolutional neural networks for auto-
mated segmentation of brain metastases trained on clinical data. Ra-
diat Oncol 15(1):87. https://doi.org/10.1186/s13014-020-01514-6

22. Zwanenburg A, Vallieres M, Abdalah MA, Aerts H, Andrea-
rczyk V, Apte A, Ashrafinia S, Bakas S, Beukinga RJ, Boellaard R,
Bogowicz M, Boldrini L, Buvat I, Cook GJR, Davatzikos C, De-
peursinge A, Desseroit MC, Dinapoli N, Dinh CV, Echegaray S,
El Naqa I, Fedorov AY, Gatta R, Gillies RJ, Goh V, Gotz M,
Guckenberger M, Ha SM, Hatt M, Isensee F, Lambin P, Leger S,
Leijenaar RTH, Lenkowicz J, Lippert F, Losnegard A, Maier-
Hein KH, Morin O, Muller H, Napel S, Nioche C, Orlhac F, Pati S,
Pfaehler EAG, Rahmim A, Rao AUK, Scherer J, Siddique MM,
Sijtsema NM, Socarras Fernandez J, Spezi E, Steenbakkers R,

K

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1007/s00066-019-01467-0
https://doi.org/10.1007/s00066-019-01467-0
https://doi.org/10.1007/s00066-019-01521-x
https://doi.org/10.1007/s00066-017-1161-6
https://doi.org/10.1007/s00066-017-1161-6
https://doi.org/10.1097/RMR.0000000000000198
https://doi.org/10.1097/RMR.0000000000000198
https://doi.org/10.1093/neuros/nyx103
https://doi.org/10.1093/neuros/nyx103
https://doi.org/10.23736/S1824-4785.18.03086-8
https://doi.org/10.23736/S1824-4785.18.03086-8
https://doi.org/10.1007/s00066-020-01584-1
https://doi.org/10.1007/s00066-020-01584-1
https://doi.org/10.1016/j.ejca.2011.11.036
https://doi.org/10.1038/nrclinonc.2017.141
https://doi.org/10.1038/nrclinonc.2017.141
https://doi.org/10.1148/radiol.2015151169
https://doi.org/10.1038/ncomms5006
https://doi.org/10.1186/s41747-018-0068-z
https://doi.org/10.1186/s41747-018-0068-z
https://doi.org/10.1016/j.nicl.2018.08.024
https://doi.org/10.3389/fneur.2020.00001
https://doi.org/10.3389/fneur.2020.00001
https://doi.org/10.1016/j.cmpb.2018.01.003
https://doi.org/10.1007/s10916-019-1289-2
https://doi.org/10.1016/j.cmpb.2018.09.006
https://doi.org/10.1016/j.cmpb.2018.09.006
https://doi.org/10.1117/1.JMI.6.2.024005
https://doi.org/10.1016/j.compbiomed.2018.02.004
https://doi.org/10.1016/j.compbiomed.2018.02.004
https://doi.org/10.1002/jmri.26766
https://doi.org/10.1186/s13014-020-01514-6


Strahlenther Onkol (2020) 196:848–855 855

Tanadini-Lang S, Thorwarth D, Troost EGC, Upadhaya T, Valen-
tini V, van Dijk LV, van Griethuysen J, van Velden FHP, Whybra P,
Richter C, Lock S (2020) The image biomarker standardization
initiative: standardized quantitative radiomics for high-throughput
image-based phenotyping. Radiology 295(2):328–338. https://doi.
org/10.1148/radiol.2020191145

23. Shinohara RT, Sweeney EM, Goldsmith J, Shiee N, Mateen FJ, Cal-
abresi PA, Jarso S, Pham DL, Reich DS, Crainiceanu CM (2014)
Statistical normalization techniques for magnetic resonance imag-
ing. Neuroimage Clin 6:9–19. https://doi.org/10.1016/j.nicl.2014.
08.008

24. Ellingson BM, Zaw T, Cloughesy TF, Naeini KM, Lalezari S,
Mong S, Lai A, Nghiemphu PL, Pope WB (2012) Comparison be-
tween intensity normalization techniques for dynamic susceptibility
contrast (DSC)-MRI estimates of cerebral blood volume (CBV) in
human gliomas. J Magn Reson Imaging 35(6):1472–1477. https://
doi.org/10.1002/jmri.23600

25. Kumar V, Gu Y, Basu S, Berglund A, Eschrich SA, Schabath MB,
Forster K, Aerts HJ, Dekker A, Fenstermacher D, Goldgof DB,
Hall LO, Lambin P, Balagurunathan Y, Gatenby RA, Gillies RJ
(2012) Radiomics: the process and the challenges. Magn Reson
Imaging 30(9):1234–1248. https://doi.org/10.1016/j.mri.2012.06.
010

26. Xu D-H, Kurani AS, Furst JD, Raicu DS (2004) Run-length en-
coding for volumetric texture. Conference proeedings from the 4th
IASTED international conference on visualization, imaging and
image processing: VIP

27. Haralick RM, Shanmugam K, Dinstein I (1973) Textural fea-
tures for image classification. IEEE Trans Syst, Man, Cybern
3(6):610–621. https://doi.org/10.1109/Tsmc.1973.4309314

28. Zhou M, Scott J, Chaudhury B, Hall L, Goldgof D, Yeom KW,
Iv M, Ou Y, Kalpathy-Cramer J, Napel S, Gillies R, Gevaert O,
Gatenby R (2018) Radiomics in brain tumor: image assessment,
quantitative feature descriptors, and machine-learning approaches.
AJNR Am J Neuroradiol 39(2):208–216. https://doi.org/10.3174/
ajnr.A5391

29. Zhang Y, Oikonomou A, Wong A, Haider MA, Khalvati F (2017)
Radiomics-based prognosis analysis for non-small cell lung cancer.
Sci Rep 7:46349. https://doi.org/10.1038/srep46349

30. Parekh V, Jacobs MA (2016) Radiomics: a new application
from established techniques. Expert Rev Precis Med Drug Dev
1(2):207–226. https://doi.org/10.1080/23808993.2016.1164013

31. Kuhn M, Johnson K (2013) Applied predictive modeling. Springer,
New York https://doi.org/10.1007/978-1-4614-6849-3

32. Krizhevsky A, Sutskever I, Hinton GE (2012) Imagenet classifica-
tion with deep convolutional neural networks. Adv Neural Inf Pro-
cess Syst. https://doi.org/10.1145/3065386

33. Khalvati F, Zhang J, Chung AG, Shafiee MJ, Wong A, Haider MA
(2018) MPCaD: a multi-scale radiomics-driven framework for
automated prostate cancer localization and detection. BMC Med
Imaging 18(1):16. https://doi.org/10.1186/s12880-018-0258-4

34. Cha YJ, Jang WI, Kim MS, Yoo HJ, Paik EK, Jeong HK, Youn SM
(2018) Prediction of response to stereotactic radiosurgery for brain
metastases using convolutional neural networks. Anticancer Res
38(9):5437–5445. https://doi.org/10.21873/anticanres.12875

35. Tan C, Sun F, Kong T, Zhang W, Yang C, Liu C (2018) A survey on
deep transfer learning

36. Avanzo M, Wei L, Stancanello J, Vallieres M, Rao A, Morin O,
Mattonen SA, El Naqa I (2020) Machine and deep learning methods
for radiomics. Med Phys 47(5):e185–e202. https://doi.org/10.1002/
mp.13678

37. Traverso A, Wee L, Dekker A, Gillies R (2018) Repeatability and
reproducibility of radiomic features: a systematic review. Int J Ra-
diat Oncol Biol Phys 102(4):1143–1158. https://doi.org/10.1016/j.
ijrobp.2018.05.053

38. van Griethuysen JJM, Fedorov A, Parmar C, Hosny A, Aucoin N,
Narayan V, Beets-Tan RGH, Fillion-Robin JC, Pieper S, Aerts H
(2017) Computational radiomics system to decode the radiographic
phenotype. Cancer Res 77(21):e104–e107. https://doi.org/10.1158/
0008-5472.CAN-17-0339

39. Szczypinski PM, Strzelecki M, Materka A, Klepaczko A (2009)
MaZda—a software package for image texture analysis. Comput
Methods Programs Biomed 94(1):66–76. https://doi.org/10.1016/j.
cmpb.2008.08.005

40. Nioche C, Orlhac F, Boughdad S, Reuze S, Goya-Outi J, Robert C,
Pellot-Barakat C, Soussan M, Frouin F, Buvat I (2018) LIFEx: a
freeware for radiomic feature calculation in multimodality imaging
to accelerate advances in the characterization of tumor heterogene-
ity. Cancer Res 78(16):4786–4789. https://doi.org/10.1158/0008-
5472.CAN-18-0125

41. Gulli A, Pal S (2017) Deep learning with Keras
42. Abadi M, Barham P, Chen J, Chen U, Davis A, Dean J, Devin M,

Ghemawat S, Irving G, Isard M (2016) Tensorflow: a system for
large-scale machine learning. In: 12th symposium on operating sys-
tems design and implementation, pp 265–283

43. Paszke A, Gross S, Massa F, Lerer A, Bradbury J, Chanan G,
Killeen T, Lin Z, Gimelshein N, Antiga L, Desmaison A, Kopf A,
Yang E, DeVito Z, Raison M, Tejani A, Chilamkurthy S, Steiner B,
Fang L, Bai J, Chintala S (2019) PyTorch: an imperative style, high-
performance deep learning library. In: Wallach H, Larochelle H,
Beygelzimer A (eds) Advances in neural information processing
systems, vol 32, pp 8024–8035

44. Luo Y, McShan D, Ray D, Matuszak M, Jolly S, Lawrence T,
Kong FM, Ten Haken R, El Naqa I (2019) Development of
a fully cross-validated Bayesian network approach for local con-
trol prediction in lung cancer. IEEE Trans Radiat Plasma Med Sci
3(2):232–241. https://doi.org/10.1109/TRPMS.2018.2832609

45. Nguyen A, Yosinski J, Clune J (2019) Understanding neural net-
works via feature visualization: a survey. In: Samek W, Mon-
tavon G, Vedaldi A, Hansen LK, Müller K-R (eds) Explainable AI:
interpreting, explaining and visualizing deep learning. Springer,
Cham, pp 55–76 https://doi.org/10.1007/978-3-030-28954-6_4

46. Baessler B, Weiss K, Pinto Dos Santos D (2019) Robustness and re-
producibility of radiomics in magnetic resonance imaging: a phan-
tom study. Invest Radiol 54(4):221–228. https://doi.org/10.1097/
RLI.0000000000000530

47. Zwanenburg A (2019) Radiomics in nuclear medicine: robustness,
reproducibility, standardization, and how to avoid data analy-
sis traps and replication crisis. Eur J Nucl Med Mol Imaging
46(13):2638–2655. https://doi.org/10.1007/s00259-019-04391-8

K

https://doi.org/10.1148/radiol.2020191145
https://doi.org/10.1148/radiol.2020191145
https://doi.org/10.1016/j.nicl.2014.08.008
https://doi.org/10.1016/j.nicl.2014.08.008
https://doi.org/10.1002/jmri.23600
https://doi.org/10.1002/jmri.23600
https://doi.org/10.1016/j.mri.2012.06.010
https://doi.org/10.1016/j.mri.2012.06.010
https://doi.org/10.1109/Tsmc.1973.4309314
https://doi.org/10.3174/ajnr.A5391
https://doi.org/10.3174/ajnr.A5391
https://doi.org/10.1038/srep46349
https://doi.org/10.1080/23808993.2016.1164013
https://doi.org/10.1007/978-1-4614-6849-3
https://doi.org/10.1145/3065386
https://doi.org/10.1186/s12880-018-0258-4
https://doi.org/10.21873/anticanres.12875
https://doi.org/10.1002/mp.13678
https://doi.org/10.1002/mp.13678
https://doi.org/10.1016/j.ijrobp.2018.05.053
https://doi.org/10.1016/j.ijrobp.2018.05.053
https://doi.org/10.1158/0008-5472.CAN-17-0339
https://doi.org/10.1158/0008-5472.CAN-17-0339
https://doi.org/10.1016/j.cmpb.2008.08.005
https://doi.org/10.1016/j.cmpb.2008.08.005
https://doi.org/10.1158/0008-5472.CAN-18-0125
https://doi.org/10.1158/0008-5472.CAN-18-0125
https://doi.org/10.1109/TRPMS.2018.2832609
https://doi.org/10.1007/978-3-030-28954-6_4
https://doi.org/10.1097/RLI.0000000000000530
https://doi.org/10.1097/RLI.0000000000000530
https://doi.org/10.1007/s00259-019-04391-8

	Radiomics in radiation oncology—basics, methods, and limitations
	Abstract
	Introduction
	Radiomics
	Feature-based radiomics
	Deep learning-based radiomics

	Limitations
	Conclusion
	References


