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From many years ago, the biology and the 
mathematics terms and their contents were known to 
be completely separate from each other due to the 
communication ways established between biological 
and mathematical scientists.To fill the existing gaps 
between the two abovementioned terms one may 
think about possible keys in connecting them in real 
world to achieve correct justifications. To illustrate 
how complex the position is, it is worth to epitomize 
the famous systems biology example1. In this 
example, a number of people are sent to a dark room 
in which they are supposed to recognize an object 
(i.e., elephant) by touching only one part. After, they 
have been asked for theirrecognized object; however, 
none of them were correct so long as they 
accumulated their knowledge about the object. By 
simply demonstrating the elephant example, it can be 
deduced that these people can be regarded as 
biologists and mathematicians who work separately. 
And, once they work as a team a life-related problem 
can be solved both biologically and mathematically. 

In this editorial, the purpose is focused on the 
early diagnosis, prognosis and hence treatment of a 
particular disease which is the aim of almost all 
clinical types of studies. So, clinicians and 
pathologists, biologists and geneticists, as well as the 
biomedical engineers and bioinformaticians try to 
investigate these topics in their particular point of 
views.  In this regard, several genome-wide 
association studies (GWAS) for biomarker 
identification have been frequently scrutinized based 
on experimental wet and dry labs in order to achieve 
the personalized medicine treatments2-5. Most of the 
biomarker identification approaches available in the 
literature were carried out based on laboratory 
studies coupled with statistical analysesas well as the 
machine learning techniques developed for raw 
genome datasets. However, none of these tactics 
might provide a comprehensive insight on the 
identified gene biomarkers without understanding 
their effective interactions. Recently, BioDiscML tool 
implemented in java was proposed to automatically 
select the gene biomarkers using machine learning 

methods available in WEKA6. Although, the tool is a 
feature selection methodology customized for high-
dimensional OMICs data and has outperformed other 
preceded performers, however, providing 
interpretable gene signatures might still be a 
challenge for biologists even by retrieval of the 
highest correlated genes with the current identified 
ones. 

To ascertain the fact that the identified 
biomarkers could propose at least the required 
descriptive gene features and their importance in 
development and progression of a disease, the 
systems biology and systems biomedicine would be 
beneficial in understanding how living systems 
function and affect each other. 
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