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Abstract

Many applications include especially medical applications related
to the study of genes a big amount of dataset related to the description
of these genes, and the need of results of these bigdata has driven many
scientists to search by that methods to extract that information by
choosing the most important features found in that bigdata by depending
on the concept of feature selection, which is one of the most important
techniques used to improve the classifying big data in the past three
decades, and by depending on the evolutionary algorithms that are
inspired by the behavior of some organisms, like the bat algorithm (BA)
after being transform it from continuous space to discrete space through
the binary BA concept which dealing with binary vector {0,1}. In this
study, a method for classifying big data consisting of three basic stages
has been proposed: The first stage is represented by the use of mutual
information technique (MI) through which the arrange the features
according to their effect on the classification process, while the second
stage, it is applied through the use of chaotic map which works to
determine the initial value of the parameters used in the BBA algorithm
instead of random values that may cause chaos after a number of
iterations during the applying of the algorithm. As for the third stage, a
Naive Bayes classifier is used to classify the subset data which results
from the second stage. The results of the proposed CBBA method
demonstrated efficiency and high accuracy compared to the normal

BBA algorithm.



