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Feature weight-based FCM clustering algorithm for gene expression data
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In view of fuzzy C-means algorithm having limitation for gene expression data analysis, this paper proposed a new feature
weighted fuzzy C-means algorithm. The algorithm based on FCM algorithm could self-adaptive obtain the number of clusters and
initial centerpoints according to the distribution characteristic of data set by pre—processing mechanism, and employed RefiefF
algorithm to determine the weight for each feature.To consider the particular contributions of different feature, introduced
feature weight in fuzzy clustering algorithm, applied the algorithm to gene expression data, experimental results illustrate that
the proposed method can self-adaptive determine the number of clusters, obtain the clustering results with higher stability and
clustering accuracy
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