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ABSTRACT
The artificial neural networks (ANNs), among different soft computing methodologies are widely used to meet the challenges 

thrown by the main objectives of data mining classification techniques, due to their robust, powerful, distributed, fault tolerant 

computing and capability to learn in a data-rich environment. ANNs has been used in several fields, showing high performance 

as classifiers. The problem of dealing with non numerical data is one major obstacle prevents using them with various data sets 

and several domains. Another problem is their complex structure and how hands to interprets. Self-Organizing Map (SOM) is 

type of neural systems that can be easily interpreted, but still can’t be used with non numerical data directly. This paper 

presents an enhanced SOM structure to cope with non numerical data. It used DNA sequences as the training dataset. Results 

show very good performance compared to other classifiers. For better evaluation both micro-array structure and their sequential 

representation as proteins were targeted as dataset accuracy is measured accordingly. 
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