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ABSTRACT

The concept of proteome is introduced recently and it can be used for protein identification. It requires
peptide sequencing first. Then we have to use efficient computational methods to match peptides within
proteins in order to identify unknown proteins. Because of the unprecedented rate of data growth, the
need for fast, reliable sequence comparison engines is growing. Since software implementations
consuming more time than parallelized, application specific hardware implementations, the current
trend is to use hardware/software solutions such as Field Programmable Gate Array (FPGA)
implementation.

MOTIVATION
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METHODOLOGY
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AUTOMATION

Here we have shown the whole process of automation. Initially
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FUTURE WORK

According to our reordering method we need to figure out the best suitable types of biological data
(considering length) that gives better results for our optimization.

Our final aim is to come up with an efficient multiple pattern matching algorithm and develop it In
hardware. We have studied several limitations of existing multi-pattern matching algorithms and most
of them were not implemented in hardware. Aho Corasick algorithm is the only one that is
implemented on FPGA.
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