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Bio-Grid computing is an emerging area that utilizes geographically
distributed commodity computers as a virtual supercomputer. With the
growing amount of data, it becomes impossible to analyze massive gene or
protein sequences manually. Based on Clustal algorithm, we firstly developed
ClustalX-MPI tool for more convenient and powerful sequence searching,
which allows user-friendly GUI interfaces during similar sequences or
functions in the genome-wide sequence spaces, within billions of nucleotides.
In an integrated scale, recently we designed a high performance distributed
memory computation system to solve complex biological sequence-to-function
problems. The machine was applied for implementing a LINUX-based high
performance MSA algorithm, which aligns huge protein or genome sequences.
These programs also need an compensation for various mutations in order to

identify sequences that are closely related, but not identical.
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