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Abstract With the rapid development of high-throughput OMICs technology in past few years, the research 

methodologies of life science have undergone tremendous changes. The analysis of numerous biological data urgent 

purpose computing device. Bioinformatics researchers apply GPU in their project and accelerate the program with a speed-

and discuss the features of problems which GPU is capable of and its shortcomings.
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2 NVIDIA GPU

Fig. 2. Simpli ed GPU architecture

1 NVIDIA GPU Intel CPU

Fig. 1. Floating-point operations per second for the NVIDIA GPU and Intel CPU
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Table 1. GPU-facilitated software for bioinformatics research
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