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Abstract
Recent high-throughput methods of biological experiments enabled raw-data based numerical simulation of bio-
chemical systems. Biological systems will be understood by the repetition of simulations and experiments. To
address the long computation time of biochemical simulators, PC clusters are used in many institutes. Although
PC clusters are relatively economical solution in high-performance computing, it’s not suitable as a kind of personal
computing resources because of its cost, size and energy consumption. To address this problem, an FPGA-based
biochemical simulation accelerator ReCSiP is proposed. In this research report, a method to simulate biochemical

models described in SBML, the standard markup language for biochemical networks.
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