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The Boolean network (BN) is a discrete mathematical model for describing regulator
y relationship of genes in cells. Although problems for finding stable states of BNs and control strategie
s are known to be NP-hard, they are often solvable for middle size networks due to recent high performance
computing vie exact algorithms and/or integer programming-based methods.
In this research, exact algorithms for finding attractors of period 2 were developed. Furthermore, integer
programming-based methods were developed for problems for finding singleton attractors, control of BNs, a
nd control of attractors.
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