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部分集合 A = {1, 2, 3} 部分集合 B = {4, 5}

最小カット 細胞

類似度
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V {A,B}

:

minimize Ncut(A,B)

subject to V = A ∪B, A ∩B = ∅.
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ID 1 2 3 4 5 6

124 288 340 480 869 1205

F 0.745 0.533 0.568 0.776 0.752 0.829 0.700

4.

RNA-seq

[1] Abugessaisa, I., Noguchi, S., Böttcher, M., Hasegawa,
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