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Kendall tau 404
Pearson 414, 424, 472
Spearman rank 404
COSMOS DB 222
cost function 456
Coulomb energy 306, 383
Coulomb’s law 286, 307, 310
Coulson analysis 334
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biological 471
CATS2D (Chemically Advanced
Template Search) 360-362
CATS3D 361-362
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