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Clinical and clinical-genomic data mining involves analysis of some of the most challenging
high-dimensional data. The number of combinations of associations and other correlations
between clinical, lifestyle and genomic features is trans-astronomical and requires special
emerging techniques. A special theory, Zeta Theory, has been developed in which the expected
value of information measures can be written in terms of the Riemann Zeta Function, items on
records are represented by primes, and records are coded as products of these primes or as lists of
partial products in equilibrium. In consequence of this approach, a direct mapping of all
statements, theorems, functions, and formulae in prime number theory to records and data
mining has been noted and has suggested several useful algorithms. By these means, the
program CliniMiner (“FANO”) has been developed, and clinical data as well as administrative
data and epidemiologic records can be submitted to useful analysis for non-intuitive but
informative insights, with careful attention to HIPPA requirements. Recently the order of a
million records from several collaborators, each with hundreds of parameters, has been analyzed
with interesting results.
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