A HUMAN CYTOME PROJECT: FICTION OR CHALLENGE ?
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BACKGROUND

The sequence information of the human genome does presently not explain the observed
structural and functional multilevel biocomplexity (fig.1A) of cells and cellular systems
(cytomes). Considering the still existing difficulties with the exact computer prediction of 3D
protein structures from their known amino acid sequence containing the 20 most common amino
acids, it seems out of reach to systematically understand the combinatorial complexity of the
metabolic pathways of 20-30.000 gene products by classical deductive hypothesis formulation
and experimentall verification within reasonable time intervals.

CHALLENGES

In this situation, a human cytome project can simultaneously advance the biomedical sciencesin
two important directions. 1. The newly established direction of individualised disease course
predictions and pretherapeutic identification of high
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inductive reverse engineering like strategy of
functional genome analysis. A human cytome project constitutes a challenge for biomedical and
bioinformatic scientists, clinicians and innovative technological developments|[2].
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