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Abstract. In the wake of the genome data flow, we need - more ur-
gently than ever - accurate tools to predict protein structure. The prob-
lem of predicting protein structure from sequence remains fundamentally
unsolved despite more than three decades of intensive research effort. How-
ever, the wealth of evolutionary information deposited in current databases
enabled a significant improvement for methods predicting protein structure
in 1D: secondary structure, transmembrane helices, and solvent accessibil-
ity. In particular, the combination of evolutionary information with neu-
ral networks proved extremely successful. The new generation of prediction
methods proved to be accurate and reliable enough to be useful in genome
analysis, and in experimental structure determination. Moreover, the new
generation of theoretical methods is increasingly influencing experiments in
molecular biology.
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