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Recent progress in high-throughput screening, combinatorial chemistry
and molecular biology has radically changed the approach to drug
discovery in the pharmaceutical industry. New challenges in synthesis
result in new analytical methods. At present, typically 100,000 to one
million molecules have to be tested within a short period and,
therefore, highly effective screening methods are necessary for today's
researchers - preparing and characterizing one compound after
another belongs to the past. Intelligent, computer-based search agents
are needed and ""virtual screening™ provides solutions
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