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quantitative data can be integrated with the database rapid exploration of vast areas of cellular function 
and compared with the results of other analyses. The about which we are almost totally ignorant, At the very 
database must also include much more than quantita- least, it will provide a framework within which 
tive information from gels; it, �~�u�s�t� include, in an .' '. disparate types �~�f� information �·�:�o�~�t�a�i�n�'�e�d�.� by a large 

.' intelligible form, the conclusions to be drawn about the ,. numbe'r of investigators can be integrated and 
properties and possible functions of each protein. accessed. In a larger sphere, a protein database - a 
Because of the capabilities inherent in a computer- Human Protein Index - may represent the only means 
based, cross-referenced: database; it then becomes available .for assembling en'ough ';Tinformation on 
possible to ask questions having to dowith sets or types proteins to begin piecing together a comprehensive 
of proteins and how these change with respect to one picture of normal cell function and its disruption in 
another in complex situations. disease. 

In a larger sphere, a protein database - a Human Protein 
Index - may represent the only means' available for 
assembling enough information on proteins to begin 
piecing together a comprehensive picture of normal cell 
function and its disruption in disease. 

Clearlv the ultimate usefulness of such a database 
depends' on its widespread use and a general accep­
tance of the separation technology to which it is keyed. 
The only technology providing the required resolution 
today is two-dimensional electrophoresis, though in 
the future other high-resolution techniques might well 
take over. The increasing level of commercial interest 
in two-dimensional elec-xophoresis, in terms of 
reagents, gel apparatus, and computer processing, 
indicate that the technique will become progressively 
better, more convenient, and consequently more 
widely used. If clinical applications prove as promising 
as expected, a complete clinical system (including 
premade gels) may be produced, providing the 
research community with a level of reproducibility and 
interlaboratory comparability that is presently unob­
tainable. The effect of these developments on the 
course of biological research is difficult to predict in 
detail, but it is to be hoped that the emergence of a 
readily accessible protein data base will lead to the 
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