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THE ANALYSIS OF LARGE COLLEC­
tions of proteins has historically 
utilized two-dimensional polyacry­
lamide gel electrophoresis. 
Proteomic technology, however, 
needs less labor-intensive protein 
spot detection methodology. 
UHCL resarchers are studying 
techniques for recurseively apply­
ing a Support Vector Machine 
(SVM) in identifying protein. An 
SVM can be programmed to opti­
mize differences between classes, 
which correspond to the presence 
or absence of a protein. Dr. Gary D. Boetticher 
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ONE OF THE CHALLENGES IN DATA MINING IS PROVIDING SUFFICIENT 

coverage of the search space in order to produce an acceptable 
model. Traditionally, Genetic Programs consider all chromo­
somes within a population for breeding purposes. Considering 
the expanse of the search space, it is imperative to focus breed­
ing efforts in Genetic Programs in order to attain a better solu­
tion in less time. This research examines the lineage of Genetic 
Programs in order to identify any breeding patterns. Five sepa­
rate experiments are conducted where chromosomes are grouped 
into five classes. Lineage patterns are assessed for the best, mid­
dle, and worst-class parental chromosomes. Based upon the 
results, a new Genetic Programming (GP) process is proposed. 

The technique utilized in this study solves problems by genet­
rically breeding a population of individuals, or chromosomes, 
over a series of generations. 

Results 
The results are very promising from these experiments. We 
anticipate that the proposed approach will lead to significant 
improvements in genetic programming performance. 
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