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Abstract: 
 
The use of algorithms to predict optimal results in preclinical malaria assays from a data set that includes 
the experimental conditions of preclinical assays and characteristics of proteins, genes and chromosomes 
is a breakthrough in research. The process from data collection to data processing takes 70 percent of 
the time to develop. The process from the creation of preliminary models to the production of the model 
takes 30 percent of the total research time. There are several databases such as ChEMBL, Uniprot and 
NCBI-GDV that allow the collection of information on both preclinical assays and characteristics of any 
species, in this case study is plasmodium falciparum. This species is a major public health problem in 
tropical and subtropical countries. P. falciparum usually causes high fever, diarrhea, chills and in a few 
hours, it can evolve to a severe case causing death. The use of different algorithms such as: Linear 
Discriminant Analysis (LDA), Classification Tree with Univariate Splits (CTUS), Classification Tree 
with Linear Combinations (CTLC), and so on. The use of these algorithms and the perturbation theory 
allows pharmaceutical industries to optimize preclinical testing processes obtaining the most optimal 
models with a high percentage of specificity and sensitivity.  
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