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IntroductionIntroduction
• Task

– Learn patterns from known disease features and 
Conserve Sequence Tags

• Goal
– Classify newly sequenced genes as probable 

disease/non-disease related
• Strategy

– Learn 69 decision trees
• 23 “forests” (1 per chromosome)

– Each consisting of 3 trees (1 per gene region)
• Disease features serve as attributes (variable)

– Outcome results from majority voting



MethodMethod
Extract Conserve

Sequences
(DG-CST1)

Identify Disease 
Features

(GeneTests)

Collect disease/
Non-Disease Samples

(OMIM)

EM Algorithm for Conserves
(MEME)

Categorize Genes by 
Disease Feature

(GeneCards)

Calculate Log 
Probabilities
(LogARFF)

Learn Decision
Tree Models

(Weka2)
ADTree

Analyze Results

1 http://dgcst.ceinge.unina.it
2 Weka: University of Waikato Environment for Knowledge Analysis
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ConclusionConclusion
Average Sequence Length
Diseased=60,824bp (std 69,889)
Non-Diseased=36,774bp (std 108,135)


