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Abstract 1 7 2 3 7 3

This thesis presents the use of a log likelihood ratio test in non-coding genes. The tested
data used in this research is DNA sequence of rice (Oryza sativa), which is a part of rice genome
sequence data. This research focused on efficiency of, bases on accuracy and precision, slice site
detection of three particular gene finding programs namely FGENESH, RiceHMM and
GeneMark.hmm.

It has been found that FGENESH program gave the highest accuracy of slice site detection
on the data set used. The sensitivity, specificity, correlation coefficient and simple matching
coefficient were 0.859, 0.972, 0.805 and 0.900 respectively. Log likelihood ratio test was applied
to distinguish the genuine splice sites from the pseudo sites. According to methods and data set
used, FGENESH was 84.87 % correctness. The test is the most powerful while each individual
base has a different probability distribution depending on its position in the sequence and each
base in exons are independent and equally likely. Score distribution of real splice site data differs
from those of random and genome data. Consensus pattern of splice site of rice sequence data
used in this study agrees with general consensus pattern of splice site known experimentally.
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