CHAPTER 5

CONCLUSIONS

During the experimentation=peal @equency response are made of

discrimination between exe OXON-IS gically random. At this point, we
use random number genefator, ' he difierent Between exons and introns. The
random number series dileCtly8Tis there ‘ loun@ithat different random number
series give different resul -» , some peak is lower; some
peak is shifted while some ndom number set will provide

the good result. As the result, is functioning to give the best

._:\
coefficients maximizing the dig€rimifAat D¢ exon and numerical random series.
Sometimes we found that result “fie s does not meet criteria or out of

~ constraints. Frequentl we akes .very long time to give the

answer, or the result ::j StConverged: g .‘: the process are a set of
random number series IS nually defined. If the set of
initial value is well defined, t‘l?e optimization process will not be in trouble. In most cases, we

found that the opﬂ ﬂﬁﬂ% E;J W?w Ej @ﬂ% vast period.

The wavel@f analysis does not show the main great advantage about frequency-
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complex Morlet wavelet emphasizes each nucleotide with different weight by using
exponential window function. It treats the nucleotides in middle of window the most
important. This function also provides a smooth and continuous window. This makes result
smoother than the result by using Fourier transform. The wavelet analysis yield another

advantage which is the mother wavelet function can be changed to express other
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characteristic of DNA. Complex Morlet gives a frequency response Complex Gaussian is an
interesting mother wavelet for the reason that it can blind linear trend of input information
(6].

Using the wavelet analysis is possible to foretell location of exons and introns in a

DNA sequence. The information sources about DNA obtained in this thesis are downloaded

from GENBANK. The main result repres
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' here is calculated by using DNA of the
Caenorhabditis elegans, whuc S NOf Ll ps. The outcome produced by this

DNA presents better visual feSUlIHERTothe ger@eless other genes also give the

results by using this
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enome has got its definite
characteristic. It would Parameter or adjusting some
procedure during the e

Because the ma iglgs hr veloped fo is task, we should consider

and elaborately use them Iy ( , 7 . No technique has its disadvantage and

This predictor is able - ghiy forec the exons are possible. The exact

location must be obtained by biolow SXPeHmeEnt. The computational techniques solely
guide the user about egarselifformation abot hser should consider what

techniques should .!;{ d, dependi %€ fesult and occupation time

for the program. ':l D
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Eventually, there age more effective pajmeters during the experiment, such as

mapping algorltﬂ % ﬂa@v WEW] f§ w H’}rﬂ %should be profoundly

studied in the fuflife. The mapping nugleotlde sequence into numerlcal sequence is the
most marweraqﬂﬁ\ %qu ﬂ the mapping
procedureqls good enough, we cang\;)u;; }Iy dIStlnng between codlng regions and non-
coding regions at once. The optimization procedure is also essential to the result for the
reason that discrimination between exon and intron is distinguished by optimizing the

difference of their characteristics.
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