
DNA.jr, \..-iJ \ ^- 
U \ c, \, W -\r*J \ d U i.J ;.,. b,^-'V>

c!.l Ot --.t .At! .e.e

{ru.rtill ir-\
rt arYl jE

€JCl ui"ill c,ut#ll d#n:l 6iui eDLi gs'1 fu.1i,oJl cr.: Llll orl i
-:r.t DNA

s.hri dilFillJ ir:+"ll s+.'r-JtiCl d*JSsllJ eh,'ll u'"3t|llCl d#*lll
O# iJnE IIMSE &i -tt+rJe ltolcl p.r .1:.5llr-^\ tl.liisb d$liJl s-+JiCi
'4lr o jr'i,' ll g^:-ttiCi d,l-lalll Oi d! i*.,t-lst ola cP &Jlll e S: cDLJSill dllj

.cDUJ.ill dI!3 g,s o. cl,.bitl Jii+ 4jG dlhl MSE &i

Abstract:'

Simulation is used to contrast befween three

transformation models for DNA, these transformations are

the generalized-log transformation, the started-log

transformation and the log- linear-hybrid transformation,

the mean square error (MSE) criterion is used to judge

rvhich of these transformation is the best bv have minimum

(MSE).
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