AR (2006) 22(5), 351-359

PDE LAY
N FE R e [ 1 CpG &y i 70 55 0 A

PRI, AR, SO
LA
N S P

CpG & ) FH LA I FOML a0 A% h BE DR B PR (0 N L) BAR H AT A7 £ LA ADNAFP Z11 135 CpG & I AR HE, {H
AT AERRUE A I PRSI I S B R WTPEI FE e SCREIE I ) At BRI b 22 ML CpG &y A bt B = PRl ik, S i
T Gk PR CpG Iy FI0I 7 2 CpGI Seeker. NHIZIMN 75, Sia AEbHER (=N EASHA G N I3AA S
ZH A NREFENANVGE AT T CoGRy M, IFSEvh 70 M T CoG i 1Y) 5 52 P 91 2 Re AR AT 35k R SR AR 07 1
IR B At OLe I HTETI R R WICpGT Seeker HATHURG A CoG &y MIRFE ;s [AIINEIR S, BEAE A bl ™ 1 A 1
. CoGEy IR PH &5 MK, 5N SO IR AL R AR iy . K5 CpG i d /D RS 500 bp. GO 460%
CpG H BLARIEFI0. 651415 Z Bt briE, J2 H AT FiiCpG &5 1) fe 5 32X

Prediction and Analysis of CpG Islands in the
Human Genome

Methylation of CpG Islands is one of the most important mechanisms in the epigenetic regulation
of gene expression. Although there exist some criteria for CpG Islands prediction from DNA
sequences, the appropriate selection of parameters is still a challenging problem. After comparing
two classic criteria of CpG Islands and three prediction algorithms, the authors proposed an
improved algorithm, named CpGIl Seeker, which showed the better performance than other algorithms.
Through using the CpGIl Seeker, they did the prediction of CpG Islands in the human genome using 13
combinatorial parameters from 3 basic parameters. Moreover, they analyzed the repeat sequences
appeared on the CpG Islands and the location of CpG Islands relative with the transcription initial
sites (TISs) of genes. The results demonstrated that more strict criteria of CpG Islands lead to
less repeat sequences and more associated with TISs of genes. It is found that the combinatorial
parameters of size=500nt, GC%=60% and CpG observed/expected=0.65 is the best criterion for
predicting CpG Islands at present.
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