P.0.Box 8718, Beijing 100080, China Journal of Software, Sept. 2005,16(9):1591-1598

E-mail: jos@iscas.ac.ch ISSN 1000-9825, CODEN RUXUEW, CN 11-2560/TP
http://www.jos.org.cn Copyright © 2005 by The Editorial Department of Journal of Software

— PP T A R R DAL BRI
B AL LT, B, T, BOOR, FRE, 0

Full-Text PDF Submission Back

B FIL, AHEF2, 2L, A B2, MROOR3, 54, vkl

1(EER WHEARR: S TR, Bilg 200433)

2 HoR%: ARl e BT, i 200433)

BEH R &, Lili 200433)

AR R EERS A IR T A ], Bl 200092)

VE A 0 BRI (1980 —), Zo, Ll AR g N A, = SR A0 AR B SRS AP B (1975 — ), B9 1 UG, = S A4 43 1 A=)
P (1980 —), I3, A, A2 EERIF T B4R 73 351, K SR 2 R B (1965 —), 2, 1 b, 20fz, 1 A il 3 BER S 4k A 5 PALES P B S 3L 2y
REBE PRI RSO (1970 —), 59, 1 B 0z, T R u sl ok JFAT UoF 5, DR 50025 2 0R 52(1973 —), 55 i, TR, 2 A 5T Al oAy e RS v A4
ik — (1965 —), 55, Tt g%, 11 A ST, A SR S AT b Bl 2 T AT,

BCA N B #] Phn: +86-852-60801741, E-mail: tengli.hust@263.net, http://www.cse.cuhk.edu.hk/~Iteng/

Received 2004-05-31; Accepted 2005-02-04

Abstract

Clustering algorithms are wildly used in the research of microarray data to extract groups of genes or samples that are tightly coexpressed.
In most of them, some parameters should be predefined artificially, however, it is very difficult to determine them manually without prior
domain knowledge. To handle this problem, an iterative clustering algorithm is proposed. Firstly, by sorting the original data by dominant
set, similar genes would be aligned together. It's hard to specify the cluster boundary. A criterion is presented to partition a cluster from
the sorted data according to the property that the distances between the inside elements are smaller than that of outside elements. The
idea is to remove the cluster form the current data set, repeat the process, and stop the algorithm when the stop criterions are satisfied.
The new clustering algorithm is analyzed on several aspects and tested on the published yeast cell-cycle microarray data. The results of the
application confirm that the method is very applicable, efficient and has good ability to resist noise.
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