4 {¢ HEREDITAS (Beijing) 2009 9 ,31(9): 913—920

ISSN 0253-9772 www.chinagene.cn f’-? xi

DOI: 10.3724/SP.J.1005.2009.00913

P IIEAT 7 S AR AR I (ACGM) B ALK H 1 B
#riE

TRE L2 M2 kst L2

1. , 310029;
, 310024

¥R HE A F B 3% 4% #7 10 (Amplified consensus genetic markers, ACGM)2 % 37 76 38 % 3¢ % 53T #y 4 ) [
BEEAFRLDFINNEF)EEREATYE, TEEDR(WET)FERELSEAM EH—HEF PCR I
A DNA - FARIEH A, MEWREEAFmAENEEFNRELRE, ACGM HAR T Ak 4 4 f 8] B I8 28 B th
B, RAAKEXRROH ML BEREMEHKRIEL. XEH ACGM AL EZ CEZ E B R AR 4 f
R R MmN B, FE, o ACGM AR Rkt I aT B #4T T R 2.

: ACGM; ZLH A sk, HFE <1

Amplified consensus genetic markers and its application in plants
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Abstract: Amplified consensus genetic markers (ACGM) is a novel PCR-based DNA molecular marker technique, which
is based on the conservation of coding sequences and the potential polymorphism within non-coding sequences in homolo-
gous genes among closely related species. Along with the rapid development of comparative genomics and bioinformatics,
the ACGM technique has already become a powerful tool for comparing homologous genes, analyzing phylogenetic rela-
tionships among species, and mapping of genes of interest. Here, an introduction to ACGM technique, especially its appli-
cation in Brassica genera and Gramineae, was presented in detail. The prospects of ACGM were also discussed.
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