£ ok B} 22 2007,15(4):37 ~ 40

Journal of Maize Sciences

XEHS: 1005-0906(2007)04-0037-04

ERERAEEF PR

Bt 1, RiEE
(1. Eg K2 E R Tk Bt , b 1000945 2. PHIiE K2k

Lefm!

TREEERE, )T AR 5410045

3. IR Y R & A FBE T H S 5050 %, 2 430072)

B OE. FORENHAPRERELEFS . HEFFIAI o s — oy R R P51, 75— B
P HRE S P8 BRI MATTE R S A EUX A Rk DX 3, i A — L8 S ) R e A PP 8 BRI 3
THRMNAF . BT RS BRI R N 1, il EERE N 173 e A 1 R JAEF AP ST . SO ERIR | FOKRIE N

R R R A AT R
KEER . FOKRIEHEAL HE T s
HES RS S513

XERFRIZAD: A

Research Progress of Repetitive Sequence in Maize Genome
HAN Yong—hua'?, SONG Yun—chun?, JIN Wei-wei'
(1. National Maize Improvement Center of China, China A gricultural University, Beijing 100094
2. College of Life Sciences, Guangxi Normal University, Guilin 541004
3. The Key Laboratory of MOE for Plant Developmental Biology, Wuhan University, Wuhan 430072, China)

Abstract: The maize genome is made up largely of repetitive sequence which consists of tandem repetitive se—

quence and dispersed repetitive sequence. Tandem repetitive sequence mainly locates on knob, nucleolar organizer

region, centromere and telomere of chromosome. Short tandem repeat randomly distributes in whole genome. Dis—

persed repetitive sequence is mainly transposable elements which are composed of transposon and retroposon. This

paper reviewed progress of repetitive sequence in maize genome.
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