4 {¢ HEREDITAS (Beijing) 2009 8 |, 31(8): 799—808
ISSN 0253-9772 www.chinagene.cn

DOI: 10.3724/SP.J.1005.2009.00799

TP EE R SR 5 3

N

=t

M2 w2 F

L : 430074;
, 100049

D BEEANERARDNERTRER, EALSEAEMAHEEAY, AHELFIEETEEAFAEL
K=o, MEHENKEHFNGERFFIRE TR - . dTAEEAANMTE, KRENELFFHERE
HEF R TETRRAERE, ERAARRBEAGERA —FRARRENTH. B, EEFHALENE
GEREE T A cDNA UE. FRMERUE. & Cot tEXE. HETHEEEES. XEFR TN i
WK R, 46 0FKEANSZ AT EULRBOR G R SR, FT TREA B KA A5 B AT,
Qo] B AR R A B T R R T R AL

D REER, B Cot XU, WAL E

Advances of gene enrichment in plant genome
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Abstract: The genome size varies greatly in higher plants. Repetitive sequences account for most of the large plant ge-
nomes while low-copy or single copy genic sequences, referred to as gene space, take up only a small portion of the ge-
nomes. Considering the large amount of repetitive sequences, it is a great challenge to obtain genic sequences using
high-throughout methods in non-model plants bearing large genomes. Currently, several approaches have been developed
for gene enrichment on a genome-wide scale, such as cDNA library, methylation filtration library, high Cot library and
transposon tagging. Here, we reviewed the technical principles, advantages and disadvantages of these methods, as well as
the recent development of methylation filtration technology. An in-depth discussion was performed for selection of one
method or combination of methods according to the research objectives and plant materials, especially for plants with large
genomes.
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