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Chromosome Segment Substitution Lines Construction on Maize

Chromosome 5 Based on Next—generation Sequencing
LIN Feng, GE Min, BAO Hua-bin, ZHAO Han
(Institute of Agro—biotechnology, Jiangsu Academy of Agricultural Sciences,

Provincial Key Laboratory of Agrobiology, Nanjing 210014, China)

Abstract: By a method of discovering residual heterozygous line(RHL) in the recombinant, inbred lines and

CSSLs were produced after self—pollination. Based on re—sequenced data of maize genome through next generation

sequencing, InDel markers were developed throughout chromosome 5 and 41 CSSLs were selected at average space
of 2.5 Mb from the 19 130 718 bp to 214 379 898 bp. The minimal space between adjacent CSSLs was 0.2 Mb while

the max was 26.4 Mb. Eight single segment substitution lines were produced containing only one polymorphic site.

These CSSLs will be benefit for fine—mapping of QTLs located on chromosome 5 and also can achieve the develop-

ment of plant molecular breeding from utilizing single gene to synthetically exploiting genome.
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Fig.1  Distribution of the polymorphic markers on chromosome 5 developed based on next—generation sequencing
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Fig.2 Residual heterozygous lines screened from the RILs population

23 RBEEFBRRBREBEIRESERE

JAAS1151

JAAS977

3 MASFIMCEERBEFRRRE
Fig.3 Determination of the chromosome segment substitution

lines(CSSLs) by using molecular markers
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Fig.4 The physical map of the chromosome segment substitution lines(CSSLs) on chromosome 5
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