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QTL mapping for pollination-prevention on leaf senescence

WANG Yuan-cong, HE Bing, LIN Feng, ZHAO Han
( Provincial Key Lab of Agrobiology/ Institute of Crop Germplasm and Biotechnology, Jiangsu Academy of Agriculiural Sciences, ,Nanjing 210014, China)

Abstract: Source/sink ratio has close relationship with leaf senescence rate. The QTLs associating with pollination-
prevention on leaf senescence has never been found yet in maize. To learn more about genetic mechanism of pollination-pre-
vention on leaf senescence, recombinant inbred line ( RIL population) derived from B73 X Mol17 was used to map the QTLs
responsible for the phenotype. 142 plants which have consistent pollination-prevented leaf senescence rate in 2 years were
chosen and combined with corresponding genotype data for mapping target QTLs. One QTL located on chromosome 8 be-
tween bnlg2046 and gtalOld was identified, with LOD score of 3.64. The genetic and physical distance of this genome re-
gion is 5. 00 ¢M and 3.53 Mb respectively. To confirm this result, the plants showing most significant phenotypes were se-
lected for bulk analysis. The sequence data were used to map the regions via bulked segregant RNA-Seq (BSR-Seq) , and

the same region on chromosome 8 was detected. The physical distance of this region was 4.47 Mb. There are 85 genes har-

bored in this zone, 7 of which may be associated with leaf

Y75 B H#A:2017-03-26

EETE . 15 A AR 34T 1 (31400248) senescence rate after pollination-prevention. The B73 and
MBSy TCEE(1984-) . B VTAmgse A Mt B BpFoE i, 15 Mo17 transcriptome data at silking, 1 week after silking,
I E K G IS, (E-mail) wangyuancong@ 163. and 2 weeks after silking was analyzed. Three of the pre-
com dicted genes, GRMZM2G432583, encoding WRKY like

WBIFEE X 8, (Tel)025-84390751 ; ( E-mail ) zhaohan@ jaas.ac.cn transcription  factor, and GRMZM2G007276  and
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GRMZM2G132759, both encoding conjugating enzyme E2s, showed significantly different transcription patterns in B73 and

Mol7, indicative of the possibility of being target genes. This study paved the way for detecting genes and responding mech-

anisms involved in regulating pollination-prevention on leaf senescence.
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Fig.1 QTL mapping for pollination-prevention on leaf senescence
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