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Construction of Gene network for panicle development based on trait and expression Q
TL anaylisis.
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We investigated the molecular mechanism of rice panicle development by using 83 Bl
Ls crossed between an indica variety, Habataki, and Japonica, Koshihikari. For QTL analysis, we evaluated
34 traits, such as panicle number per Banicle, the length of panicle, , etc (traitQTL). We also analyzed t
he expression level of all rice genes by microarray analysis for performing expression QTL analysis (eQTL)
. By the results of trait QTL, we identified 83 QTLs involved in determining the panicle structure. Farthe
r, we suggested a validity of comparative analyses between trait-QTL and eQTL data for prediction of candi
date genes of QTL. We first focused on 0sCKX2/Gnla, which is involved in increasing the secondary rachis n
umber per panicle and already isolated by a positional cloning previously, and succeeded to predict the mo

st feasible candidate of the Gnla locus. Using the same method, we succeeded to predict several candidates
for gPBL-6, gPBL-7 and pUPB-8.
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