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Abstract ; Detailed knowledge of the molecular mechanisms of controlling flowering time will facilitate under-
standing the adaptation mechanism in cultivated rice and enable breeders to design appropriate genotypes for distinct
preferences. Previous studies showed that PhyB suppress flowering in long day (LD) conditions, however, how the
genetic variation of PhyB was associated with flowering time in different varieties in rice remained unknown. In this
study, we sequenced 78 cultivated rice varieties (34 indica, 44 japonica) and 47 accessions of wild rice for PhyB.
We obtained the following results :28 haplotypes were detected among the 125 accessions,and there were two preva-
lent haplotypes which mainly existed in cultivated rice. The Network indicated that the cultivated rice could be di-

vided into two groups (group A and group B) ,in which,group A included all indica individuals and 4 japonica in-
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dividuals,and group B included the rest of japonica individuals. Further geographical analysis showed that group A

and group B had distinct geographic distribution pattern,and the flowering time between group A and group B were

significantly different. In addition,the genetic diversity result showed that wild rice harbored higher genetic diversity

than that of the two cultivated subspecies (indica and japonica ). Thus,we inferred that the two prevalent haplotypes

existed in two cultivated subspecies were associated with regional adaptability. PhyB had obvious domestication sig-

nals in cultivated rice. It evolved specific alleles to adapt the day time suitable for flowering of rice varieties in dif-

ferent regions.
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Primer Primer sequence (5'-3")
PhyB-1 cccacteteateteecteag ; caageagtgetggtticaag
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Fig.1 Nucleotide polymorphisms in the PhyB coding region
Group B H 26
H 24
Group A
H1
H_ 21 O
H_22
_ H 19
H_ 4 H_18

O indica @ japonica @ wildrice

E 2 PhyB EFE A REEM Network
Fig.2 The Network of all Haplotype for PhyB
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Table 2 The genetic diversity analysis and neutral test in PhyB gene

A

S h ™ 0 D D F * RM
Pop
JI A e 30 26 0. 00137 0. 00159 -0.41112 —1.19673 —1.0596 3
Whole population
5 A 25 19 0.00118 0. 00162 —0. 88728 —0. 06589 —0.41724 3
Wild rice
AlFE 2 3 0. 00003 0. 00014 — 1. 49966 —2.34612 —2.34612 0
indica
i 10 6 0. 00057 0. 00065 —0. 38468 0. 80534 0. 49449 1
Japonica
FEAG a 7 5 0. 00022 0. 00047 — 1. 44663 -0.23222 -0.23222 1
Japonica a
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Japonica a represents the japonica populations without 4 TR] varieties
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