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Overexpression of WRKY25 Causes Early Flowering
in Arabidopsis under Long-day Conditions
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Abstract: The WRKY gene superfamily is one of the largest transcriptional regulators which mainly exists in plants.
Arabidopsis WRKY25 is one of the group I WRKY proteins and responds to both biotic and abiotic stresses. GUS
staining and qRT-PCR analysis show that the expression of WRKY25 mainly focuses on roots rosette leaves and cau—
line leaves. Transgenic plants over-expressing WRKY25 show early flowering under long-day conditions when com—
pared with wild-type plants. RT-PCR analysis demonstrates that the expression of API is up-regulated in 21 d-old
and 27 d-eld transgenic plants. Thus it is possible that WRKY25 affects flowering through up—segulation of API di-

rectly or indirectly.
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Fig. 1 GUS staining of Pyyggy,s-GUS transgenic plants
A. 7 d-old seedling; B. 20 d-old seedling; C. stem; D. cauline leaf and flower buds; E. silique
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Fig.2 qRT-PCR analysis of WRKY25 expression

=

patterns in different tissues of W'T

R roots from 7 d-old seedlings; L rosette leaves; CL cauline leaves;

St stem; F flower buds; Si young siliques. The expression levels

are shown relative to which in the roots. Data were from three C
biological replicates with S. E. shown as error bars WT LS r L8 wky2s
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Fig.3  Analysis of 35S ::WRKY25 ¢DNA transgenic plants
A. Northern blot analysis of WRKY25 in WT and transgenic plants.

21d 27d 33d RNA RT-PCR

LFY APl FT FD
B. Phenotype of plants over-expressing WRKY25. C. The number

API of rossete of WT  wrky25 and plants over-expressing WRKY25.
To measure flowering time 20 plants were used to count

( 4) o 21d the number of rossete leaves when bloting reached 1 ¢cm
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Fig.4 Expression of flowering time—related genes in WT wrky25 and WRKY25 over-expressing plants L1 LS and L8 LFY APl FT and FD

were detected using RT-PCR after RNA was digested with DNase I. RNA was extracted from 21 d-old 27 d-old and 33 d-eld plants
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