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Over-expression of AT-hook Gene AHL27 Can
Delay the Flowering of Arabidopsis
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Chinese Academy of Agricultural Sciences, Beijing 100081, China)

Abstract ; There are 29 AHL proteins ( AT-hook motif nuclear localized proteins) in Arabidopsis, but the functions of
their mojorities remain unknown. The AHIL27 protein, reported in this study, contains an AT-hook motif and a PPC
domain. The analysis of mRNA expression in different tissue organs and GUS histochemical staining showed that
AHI27 was mainly expressed in roots and flowers. The sub-cellular localization of GFP-AHL27 indicated that AHL27
was a nuclear protein. AHL27 over-expression could inhibit the expression of flowering gene FT and promote the FLC

expression, therefore, delay the Arabidopsis flowering time both under long daylight and short daylight conditions. Our

data suggested that AHI27 could play a very important role in Arabidopsis growth and development.
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Fig.2 GUS staining assay of AHL2T :: GUS
transgenic plants.
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ot transition sone; [, The ooty E. The mat tip. The black, ped,
yellow and blue armows indicate the focus sites which display in the
close-up imuges in B, €, D, E(8x ).
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Fig.3 Protein immunochemical detection and subeellular localization of GFP-AHL27,
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A, GFP=AHL2ZT protein in 3535 20 CFP i AHL2T seedlings, The CRY paotein is used 82 2 eontml. B, Confocal images shiw the presence of
GFP in of 355 22 CFP =2 AHLZT and 355 12 CFP seedlings. Left panels, Auorescence images of CFP; middle panelz, bright field images; nght
pancls, merged Nuorescence images of GFP and bright fiekd images. GFP in 333 2 GFP is need as contrel,
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Fig. 4 The flowering time of AHI2T overexpress plants

in long day and short day conditions.
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