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Analysis of Transgenic Arabidopsis thaliana with the Gossypium hirsutum L. MADS-
box Gene GhMADS13
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Abstract: GhMADS13, whose primer designed according to submitted sequence, was obtained by PCR with the 100% identity to
explore its function. gRT-PCR in different tissues revealed that GhMADS13 had the highest expression level in the flower, and this
was hundreds of times greater than root with the lowest expression level. GhMADS13 was expressed in al floral organs, and ex-
pression levels in the sepal, petal, stamen, carpel, ovule were little different, and ovule had the highest expresson level. Gh-
MADS13 was inserted into a pBI121 vector, and a plant over-expression vector was constructed successfully. Two lines of trans-
genic Arabidopsis were obtained by floral-dipping. The results of the molecular detection and phenotypic data showed that the Ara-
bidopsis plants with high expression levels of GhMADS13 were shorter, and produced less seeds and siliques. Based on the
RT-PCR results and the analysis of ectopic expression, we deduce GhMADS13 mainly negatively regulates ovule development.
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Fig. 1 Relative expression level of GhMADS13 in
different tissues
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Fig. 2 Relative expression level of GhMADS13 in

floral organs
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Table 1 Statistic data of transgenic Arabidopsis of GhMADS13

FF4E T H] Flowering time /d MRS Height /em K Thelength of silique/cm  #-F%% The number of seed

WT 35.45+1.37 24.85+2.77 1.34+0.05 39.50+5.75
L1 36.28+2.69 18.30+1.65™ 1.00+£0.17™ 34.71+7.95
L2 33.74+£3.14 12.90+2.29™ 0.84:0.09™ 29.11+3.98"

TE W B A UL I L1 R R AR 2R 1 L2 BB PRIbR 2R 25 0. A £ 2R LA h 7580+ i TED B9 S0 d i R B b
FIVEAE IR, A s 2 2 HAH DL BObR i O 22 > s 5 B A BUAR LA 0.05 BAF/K-F LRGSR *** R
N5 EFAEBUAR UAE 0.001 B F/KT BB 255 A ik SigmaStat,

Note: WT, L1, L2 represent wild type of Arabidopsis, line one and two of transgenic Arabidopsis, respectively, and number
of seeds means seeds in one silique; the date before "+" represents the average of each phenotypic data, the date after + repre-
sents corresponding STDEV; ** Vaues significantly different from WT at 0.05 confidence level, *** Values significantly differ-
ent from WT at 0.001 confidence level, the used sofeware is SigmaStat.
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Note: WT, L1, L2 represent wild type of Arabidopsis, line 1 and 2 of transgenic Arabidopsis, respectively.
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Fig. 3 Phenotype of transgenic Arabidopsis of GhMADS13
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Note: WT, L1, L2 represent wild type of Arabidopsis, line 1 and 2 of transgenic Arabidopsis, respectively.
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Fig. 4 Local phenotype of transgenic Arabidopsis of GhMADS13
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line 1 and 2 of transgenic Arabidopsis, respectively.
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Fig. 5 Molecular detection of transgenic Arabidopsis of
GhMADS13
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