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Cloning and Expression of a MADS-box Protein Gene
( CmMADS3) from Castanea mollissma (Fagaceae)

LIU Teo, LI Xiao-Xian, XU Ping-Zhen, ZHOU Zhe-Kun, HU Yun—Qian*
( Kunming Ingitute of Batany, Chinese Academy of Sdences, Kunming 650204, China)

Abstract: As a kind of transcription factors, MADS-box genes play an impaortant role in various plant development pro-
cesses, egpecidly in the development of flord organs . The flower specific gene of Cadanea mallissma, named Om-
MADS3 (GeneBank accesson number DQ148295), was cloned from flord organs by the method of 5 RACE using degen-
erate prime designed according to the MADS-box gene family conserved region . The fragment was 1016 bp long and con-
tained an open reading frame of 729 bp coding a polypeptide of 243 amino acids . Homology anadyss shoved that the de-
duced CMADS3 protein was highly hamologous to the MADS-box genes SEP1, SEP2 and SERF3 of Arabidopsis thaliama .
Phylogenetic andysis dso indicated that CmMADS3 belonged to the AGL2 group of MADS-box gene family . RT-PCR and-
ysis showed that CmMMADS3 expressed at high levels in flowvers and young fruits and at low levels in stems . No GnMADS3
expression was detected in leaves . Our result suggested that OMMADS3 was related to E-class genes in the develgoment of
Castanea mallissma flora organs .
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Fig .1 The phylogenetic tree based on the MIKC-type MADS bax pratein sequence o Arabidopss thaliana . The figure in the bracket
is the gene accesson number . Tree length = 1925, Consigency index (Cl) =0.7262, Homoplasy index (HI) =0.2738,
Retention index (RI) =0.6198, Rescded conssency index (RC) =0.4501
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Fig. 2 The Comparison of CmMADS3 gene and its homdogues . The firg and second uplined regions represent MADS

domain and K domain respectivdy
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Fig. 3 Expresson pattern of CmMADS3 gene revealed by RT-PCR

analysis . Lanel: tender leaves with no flovers; Lane2: tender leaves

with flovers; Lane3: stem; Laned: tender inflorescences; Lanes:

mature inflorescences; Lane6: fruit . rRNA is used as RNA standard .
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