LR R PR N Vol. 34, No. 1
2013 41 H Journal of South China Agricultural University Jan. 2013

7 8 LEAFY RiREERRERRIESH

ZF 7, KEW, KEHE, AZH, ALk

(HREXRF BEFKR, &K M 510642)

HE R RT-PCR 15 RACE-PCR A% &1 1 , M WRBE® 25 BE Livehi chinensis 163143 8575 17 HoRRE 2k
LEAFY [AJJEIR (LeLFY) 1y cDNA 4 9. 36D 4 1397 bp, G2 i9IX 1 170 4B, HE B4R 390 4~
. Rtk POR HORBFTE T LEY (1A TR 275 16 25 3 AR 1 S b L. S L), 7 * BR M 5 A 3F
SHETFRR ) LEY [R5 (04635 , 76 167 IR UL BT 15 425 0 , (LA 6 4L 0 B B 35 KT W) 0 55

R A KL AEZF s LEY [ JEEEN

FE S :5667.9 XEARERD A X E4S:1001-411X(2013)01-0057-05

Cloning and Expression Analysis of LEAFY Homologue Gene in Litchi
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Abstract: A litchi LEAFY homologue ( LcLFY) ¢DNA in full length was isolated from floral buds in
‘Nuomici’ litchi, Litchi chinensis, using RT-PCR and RACE-PCR. The full length of the ¢cDNA was
1 397 bp, containing an open reading frame of 1 171 bp, which encoded 390 amino acids. Furthermore,
RT-PCR analysis revealed that LcLFY was expressed during floral differentiation. LeLFY mRNA began to
accumulate in buds in the early stage of floral differentiation, and it increased in floral primordium forma-

tion stage. However, the LeLFY transcription level decreased in flower formation stage.
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