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Abstract: The cell skeleton of laticiferous cell might play a very important role in latex production and latex flow,
and in wound healing and laticifer blocking of tapped Hevea brasiliensis. In order to understand the relationship
between cell skeleton of laticiferous cells and latex exploitation and laticifer blocking, a clone R329 was isolated
from the subtracted cDNA library of Hevea brasiliensis, which showed high homology with microtubule-
associated proteins. The complete cDNA of R329 was obtained by using 3’-and 5’-RACE strategies. It was 788 bp
long containing an 435 bp ORF, flanked by a 173 bp 5’-UTR and a 179 bp 5’-UTR including a poly(A) tail of
28 bp. The DNA sequence of R329 is available from the GenBank databases under the accession number
AY461412. The transcripts of R329 were observed by RT-PCR, no signal was detected in leaves of Hevea
brasiliensis, whereas significant signals of transcripts were clearly shown in latex isolated from virgin rubber trees,
regularly tapped trees and ethylene-treated rubber trees. These results indicate that the expression of the gene is
strongly induced by stress (wound and ethylene ) treatments.
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PIEHESR I IEF TAA PR~ RENSTHE S
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Bl 1 &1 cDNA [F5 R H S I E R AR 75
Fig. | Nucleotide and deduced amino acid sequences of the full-length cDNA
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Fig. 2 Hydropathy profiles of the deduced protein of R329
R RN ELEMIE . The two putative transmembrane

segments are indicated with horizontal lines and denoted by Roman

numerals.
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Fig. 3 Multialignment of the deduced amino acid sequences from R329 with Microtubule- associated protein from various species
B RR—BEER, REFXTHLIEER. Identity is indicated by a black box, and similarity by a grey box.
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Fig. 4 Phylogenetic tree of R329 with 7 Microtubule-associated protein from different species

2.2 BEBREP R329 BERIESH

L RT-PCR Xt R329 % K FRXBAT 54T, &5
R SHER, ZENERA D HRE, MAEHPE
MBI ERE, RAZENAALEBERRRE. #
ANE B I T, % E N RIERFIK KA : 2L
PRI R B R L R R B IR FL , i BR i B (R
AR FE R LG FER .

R329

18rRNA

B 5 EIEBER RMAPs R IE ST

Fig. 5 RT-PCR analysis of RMAPs mRNA
1: M Leaf; 2: K &4 B H. Latex isolated from virgin rubber
trees; 3: ¥ FI M I P, Latex isolated from regularly tapped trees; 4: 7,
WAL ER IR, Latex isolated from ethylene-treated rubber trees.
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