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Abstract: The F3'H gene of Eupatorium adenophorum was amplified using particular primers, cloned by T-A
method and sequenced. The nucleotide and amino acid sequences among different species were compared and
analyzed with DNAMAN 5.0, MEGA 3.0 softwares. Our results showed that the compl ete nucleotide sequence
of F3'H gene of Eupatorium adenophorum contained 1 722 base pairs from which deduced 570 amino acids
(GenBank accession No. EF137714). The homology rates of amino acid sequences of F3'H gene between
Eupatorium adenophorum and Callistephus chinensis, Glycine max and Ger bera hybrida were 64.4%, 57.3%,
54.5% respectively. Southern blot analysis showed that there was only one copy of F3'H in Eupatorium
adenophorum. Northern blot analysis showed that the highest expression level of F3'H was detected in the leaf
and the expression of F3'H was induced by the allelochemical 9-oxo-agerphorona. SDS-PAGE analysis of
IPTG induced recombinant Escherichia coli showed that a predicted 56.8 kDa fusion protein was expressed in
the culture.

Key words: flavonoid 3'-hydroxylase; Eupatorium adenophorum; invasive species; gene cloning; prokaryatic
expression
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Tablel Amino-acid sequences identity of F3'H between Eupatorium adenophorum and 15 organisms

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
1 100
2 64.4 100
3 57.3 440 100
4 545 542 452 100
5 36.2 356 303 37,5 100
6 344 353 307 325 347 100
7 217 241 11.8 9.6 9.3 9.3 100
8 10.8 11.8 10.8 10.8 39.0 189 10.8 100
9 105 10.8 11.1 105 39.9 18.3 10.2 89.2 100
10 10.2 9.0 7.7 220 19.2 6.2 9.0 8.4 8.0 100
11 9.9 6.5 9.0 111 10.8 10.2 5.6 7.7 9.6 7.1 100
12 9.0 127 9.3 9.3 24.1 105 115 430 437 8.0 7.4 100
13 9.3 105 9.0 121 28.2 183 10.2 26.0 26.0 9.9 8.7 13.9 100
14 6.5 6.8 6.5 6.2 7.1 6.8 6.5 8.4 9.3 9.3 10.2 7.1 6.2 100
15 5.6 5.3 5.6 6.2 6.8 8.4 5.9 8.0 9.0 9.0 6.8 8.0 7.1 10.2 100
16 4.3 5.3 5.9 8.4 5.3 8.0 5.3 5.6 5.6 5.6 7.7 8.0 59 10.8 37.2 100

%
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