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Abgract : The rbcL gene sequences of 10 assassin of Castanopsis |uci da were anayzed by PCR,

and

sxteen mutationsin 256-1 455 bp were found ,the mutation ratio was 1 %. Compared to Castanopsis | uci-

da ,between 306 bp and 634 bp ,they had two characteristic mutationsof their own 0 it was different from

Castanopsis|ucida. Compared to Castanopsis|ucida ,8 amino acid variations werefound ,caused by 16 point

mutations.
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Tab.1 Alignment of nucleotide sequence of rbcL gene

Castanopsis

10

lucida

[ bp
256
306

388
426

569
634
748
974
1103
1218

1234
1266
1296
1362

1384
1455

Tab.2 The result of amino acid sequence alignment

Castanopsis

10

lucida

306
388
569
634
748
1103

1234

1384
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