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FIAM AR LR (cpSSR) 43 hricx H A E W 7 H A4 (Larix kaempferi) AL AT T
Fio 116 cpSSRE | i1k H 3R 2 5 19, = ABE10MNKEANF B, 197 416 HILLOAN AN [ (1) 52
{58 (haplotype) o SBEKMIFMERIZE K. cpSSRIER RN T H AL A BLAE S SIS LR %
A=3.33, “FIH RGN FEHNE=1. 20, FEZFEREHE=0. 17, FEARIEAR S5 o5 B R 5. 37%, LA e 2K
BT RARNMAE] . Abstract: Genetic structure of seven populations in Larix kaempferi in Japan was
studied by use of cpSSR markers. Ten different length fragments in and ten different kinds of
haplotypes were reduced in 197 samples based on 3 pairs of polymorphic primers screened from 11
pairs of primers. There were significant variant haplotypes among the populations. The genetic
variation in the populations of Larix kaempferi was detected by using cpSSR with the number of
average loci A=3.33, the number of average efficient loci NE=1.20, gene diversity HE=0.17 and 5. 37%
variation from different populations. The genetic variation was mainly from individuals in
population.
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