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Genetic diversity and genetic structure of all four populations of Polemo-
nium caeruleum ssp. yezoense var. nipponicum in Mount Kita

Masashi YOKOGAWA', Takuo NAGAIKE?, Hiroki NISHIKAWA?, Y uji ISAGI'

(‘Graduate School of Agriculture, Kyoto University, ?Yamanashi Forest Research Institute)

Abstract Polemonium caeruleum ssp. yezoense var. nipponicum (Polemoniaceae) is a threatened perennial herb that occurs in Mount
Kita, central Japan. We investigated genetic diversity and genetic structure of all known four populations (Okanbasawa, Kusasuberi, Old-
Kitadakesanso and lower Okanbasawa) of P. caeruleum ssp. yezoense var. nipponicum using ten microsatellite markers to inform future
conservation management strategies for the species. Because three of these 10 loci were monomorphism, these three loci were excluded
from analysis of genetic diversity and structure. Level of genetic diversity in Kusasuberi was much lower than that in other populations.
Fsr value and Rgr values among the four populations were very low. STRUCTURE analysis indicated that there was no genetic diver-

gence among the four populations.
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F1 SYINTL/TDAERIZEITHEERIZHRME

RHER (n=73) F4 D) (n=52)
BiE T Ny Ax Pr Ho Hp Fig Ny Agx  Pr Ho Hg Fi
Pkiu006 9 3.80 2 045 047 0.04 7 3.60 1 0.52 064 0.19
Pkiul29 3 2.80 0 048 049 0.02 3 3.00 0 044 055 0.20
Pkiu135 6 3.40 0 034 049 032 6 2.90 1 0.29 056 048
Pkiu227 2 1.90 0 021 025 0.17 2 1.00 0 0.12 0.11 -0.06
Pkiu853 3 2.50 0 032 032 0.01 3 1.00 0 0.33 036 0.08
Pkiu961 3 2.60 0 040 051 022 3 2.00 0 035 045 023
Pkiu1052 2 1.60 0 0.11 0.13 0.14 2 1.90 0 0.12 0.11 -0.06
Sty 4.00 266 029 033 038 0.13 371 220 029 031 040 0.15

IBAEE (LE (n=32) REER T ik (n=8)
BAR T Ny Ax Pr Ho Hp Fig Ny Agx Pr Ho Hg Fy
Pkiu006 7 4.30 1 041 060 032 4 4.20 0 0.25 033 024
Pkiul29 3 2.70 0 047 0.52 0.09 3 2.40 0 0.38 0.53 0.29
Pkiul35 4 3.30 0 0.27 033 0.20 3 2.40 0 0.38 040 0.06
Pkiu227 2 1.60 0 0.13 0.12 -0.07 1 1.60 0 0.00 0.00 -
Pkiu853 3 2.60 0 041 049 0.18 1 2.90 0 0.00 0.00 -
Pkiu961 4 2.40 2 025 034 0.26 2 2.50 0 0.50 0.38 -0.33
Pkiu1052 2 1.60 0 0.13 0.12 -0.07 2 1.60 0 0.13 0.12 -0.07
Sty 3.57 264 043 029 036 0.13 229 253 000 023 025 004
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