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Phylogeographic study of riparian plants in Western Japan
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Population genetic analyses based on microsatellite markers were conducted
on Gentiana scabra and Salvia japonica in eastern Japan to examine the origin of their riparian
populations. For Gentiana scabra, the result of STRUCTURE simulations, riparian populations were
clustered separately, except for those of some Shikoku populations. Furthermore, all riparian
populations did not consist a cluster with inland populations. These results suggested that the most

of riparian populations might be independently originated form local ancestral populations in
Gentiana scabra. Clustering analyses on raiperian Salvia japonica populations also supported their
independent origin from their local ancestral populations.
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22 M S 11-29 EAS D, FF 474 A Z T
XX LT TiE 20 EHND 14-23 @K
D, 7 380 AR 28R4 LT-, ¥ DS, DNeasy
Plant Mini Kit(Qiagen) Zf&/H L. 4 DNA ®
WHZzEIT- 7,

2/

1. U2 RORUTF I LTV DDERE S,
OUSRIBELM, x U KRR,
OTHIHLSYIRER, X PHIHLSYIRRE

Vo RO ETX ) ZANT T OMITIZEERH
LicxwA27uaYT I h~—D—IFFK 1 & 2
Wn LTz, 7% X LT YO THEMLE,
Salvia4, Salvia6, Salvial2, Is09, Iso4d7 %

x1. U RODBHICERAUEZIAI0OYFS54 DTS+ I —BES.

85 (5-3) HEHEE Na Ho He Fis

Gtm7  GCTGTTCATGGACATGGAAAGAAA D3 17 07 0.7 0.1
TCATCCTGCAAGGCAAGTTATGAA

Gtm47 ACTGGCTCCCATTTTCAAAGTATCTG D4 10 05 05 -0
GCTTTTAGCCATTTTCTGGAAATCAA

Gtm57 AACAGGAACATCAGTGGATTGAG D2 6 05 05 0
ATTGCGGTGACTTCTGTCTACTTT

Gtm59 GTAGGACTCTGCACAAGAAGTAGGT D2 15 0.5 0.6 0.1
ACAATAAATATGGAGGCTGTAGGC

Gtm65 AAGACCACTAGGGAGATGATTGAC D2 3 0.1 02 0.2
GGAAGAATAAAACAACCACCCTC

Gtm68 TGATGGGCAGTTTTCCTTTGTA D4 13 06 06 0.1
GGTTCAAATCCAGTGCCAAATA

Gtm81 GTTCCTCCTCTCCTACTCTTTCCT D3 24 0.7 07 0.1
GTCAGCAGTTTCCTGTAGTTCAAA

Gtm84 GTGAGTGGCTTGATGAATGGT D3 27 0.6 06 -0
TACAGCACCGAAATTGTAAGTAGC

Gtm91 AGCACATTTCCCGCTACAAC D4 7 04 05 0.1
TCTTCAGGAGGAGGAGTTTGAGT

Gtm93 ATTAGAGGAAAAGGAGAAGAGCCA D3 5 04 04 -0.1
CCCTTAAATGCTTCGTTGTCTATG

g 14 05 05 0

K2, PFIHLSYIORMICEALIERAUOBT 51 bTS5A—E5.

&3 (5'-3") BNEE Na Ho He Fis

Salvia4  F: GCGGATATGAACCAAA D2 22 0.6 0.7 0.1
R: ACCATCAAACTAATACTATG

Salvia6  F: CCGCGTTCAGTCAATCCTA D2 24 0.8 08 0
R: ACGTTGGCCGGAACACGTCAAAT

Salvial2 F: TCAGTGTGATCTCATTAGGCTC D3 23 0.8 0.8 -0
R: TACTGTGTCTCGTTGTACATGC

Iso9 F: TATTTGGGTCTCTTCGACAC D3 4 01 01 -0
R: ACAGCTTCCTTTCCATTACA

Is047 F: CCAGGAAATAGTAGGC D4 6 0.2 02 0.1
R: ATAGCGGTCTGAGCATTGGA

9 16 05 05 0
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7122V Sato-Ushiku et al. (2011)1Z
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x3. U2 RUDBGHSRED/ (SA—5—.

O— R & Na Ho He F1s

GS1  BfEtEal 3.5 0.56 0.50 -0.11
GS2 EE#ME 5.7 0.64 0.65 0.01
GS3  [EFRL 5.3 0.62 0.63 0.01

GS4 LEZEAL 4.6 0.62 0.63 0.02
GS5 REXNIIER 5.9 0.63 0.65 0.02
GS6 B 5.3 0.63 0.62 -0.01
GS7 BB 4.5 0.49 0.53 0.07
GS8  fREIE/ 3.4 0.32 0.37 0.15
GS9 fREEEAlE 3.4 0.38 0.39 0.04
GS10 BRIl 4.2 0.49 0.52 0.05
GS11 REASE 3.7 0.40 0.43 0.07
GS12 JHAIILR L 4.7 0.61 0.63 0.03
GS13 =&MU 3.1 0.31 0.36 0.15
GS14 == 5.9 0.60 0.64 0.05
GS15 =AmEBG+/I 3.8 0.39 045 0.13
GS16 RIFKAT 3.2 0.48 045 -0.07
GS17 BEAPIER1 4.6 0.47 0.50 0.06
GS18 BRA[UER2 4.9 0.52 0.62 0.15

GS19 =S 4.9 0.54 0.57 0.04
GS20 =WEEII 3.2 0.41 041 0.00
GS21 BREE/II1 3.3 0.52 0.57 0.08
GS22 EBREE/II2 4.1 0.47 0.52 0.10

R4, TF LSV I22EFDEGHSRME.
O— R R Na Ho He Fis
Si1 BIEELL 5.2 0.54 0.57 0.06
SJ12 BEXIE 6.4 0.56 0.61 0.09

S13 fEEHLRI 4.2 053 0.52 -0.02
Sil4  EEIEIIN 7 0.64 0.60 -0.06
S5 EEEE 5.2 0.50 049 -0.02
Sl6  fEEIEII2 5.2 042 0.48 0.13
S17 BB 3.8 043 0.45 0.03
S18  @EE—F 5.2 0.54 0.55 0.02
519 EEREE 4 0.44 0.45 0.02
SJ10 @RI 3.2 0.34 0.38 0.13
SJ11 SR 5.4 0.52 0.59 0.11

SJ12 =HAMmB+IIL 46 045 045 0.01
SJ13 =HMMAS+E 3.8 0.54 0.53 -0.02
SJ14 ®=HMmUB+HI2 5.2 0.40 040 0.01

SJ15 EEEHF 56 0.54 054 0.01
SJi6  ELEEER 3.2 040 0.42 0.04
SJ17  ELFS 4.2 039 0.39 0.02
SJ18 =sH4#I 6.2 0.52 0.56 0.06
SJ19 =Rl 5.6 0.60 0.59 -0.01
SJ20  BEAILER 5 0.41 0.50 0.19
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