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Applications
in Plant Sciences

Genetic disturbances caused by invasive species reduce bio-
diversity in native populations (Byrne et al., 2011). Invasive, 
nonnative species are strictly regulated by species name to pre-
vent their introduction into the native range. However, regula-
tion is difficult when nonnative plants belong to the same 
species as native plants. In Japan, seeds used to vegetate road-
sides after maintenance projects are usually imported from 
China, South Korea, and Taiwan (Uemachi et al., 2013) due to 
the lower cost of seed collection and transportation. In many 
cases, plants of the same species differ genetically between re-
gions. Therefore, imported plants can cause genetic disturbance 
of native populations (McKay et al., 2005; Shimono et al., 
2013), which may result in outbreeding depression between na-
tive and transplanted populations via secondary contact be-
tween these populations (Rhymer and Simberloff, 1996; Ewel 
et al., 1999; Allendorf et al., 2001).

Indigofera L. (Fabaceae) is a large pantropical genus  
containing 750 species. Among these, I. pseudotinctoria 
Matsum. is an economically important species distributed in  
China, Korea, and Japan (Satake et al., 1982) and used as a 
cover crop. The artificial migration of this species from 

China to Japan may affect native biodiversity. Therefore,  
it is important to develop a set of markers to study genetic 
disturbance in native populations caused by transplanted 
populations.

In this study, we designed microsatellite markers for  
I. pseudotinctoria and developed 14 microsatellite primers using 
454 next-generation sequencing to identify appropriate trans-
planting zones based on genetic differentiation between nonnative 
and native I. pseudotinctoria populations.

METHODS AND RESULTS

Three populations were evaluated in this study: two native and one trans-
planted. The native populations were collected from Tokyo (n = 38) and 
Saitama Prefecture (n = 39), while the imported population was transplanted 
into an area in Mie Prefecture (n = 17). Individuals of the Mie population were 
imported from unspecified locations in China. Furthermore, we collected an 
additional seven species and two forms of the genus Indigofera: I. bungeana 
Walp., I. tinctoria L., I. gerardiana Graham ex Baker, I. decora Lindl., I. decora 
f. alba (Sarg.) Honda (for each taxon, n = 1), I. kirilowii Maxim. ex Palibin, 
I. pseudotinctoria f. albiflora Okuyama, I. trifoliata L., and I. suffruticosa Mill. 
(for each taxon, n = 2) (Appendix 1).

Total genomic DNA was extracted from leaf tissue using a DNeasy Plant 
Mini Kit (QIAGEN, Venlo, The Netherlands) and the cetyltrimethylammonium 
bromide method (CTAB) (Porebski et al., 1997). DNA was subjected to shot-
gun sequencing using a Roche 454 Genome Sequencer Junior with the GS FLX 
Titanium Rapid Library Preparation Kit (454 Life Sciences, a Roche Company, 
Basel, Switzerland) according to the manufacturer’s instructions. One sample 
of I. pseudotinctoria used in shotgun sequencing was obtained from the sample 
native to Nagano Prefecture.

DNA library sequencing resulted in 15,243 reads of 32–662 bp. We found 
572 contigs of 60–660 bp using CLC Genomics Workbench version 5.5  
(QIAGEN). Microsatellite motifs were found in 533 reads using MSATCOM-
MANDER (Faircloth, 2008). Many microsatellite motifs had repeats that were 
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Primer Note

Development and characterization of 14 
microsatellite markers for Indigofera pseudotinctoria 

(Fabaceae)1

Tomoko Otao2, Tatsuaki Kobayashi2, and Koichi Uehara2,3

2Graduate School of Horticulture, Chiba University, Matsudo, Chiba 271-8510, Japan

•	 Premise of the study: Microsatellite markers can be used to evaluate population structure and genetic diversity in native popula-
tions of Indigofera pseudotinctoria (Fabaceae) and assess genetic disturbance caused by nonnative plants of the same species.

•	 Methods and Results: We developed 14 markers for I. pseudotinctoria using next-generation sequencing and applied them to 
test two native populations, totaling 77 individuals, and a transplanted population, imported from a foreign country, of 17 indi-
viduals. The mean number of alleles was 3.310, observed heterozygosity was 0.242, and expected heterozygosity was 0.346. 
The fixation index in the transplanted population was 0.469, which was higher than in the native populations (0.154 and 0.158). 
In addition, the transplanted population contains one allele that is not shared by the native population.

•	 Conclusions: Microsatellite markers can be useful for evaluating genetic diversity within and between populations and for 
studying population genetics in I. pseudotinctoria and related species.

Key words:  454 next-generation sequencing; Fabaceae; Indigofera pseudotinctoria; invasive species; microsatellites.

Downloaded From: https://complete.bioone.org/journals/Applications-in-Plant-Sciences on 22 Jan 2025
Terms of Use: https://complete.bioone.org/terms-of-use



2 of 5

Applications in Plant Sciences 2016 4(4): 1500110	 Otao et al.—Indigofera pseudotinctoria microsatellites
doi:10.3732/apps.1500110

http://www.bioone.org/loi/apps

T
a

b
l

e
 1

. 
C

ha
ra

ct
er

is
tic

s 
of

 1
4 

m
ic

ro
sa

te
lli

te
 m

ar
ke

rs
 d

ev
el

op
ed

 f
or

 I
nd

ig
of

er
a 

ps
eu

do
ti

nc
to

ri
a.

L
oc

us
Pr

im
er

 s
eq

ue
nc

es
 (

5′
–3
′)

R
ep

ea
t m

ot
if

M
ul

tip
le

xa
Fl

uo
re

sc
en

t d
ye

A
lle

le
 s

iz
e 

ra
ng

e 
 

(b
p)

T a
 (
°C

)
A

D
D

B
J 

 
ac

ce
ss

io
n 

no
.

A
7G

7T
F
:
 
T
G
C
A
A
T
C
T
C
C
C
G
T
C
G
C
A
T
A
T
T
C

(A
A

T
) 1

2
1

PE
T

25
8–

26
7

60
5

A
B

82
73

29
R
:
 
T
G
A
G
G
A
G
T
T
G
A
G
G
T
C
T
T
G
T
G

A
91

3S
F
:
 
C
G
T
G
T
C
G
T
G
A
G
A
G
A
A
T
G
A
G
T
T
T
G
G

(A
A

T
) 8

(A
A

G
) 2

1
V

IC
17

9–
18

8
60

4
A

B
82

73
30

R
:
 
C
C
G
T
T
A
G
G
G
T
T
T
T
C
T
G
G
T
T
G
G
T
A
G

A
A

JS
O

F
:
 
C
A
A
G
G
G
C
C
A
A
G
C
A
A
G
A
A
C
A
A
C

(T
TA

) 1
0T

(T
TA

) 3
3

6-
FA

M
30

3–
32

6
60

9
A

B
82

73
31

R
:
 
G
T
T
A
G
T
G
T
C
A
G
C
C
C
C
T
C
C
T
T
C
C

A
C

U
JQ

F
:
 
G
C
T
G
A
T
T
G
T
T
T
C
C
T
A
C
C
T
A

(A
A

T
) 1

7
3

V
IC

19
5–

22
1

60
10

A
B

82
73

32
R
:
 
A
G
C
A
T
C
A
A
A
C
T
T
C
A
T
C
A
C
A
G

A
N

24
U

F
:
 
C
A
T
T
G
G
A
G
C
A
G
G
T
G
T
T
T
C
G
A
C
G

(A
A

C
) 4

…
(G

A
A

) 7
1

V
IC

24
6–

24
9

60
4

A
B

82
73

33
R
:
 
C
G
T
C
C
A
A
A
A
G
C
T
C
C
A
T
T
A
T
C
G
T
C
A

A
U

H
SL

F
:
 
T
G
G
G
T
T
G
C
T
T
C
A
T
G
T
T
G
C
C

(C
C

T
) 8

2
V

IC
31

2–
32

8
60

6
A

B
82

73
34

R
:
 
G
G
T
T
C
C
T
C
A
C
T
G
C
A
T
A
T
C

A
Z

Q
4M

F
:
 
G
G
A
A
A
A
T
A
G
A
G
A
A
G
G
G
T
A
G
G
A
C

(G
A

) 9
2

6-
FA

M
26

1–
26

9
60

7
A

B
82

73
35

R
:
 
G
G
T
C
C
A
T
C
A
A
A
T
C
C
A
T
C
T
C
T
C
T
C

B
SN

57
F
:
 
A
G
C
T
C
C
G
A
C
A
C
C
T
G
T
T
T
T
G
A

(A
T

) 3
A

A
T

T
(T

A
) 5

(A
T

) 3
A

(A
TA

TA
) 2

(A
TA

) 3
3

PE
T

15
0–

17
0

60
7

A
B

82
73

37
R
:
 
G
A
G
G
A
A
A
A
A
G
C
A
T
T
C
G
G
G
T
A

B
T

PF
L

F
:
 
G
T
C
G
T
C
G
T
G
T
C
G
T
G
A
G
A
G
A
A

(A
A

T
) 8

2
PE

T
18

8–
19

7
60

5
A

B
82

73
38

R
:
 
A
C
G
C
C
T
A
G
G
G
T
T
T
T
C
T
G
G
T
T

B
P0

1Y
F
:
 
C
G
T
T
T
T
G
T
T
T
T
C
T
T
C
T
G
T
A
C
T
G
G
A
C

(T
T

T
G

C
A

) 6
5

V
IC

23
1–

24
9

48
5

A
B

91
77

36
R
:
 
C
A
C
T
A
G
T
C
A
A
T
C
A
A
C
C
G
A
A
A
A
A
G
A
G

B
0L

6E
F
:
 
C
A
T
T
G
T
G
G
C
A
T
C
G
T
T
G
A
T
T
C

(T
T

G
) 9

5
6-

FA
M

17
5–

19
4

48
7

A
B

91
77

37
R
:
 
G
T
C
A
T
G
A
T
G
A
T
A
T
T
A
C
T
G
A
G
G
A
A
C
G

A
Q

11
D

F
:
 
A
T
T
T
T
C
C
A
G
T
C
C
A
C
C
A
A
C
T
G
A
T

(T
TA

) 6
4

V
IC

21
0–

27
5

48
5

A
B

91
77

38
R
:
 
T
C
T
A
A
T
C
C
C
G
T
G
T
A
A
T
G
T
G
T
G
C

A
2T

7M
F
:
 
A
A
G
A
G
T
T
C
A
C
T
A
G
C
C
T
T
C
T
T
T
G
G
A

(T
T

C
) 8

5
N

E
D

17
7–

19
9

48
6

A
B

91
77

39
R
:
 
A
A
A
C
T
A
G
A
A
C
C
T
G
G
T
G
G
T
T
C
C
T
C

A
H

K
5H

F
:
 
G
A
T
C
T
C
C
T
T
G
G
T
G
G
T
C
T
C
T
G
A
T
A

(T
T

C
) 1

0
4

6-
FA

M
19

8–
21

3
48

8
A

B
91

77
40

R
:
 
G
C
G
T
C
T
T
C
G
T
G
A
A
C
T
T
G
T
T
A
C
A
T

N
ot

e:
 A

 =
 e

xp
re

ss
ed

 to
ta

l n
um

be
r 

of
 a

lle
le

s;
 D

D
B

J 
=

 D
N

A
 D

at
a 

B
an

k 
of

 J
ap

an
; T

a =
 a

nn
ea

lin
g 

te
m

pe
ra

tu
re

.
a  M

ul
tip

le
x 

PC
R

 p
ri

m
er

 c
om

bi
na

tio
n.

Downloaded From: https://complete.bioone.org/journals/Applications-in-Plant-Sciences on 22 Jan 2025
Terms of Use: https://complete.bioone.org/terms-of-use



Applications in Plant Sciences 2016 4(4): 1500110	 Otao et al.—Indigofera pseudotinctoria microsatellites
doi:10.3732/apps.1500110

3 of 5http://www.bioone.org/loi/apps

T
a

b
l

e
 2

. 
Po

ly
m

or
ph

is
m

 a
na

ly
si

s 
of

 1
4 

m
ic

ro
sa

te
lli

te
 m

ar
ke

rs
 in

 th
re

e 
po

pu
la

tio
ns

 o
f 

In
di

go
fe

ra
 p

se
ud

ot
in

ct
or

ia
.

L
oc

us

To
ky

o 
(N

 =
 3

8)
Sa

ita
m

a 
(N

 =
 3

9)
M

ie
 (

N
 =

 1
7)

A
A

R
H

o
H

e
F

IS
a

A
A

R
H

o
H

e
F

IS
a

A
A

R
H

o
H

e
F

IS
a

A
A

JS
O

1.
00

0
1.

00
0

0.
00

0
0.

00
0

N
A

6.
00

0
1.

00
0

0.
38

5
0.

52
6

0.
28

0*
**

7.
00

0
7.

00
0

0.
47

1
0.

82
0

0.
45

1*
*

A
C

U
JQ

3.
00

0
2.

94
2

0.
21

1
0.

27
8

0.
25

5*
**

6.
00

0
5.

80
7

0.
56

4
0.

77
6

0.
28

5*
**

7.
00

0
7.

00
0

0.
58

8
0.

78
7

0.
28

1*
**

A
N

24
U

1.
00

0
1.

00
0

0.
00

0
0.

00
0

N
A

1.
00

0
1.

00
0

0.
00

0
0.

00
0

N
A

4.
00

0
4.

00
0

0.
41

2
0.

46
9

0.
15

2*
*

A
U

H
SL

1.
00

0
1.

00
0

0.
00

0.
00

0
N

A
4.

00
0

3.
12

0
0.

30
8

0.
31

06
0.

00
8

5.
00

0
5.

00
0

0.
35

3
0.

66
6

0.
49

3
A

Z
Q

4M
2.

00
0

1.
91

3
0.

10
5

0.
10

0
−

0.
04

2
6.

00
0

5.
36

4
0.

71
8

0.
64

6
−

0.
09

8
2.

00
0

2.
00

0
0.

05
9

0.
16

1
0.

65
2*

*
A

7G
7T

2.
00

0
1.

91
3

0.
10

5
0.

10
0

−
0.

04
2

1.
00

0
1.

00
0

0.
00

0
0.

00
0

N
A

5.
00

0
5.

00
0

0.
58

8
0.

70
1

0.
19

0
A

91
3S

3.
00

0
2.

99
3

0.
39

5
0.

40
5

0.
04

0*
2.

00
0

1.
94

9
0.

07
7

0.
12

0
0.

37
0*

3.
00

0
3.

00
0

0.
29

4
0.

50
3

0.
44

1
B

SN
57

3.
00

0
2.

95
3

0.
31

6
0.

35
1

0.
11

5
2.

00
0

1.
82

6
0.

07
7

0.
07

4
−

0.
02

7
4.

00
0

4.
00

0
0.

23
5

0.
55

9
0.

59
9*

*
B

T
PF

L
3.

00
0

2.
99

2
0.

39
5

0.
38

9
0.

00
1

2.
00

0
1.

94
9

0.
07

7
0.

12
0

0.
37

0*
4.

00
0

4.
00

0
0.

17
6

0.
61

8
0.

72
9*

**
B

P0
1Y

3.
00

0
2.

99
2

0.
47

4
0.

65
8

0.
29

3
4.

00
0

3.
43

6
0.

53
8

0.
64

1
0.

17
2

2.
00

0
2.

00
0

0.
05

9
0.

05
7

0.
00

0
B

0L
6E

3.
00

0
2.

40
1

0.
15

8
0.

14
7

−
0.

06
0

2.
00

0
1.

43
6

0.
02

6
0.

02
5

0.
00

0
6.

00
0

6.
00

0
0.

05
9

0.
77

7
0.

92
9*

*
A

Q
11

D
1.

00
0

1.
00

0
0.

00
0.

00
0

N
A

2.
00

0
1.

43
6

0.
02

6
0.

02
5

0.
00

0
5.

00
0

5.
00

0
0.

11
8

0.
39

6
0.

71
8*

**
A

2T
7M

1.
00

0
1.

00
0

0.
02

6
0.

00
0

N
A

2.
00

0
1.

90
5

0.
05

1
0.

19
7

0.
48

3*
*

5.
00

5.
00

0
0.

58
8

0.
70

9
0.

20
0

A
H

K
5H

3.
00

0
2.

91
3

0.
34

2
0.

48
1

0.
30

*
3.

00
0

2.
97

3
0.

48
7

0.
54

1
0.

11
3*

*
7.

00
7.

00
0.

29
4

0.
52

1
0.

45
9

N
ot

e:
 A

 =
 n

um
be

r 
of

 a
lle

le
s;

 A
R
 =

 a
lle

lic
 r

ic
hn

es
s;

 F
IS

 =
 fi

xa
tio

n 
in

de
x;

 H
e =

 e
xp

ec
te

d 
he

te
ro

zy
go

si
ty

; H
o 

=
 o

bs
er

ve
d 

he
te

ro
zy

go
si

ty
; N

 =
 n

um
be

r 
of

 in
di

vi
du

al
s 

sa
m

pl
ed

; N
A

 =
 n

ot
 a

na
ly

ze
d.

a  S
ig

ni
fic

an
t d

ev
ia

tio
n 

fr
om

 H
ar

dy
–W

ei
nb

er
g 

eq
ui

lib
ri

um
 in

 e
ac

h 
po

pu
la

tio
n 

is
 in

di
ca

te
d 

as
 *

P
 <

 0
.0

5,
 *

*P
 <

 0
.0

1,
 a

nd
 *

**
P

 <
 0

.0
01

.

either too long or too short or comprised single base pair repeats. Primer3  
(Koressaar and Remm, 2007; Untergasser et al., 2012) was used to design 
primers for 63 loci, of which 25 were polymorphic. Eleven loci were ex-
cluded because of weak PCR amplification or difficulty in identifying the 
peaks. Therefore, a total of 14 microsatellite loci were selected, and the 
fragments were amplified by touchdown PCR using a QIAGEN Multiplex 
PCR Kit with fluorescent primer pairs for each microsatellite (Table 1). The 
14 loci include AAJSO, ACUJQ, AN24U, AUHSL, AZQ4M, A7G7T, A913S, 
BSN57, BTPFL, BP01Y, B0L6E, AQ11D, A2T7M, and AHK5H. The num-
ber of microsatellite motifs was detected by resequencing the I. pseudotinctoria 
sample from Nagano Prefecture. Fluorescent primer pairs were labeled us-
ing Dye Set G5 (Applied Biosystems by Thermo Fisher Scientific, Waltham, 
Massachusetts, USA). Primer combinations used in a multiplex PCR are 
given in Table 1. PCR was conducted in 10-μL reactions containing 20 ng/μL 
genomic DNA, 5 μM each primer, and 5 μL QIAGEN Multiplex PCR Master 
Mix. The following touchdown PCR profile was used for all multiplex PCR 
reactions: initial denaturation for 15 min at 94°C; followed by three cycles of  
3 s at 94°C, 90 s at 65°C (54°C), and 1 min at 72°C; three cycles of 3 s at 
94°C, 90 s at 62°C (51°C), and 1 min at 72°C; 30 cycles of 3 s at 94°C, 90 s 
at 59°C (48°C), and 1 min at 72°C; and final elongation for 30 min at 60°C. 
PCR products were analyzed using an ABI Prism 3130 sequencer and visu-
alized with GeneMapper (Applied Biosystems, Grand Island, New York, 
USA). The size standard was GeneScan 600 LIZ Size Standard (Applied 
Biosystems). The significance of linkage disequilibrium (LD) was calcu-
lated with CERVUS 3.03 (Kalinowski et al., 2007); the number of alleles 
(A), allelic richness (AR), and fixation index (FIS) were determined with 
FSTAT 2.9.3 (Goudet, 2001); and observed heterozygosity (Ho), expected 
heterozygosity (He), and Hardy–Weinberg equilibrium (HWE) were ana-
lyzed with GenAlEx 6.5 (Peakall and Smouse, 2012). The allele-sharing 
distance (ASD) matrix was calculated using Excel Microsatellite Toolkit 
3.3.1 (Park, 2001).

No LD was observed in any of the studied populations. The mean number 
of alleles across populations was 3.310, Ho was 0.000–0.718 (mean 0.242), 
and He was 0.000–0.820 (mean 0.346). The Mie population showed higher He 
(e.g., 0.78 for the B0L6E locus) than Ho (e.g., 0.06 for the B0L6E locus) 
(Table 2).

The Mie population also deviated from HWE because the seeds from this 
population did not result from natural breeding but originated from different 
locations in China and were translocated to the Mie Prefecture. The mean num-
ber of alleles per population was 2.142 for the Tokyo population, 3.071 for the 
Saitama population, and 4.714 for the Mie population. The mean FIS was 0.154 
for the Tokyo population, 0.158 for the Saitama population, and 0.469 for the 
Mie population, as analyzed by FSTAT (Goudet, 2001).

A and FIS were low in the Tokyo and Saitama populations (Table 2). 
Higher levels of polymorphism were found in the Mie population (2–7, mean 
4.714) than in the Saitama (1–3, mean 2.07) or Tokyo populations (1–5.80, 
mean 2.74) (Table 2). The ASD matrix was calculated from the number of 
shared alleles among individual pairwise allele-sharing distances; the resulting 
values were 0.429–0.893, 0.071–0.464, and 0.071–0.429 for the Tokyo–
Saitama, Mie–Saitama, and Mie–Tokyo populations, respectively. Indigofera 
pseudotinctoria and I. pseudotinctoria f. albiflora were amplified using 14 markers, 
whereas I. trifoliata, I. decora f. alba, and I. kirilowii were amplified using 
10 markers and I. tinctoria, I. gerardiana, and I. decora were amplified using 
nine markers (Table 3).

CONCLUSIONS

Population assessment with 14 microsatellite markers re-
vealed that the nonnative population was highly polymorphic, 
included alleles different from those in native populations, and 
the difference was not due to neutral variation. Our results indi-
cate that the transplanted and native populations did not share 
the few same alleles and that the Mie population had few unique 
alleles. To compare the origin of Chinese and Japanese popula-
tions, natural populations of China should be analyzed. Overall, 
microsatellite markers developed in this study could be used to 
discriminate native from nonnative I. pseudotinctoria individuals 
in Japan and determine genetic disturbance in native populations 
caused by imported plants.
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Table 3.  Cross-amplification and polymorphism analysis of 14 microsatellite markers developed for Indigofera pseudotinctoria in nine species of Indigofera.a

Locus
I. bungeana  

(N = 1)
I. decora  
(N = 1)

I. decora  
f. alba (N = 1)

I. gerardiana  
(N = 1)

I. kirilowii  
(N = 1)

I. pseudotinctoria  
f. albiflora (N = 2)

I. suffruticosa  
(N = 2)

I. tinctoria  
(N = 1)

I. trifoliata  
(N = 2)

AAJSO — — ++ + ++ + — — —
ACUJQ — ++ — ++ — + — ba —
AN24U — ++ + — + + ba ba —
AUHSL — — ++ — ++ + — — —
AZQ4M ba — — — — + ba ba +
A7G7T — — + + + + + + +
A913S ++ + + + + + + + +
BSN57 + + ++ — + + + + +
BTPFL + — — — — + + ++ +
BP01Y + + — + + ++ — + +
B0L6E + + + + + + + + +
A2T7M + + + + + + + + +
AHK5H + + + + + + — ++ +
AQ11D + + + + + + + + +

Note: — = no amplification product; + = single band; ++ = two bands; ba = stuttered amplification; N = number of individuals sampled.
a The expected single band in three populations of nine Indigofera spp.

LITERATURE CITED

Allendorf, F. W., R. F. Leary, P. Spruell, and J. K. Wenburg. 2001.  
The problems with hybrids: Setting conservation guidelines. Trends 
in Ecology & Evolution 16: 613–622. 

Byrne, M., L. Stone, and M. A. Millar. 2011.   Assessing genetic risk in 
vegetation. Journal of Applied Ecology 48: 1365–1373. 

Ewel, J. J., D. J. O’Dowd, J. Bergelson, C. C. Daehler, C. M. D’Antonio, 
L. D. Gomez, D. R. Gordon, et al. 1999.   Deliberate introductions of 
species: Research needs. Bioscience 49: 619–630. 

Faircloth, B. C. 2008.   MSATCOMMANDER: Detection of micro-
satellite repeat arrays and automated, locus-specific primer design. 
Molecular Ecology Resources 8: 92–94. 

Goudet, J. 2001.   FSTAT: A program to estimate and test gene diversities 
and fixation indices, version 2.9.3, March 2004. Website http://www2 
.unil.ch/popgen/softwares/fstat.htm [accessed 31 January 2013].

Kalinowski, S. T., M. L. Taper, and T. C. Marshall. 2007.   Revising 
how the computer program CERVUS accommodates genotyping  
error increases success in paternity assignment. Molecular Ecology 
16: 1099–1106. 

Koressaar, T., and M. Remm. 2007.   Enhancements and modifications 
of primer design program Primer3. Bioinformatics (Oxford, England) 
23: 1289–1291. 

McKay, J. K., C. E. Christian, S. Harrison, and K. J. Rice. 2005.   “How 
local is local?” A review of practical and conceptual issues in the 
genetics of restoration. Restoration Ecology 13: 432–440. 

Park, S. D. E. 2001.   Trypanotolerance in West African cattle and the 
population genetics effects of selection. Ph.D. thesis, University of 
Dublin, Dublin, Ireland.

Peakall, R., and P. E. Smouse. 2012.   GenAlEx 6.5: Genetic analysis in 
Excel. Population genetic software for teaching and research—An up-
date. Bioinformatics (Oxford, England) 28: 2537–2539. 

Porebski, S., L. G. Bailey, and B. R. Baum. 1997.   Modification of a 
CTAB DNA extraction protocol for plants containing high poly-
saccharide and polyphenol components. Plant Molecular Biology 
Reporter 15: 8–15. 

Rhymer, J. M., and D. Simberloff. 1996.   Extinction by hybridization and 
introgression. Annual Review of Ecology and Systematics 27: 83–109. 

Satake, Y., J. Ohwi, S. Kitamura, W. Shunji, and T. Tadao. 1982.  
Leguminosae (Fabaceae). In H. Ohashi [ed.], Wild flowers of Japan 2: 
Herbaceous plants (including dwarf subshrubs), 186–190. Heibonsha, 
Tokyo, Japan.

Shimono, Y., H. Hayakawa, S. Kurokawa, T. Nishida, H. Ikeda, and 
N. Futagami. 2013.   Phylogeography of mugwort (Artemisia indica), 
a native pioneer herb in Japan. Journal of Heredity 104: 830–841. 

Uemachi, A., W. Fukui, and T. Shimomura. 2013.   Identification of 
Trachelospermum plants and detection of hybrids using RAPD analy-
sis. Journal of the Japanese Society of Revegetation Technology 39: 
9–14. 

Untergasser, A., I. Cutcutache, T. Koressaar, J. Ye, B. C. Faircloth, 
M. Remm, and S. G. Rozen. 2012.   Primer3—New capabilities and 
interfaces. Nucleic Acids Research 40: e115. 

Downloaded From: https://complete.bioone.org/journals/Applications-in-Plant-Sciences on 22 Jan 2025
Terms of Use: https://complete.bioone.org/terms-of-use

http://www2.unil.ch/popgen/softwares/fstat.htm
http://www2.unil.ch/popgen/softwares/fstat.htm


Applications in Plant Sciences 2016 4(4): 1500110	 Otao et al.—Indigofera pseudotinctoria microsatellites
doi:10.3732/apps.1500110

5 of 5http://www.bioone.org/loi/apps

A
pp

e
n

d
ix

 1
. 

V
ou

ch
er

 in
fo

rm
at

io
n 

fo
r 

10
 ta

xa
 in

 th
e 

ge
nu

s 
In

di
go

fe
ra

 u
se

d 
in

 th
is

 s
tu

dy
.

Sp
ec

ie
s

L
oc

al
ity

G
eo

gr
ap

hi
c 

co
or

di
na

te
s/

L
oc

at
io

n
O

ri
gi

n 
of

 s
am

pl
e

In
st

itu
te

a
H

er
ba

ri
um

H
er

ba
ri

um
  

vo
uc

he
r 

no
.

I.
 b

un
ge

an
a 

W
al

p.
To

ky
o

18
33

-8
1 

To
do

ri
, H

ac
hi

oj
i C

ity
,  

To
ky

o
H

er
ba

ri
um

Ta
m

a 
Fo

re
st

 S
ci

en
ce

 G
ar

de
n

Ta
m

a 
Fo

re
st

 S
ci

en
ce

 G
ar

de
n

T
FA

51
60

9

I.
 d

ec
or

a 
L

in
dl

.
U

nk
no

w
n

64
8 

M
at

su
do

, M
at

su
do

 C
ity

,  
C

hi
ba

 P
re

fe
ct

ur
e

Pu
rc

ha
se

d
G

ra
du

at
e 

Sc
ho

ol
 o

f 
H

or
tic

ul
tu

re
,  

C
hi

ba
 U

ni
v.

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

30

I.
 d

ec
or

a 
L

in
dl

. f
. a

lb
a 

 
(S

ar
g.

) 
H

on
da

To
ch

ig
i

18
42

 H
an

ai
sh

i, 
N

ik
ko

 C
ity

,  
To

ch
ig

i P
re

fe
ct

ur
e

C
ul

tiv
at

ed
K

oi
sh

ik
aw

a 
B

ot
an

ic
al

 G
ar

de
n

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

24

I.
 g

er
ar

di
an

a 
G

ra
ha

m
  

ex
 B

ak
er

To
ky

o
18

33
-8

1 
To

do
ri

, H
ac

hi
oj

i C
ity

,  
To

ky
o

H
er

ba
ri

um
Ta

m
a 

Fo
re

st
 S

ci
en

ce
 G

ar
de

n
Ta

m
a 

Fo
re

st
 S

ci
en

ce
 G

ar
de

n
T

FA
01

44
90

I.
 k

ir
il

ow
ii

 M
ax

im
. e

x 
Pa

lib
.

Ib
ar

ag
i

4-
1-

1 
A

m
ak

ub
o,

 T
uk

ub
a 

C
ity

,  
Ib

ar
ag

i P
re

fe
ct

ur
e

C
ul

tiv
at

ed
T

su
ku

ba
 B

ot
an

ic
al

 G
ar

de
n

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

28

I.
 p

se
ud

ot
in

ct
or

ia
 M

at
su

m
.

N
ag

an
o

64
8 

M
at

su
do

, M
at

su
do

 C
ity

,  
C

hi
ba

 P
re

fe
ct

ur
e

Pu
rc

ha
se

d
G

ra
du

at
e 

Sc
ho

ol
 o

f 
H

or
tic

ul
tu

re
,  

C
hi

ba
 U

ni
v.

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

34

I.
 p

se
ud

ot
in

ct
or

ia
 M

at
su

m
.

To
ky

o
35
°3

5′
29

.0
″N

, 1
39
°2

5′
45

.1
″E

L
oc

al
—

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

37

I.
 p

se
ud

ot
in

ct
or

ia
 M

at
su

m
.

Sa
ita

m
a

36
°0

8′
17

.5
″N

, 1
39
°1

9′
55

.9
″E

L
oc

al
—

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

40

I.
 p

se
ud

ot
in

ct
or

ia
 M

at
su

m
.

M
ie

34
°2

0′
02

.8
″N

, 1
36
°4

8′
31

.1
″E

L
oc

al
—

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

43

I.
 p

se
ud

ot
in

ct
or

ia
 M

at
su

m
.  

f.
 a

lb
ifl

or
a 

O
ku

ya
m

a
K

an
ag

aw
a

35
°1

9′
22

.6
0″

N
, 1

39
°3

4′
16

.1
5″

E
C

ul
tiv

at
ed

Z
yo

m
iy

ou
zi

 T
em

pl
e 

in
  

K
am

ak
ur

a 
C

ity
G

ra
du

at
e 

Sc
ho

ol
 o

f 
H

or
tic

ul
tu

re
,  

C
hi

ba
 U

ni
v.

M
T

D
O

41
20

I.
 s

uf
fr

ut
ic

os
a 

M
ill

.
To

ya
m

a
K

am
ik

ut
uw

ad
a 

42
, T

oy
am

a 
C

ity
,  

To
ya

m
a 

Pr
ef

ec
tu

re
C

ul
tiv

at
ed

B
ot

an
ic

 G
ar

de
ns

 o
f 

To
ya

m
ab

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

51

I.
 ti

nc
to

ri
a 

L
.

To
ya

m
a

K
am

ik
ut

uw
ad

a 
42

, T
oy

am
a 

C
ity

,  
To

ya
m

a 
Pr

ef
ec

tu
re

C
ul

tiv
at

ed
B

ot
an

ic
 G

ar
de

ns
 o

f 
To

ya
m

ab
G

ra
du

at
e 

Sc
ho

ol
 o

f 
H

or
tic

ul
tu

re
,  

C
hi

ba
 U

ni
v.

M
T

D
O

41
46

I.
 tr

if
ol

ia
ta

 L
.

O
ki

na
w

a
35
°3

5′
29

.0
″N

, 1
39
°2

5′
45

.1
″E

L
oc

al
—

G
ra

du
at

e 
Sc

ho
ol

 o
f 

H
or

tic
ul

tu
re

,  
C

hi
ba

 U
ni

v.
M

T
D

O
41

29

a  I
ns

tit
ut

e 
w

ho
se

 p
er

so
nn

el
 c

ol
le

ct
ed

 t
he

 s
am

pl
es

. 
K

oi
sh

ik
aw

a 
B

ot
an

ic
al

 G
ar

de
n 

=
 K

oi
sh

ik
aw

a 
B

ot
an

ic
al

 G
ar

de
n,

 U
ni

ve
rs

ity
 o

f 
To

ky
o;

 T
am

a 
Fo

re
st

 S
ci

en
ce

 G
ar

de
n 

=
 T

am
a 

Fo
re

st
 S

ci
en

ce
 

G
ar

de
n,

 F
or

es
tr

y 
an

d 
Fo

re
st

 P
ro

du
ct

s 
R

es
ea

rc
h 

In
st

itu
te

; T
su

ku
ba

 B
ot

an
ic

al
 G

ar
de

n 
=

 T
su

ku
ba

 B
ot

an
ic

al
 G

ar
de

n,
 N

at
io

na
l S

ci
en

ce
 M

us
eu

m
. 

b  A
cc

es
si

on
 n

um
be

rs
 o

f 
th

e 
B

ot
an

ic
 G

ar
de

ns
 o

f 
To

ya
m

a:
 4

82
23

 (
I.

 s
uf

fr
ut

ic
os

a)
 a

nd
 B

G
T

45
63

9 
(I

. t
in

ct
or

ia
).

Downloaded From: https://complete.bioone.org/journals/Applications-in-Plant-Sciences on 22 Jan 2025
Terms of Use: https://complete.bioone.org/terms-of-use


