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Genetic Diversity of G. tabacina from Meizhou Island of Fujian Province
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Abstract: In this study,the genetic diversity of 40 accessions of G. tabacina , collected from Meizhou Island of Fujian province
were analyzed using 20 ISSR markers to promote the protection , exploration and utilization of G. tabacina. A total of 240 bands
were amplified, of which 229 bands, accounting for 95.4% , were polymorphic. The average polymorphism information content
(PIC) of 20 ISSR primers was 0.27 ,ranging from 0. 03 to 0. 37. The Dice similarity coefficient of the tested accessions ranged
from 0.335 6 to 0. 863 9,and averaged 0. 675 3. The tested G. tabacina were clustered into four groups by using the unweight-
ed pair-group method with arithmetic averaging( UPGMA ) ,and each group contained one or more accessions from different col-

lection sites. Results suggest there is rich of genetic diversity among the accessions of G. tabacina ,and existing gene exchange

among G. tabacina accessions from different collection sites.
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Table 1 Accessions and collection sites of 40 G. tabacina
G SRAE MR G5 RAE MR i SRR i KA M
No. of accessions  Collection site || No. of accessions  Collection site || No. of accessions  Collection site || No. of accessions  Collection site
MZY001 T Sk MZYO011 4 MZY021 Rt MZY031 L
MZY002 ERAEESS MZY012 Rl MZY022 4 I MZY032 KR
MZY003 RS MZYO013 B 4 MZY023 4 W MZY033 K1
MZY004 HEVIKESS MZY014 e 42 g MZY024 42 g MZY034 KR
MZY005 ER DS MZYO015 4 I MZY025 e 4 MZY035 KR
MZY006 ERAEESS MZY016 40 G MZY026 Gl MZY036 YT
MZY007 it MZY017 40 G MZY027 4G MZY037 Y=
MZY008 AW MZY018 AT W MZY028 a3 MZY038 AR
MZY009 AR MZY019 AT MZY029 4T MZY039 juziEing
MZY010 4 W MZY020 e 4 G MZY030 4 MZY040 a3 R
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EEAEHR0.03~0.37, K 0.27(F2),
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Fig.1 ISSR fingerprints of the 40 G. tabacina

accessions generated by primer UBC811
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Table 2 Summery of the amplification results of 20 ISSR primers

H5  BIYWAK SIMFHI(5"-3") ?ﬁiﬁ;’»;ﬁ&z' S . ZEHELH ZEHERSR

o Prmer e Drimer sequence No. of amplified  No. of polymorphic Percentage of ole
bands bands polymorphic bands/%

1 UBC807 AGA GAG AGA GAG AGA GT 17 17 100.0 0.31
2 UBC808 AGA GAG AGA GAG AGA GC 11 10 90.9 0.26
3 UBC810 GAG AGA GAG AGA GAG AT 10 8 80.0 0.22
4 UBC811 GAG AGA GAG AGA GAG AC 11 10 90.9 0.26
5 UBC815 CTC TCT CTC TCT CTC TG 3 2 66.7 0.03
6 UBC816 CAC ACA CAC ACA CAC AT 16 16 100.0 0.30
7 UBC822 TCT CTC TCT CTC TCT CA 16 15 93.8 0.29
8 UBC823 TCT CTC TCT CTC TCT CC 13 13 100.0 0.33
9 UBC824 TCT CTC TCT CTC TCT CG 6 6 100.0 0.31
10 UBC825 ACA CAC ACA CAC ACA CT 11 11 100.0 0.37
11 UBC826 ACA CAC ACA CAC ACA CC 9 7 77.8 0.22
12 UBC827 ACA CAC ACA CAC ACA CG 13 13 100.0 0.19
13 UBC829 TGT GTG TGT GTG TGT GC 15 15 100.0 0.33
14 UBC835 AGA GAG AGA GAG AGA GYC 14 13 92.9 0.18
15 UBC846 CAC ACA CAC ACA CAC ART 9 8 88.9 0.18
16 UBC855 ACA CAC ACA CAC ACA CYT 12 12 100.0 0.26
17 UBC857 ACA CAC ACA CAC ACA CYG 13 13 100.0 0.33
18 UBC864 ATG ATG ATG ATG ATG ATG 18 18 100.0 0.37
19 UBC890 VHV GTG TGT GTG TGT GT 9 9 100.0 0.31
20 UBC900  ACT TCC CCA CAG GTT AAC ACA 15 15 100.0 0.31

£+ Total 240 229 95.42

-4 Average 12.05 11.55 94.10 0.27

R=(A,G),Y=(C,T),H=(A,C,T)(i.e.not G),V=(A,C,G)(i.e.not T)

2.2 40 RS RAEMIERE

FIH FreeTree FRAFIH545 i AUARIME R 5 15
F(B&) ,40 fy R A RHE] AR R 22 2000, 335 6~
0.863 9, A AH M R ECH 0. 675 3, M003 5
MO21 FYARARLIE R B I, A 0. 3356, I 3 9 {7 4

b2 K, Ho MO03 B H JR MRS Sk, MO21 B H
HAVENE, MO34 F1 MO35 AL 2R %0 &, BUE N
0.863 9, ¢ WX Wi (45 b4 22 S f /1N, MO34 . MO35
BAHIGEIL(ERS).
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Table 3 Dice coefficient among G. fabacina accessions from different collection sites

KA AT SEIAR M 2R AL AR 22 B Rl R
Collection site Average similarity Range of similarity No. of accessions
IR Sk - - 1
HERAEESS 0.6738 0.5616 ~0.8505 5
At - - !
4G 0.7021 0.5446 ~0.8597 23
R 0.7832 0. 6906 ~0. 8639 7
T AH 0.7772 0.7525 ~0.8177 3
J3t Total 0.6753 0.3356 ~0.8639 40
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Fig. 1

UPGMA dendrogram of 40 G. tabacina accessions based on Dice coefficient
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