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Abstract: The genetic diversities of 83 early-maturing litchi( variety) plants were examined by using ISSR markers in
this study. Ten primers gave reproducible polymorphic DNA amplification patterns with a total of 128 amplified bands.
The percentage of polymorphic band was 83. 59% which showed that the early-maturing seedling litchi resources in
southwest Guangxi had abundant genetic diversity. The genetic similarity ranged from 0. 64 to 0.95 based on DICE. A
dendrogram was constructed by UPGMA method and the early-maturing litchi( variety) plants were distinguished from
cultivar litchi at a similarity coefficient criterion of 0.75. No significant correlation between the dendrogram and geo—
graphical distance was revealed among the resources.
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N N N N N N N 1 ISSRPCR
. . . . . . Table 1  Plant materials and origin of ISSR-PCR
, (2005) Noo Code U Moo cone G
1 X1 43 TY5
¢ ’ 2 X2 4 TY6
: ( 2011) 3 JX3 45 TY7
4 x4 46 7DI1
5 X5 47 D2
15 32
6  JX6 48  ZD3
° 7 IX7 49  DXI
8 Lzl 50 DX2
o 9 122 51 DX3
ISSR 10 173 52 DX4
11 174 53 DX5
12 175 54 DX6
’ 13 176 55 DX7
14 177 56 DX8
1 15 128 57 DX9
16 1729 58 DXIO
1.1 17 DHI1 59 DBI
. . . . 18 DH2 60  DB2
19 DH3 61  DB3
X ’ X X 20  DH4 62  DB4
78 4 21 DHS 63 DB5
L 1) 22 DH6 64  DB6
30 C 23 DH7 65  DB7
i 24 DH8 66 DBS8
1.2 DNA ISSR-PCR » D 67 DBY
( 2008) CTAB 26 TDI 68  DBIO
27 TD2 69  DBII
DNA 0.8% 28 TD3 70  DBI2
o 29 TD4 71  DBI3
PCR 20 pL 10 x Buffer ( 30 TD5 72 DBl4
Mg’* 15 mmol/L) 1 U Taq DNA 0.25 31 DAl 73 DBI5
mmol /L ANTP 0.25 pmol /L DNA 85 ng/ 32 DAz 74 DBIG
wL ddH,0 20 pL. 94 °C 3 DA 7 DBl
. . . . 34 DA4 76 DBIS
4 min; 94 C 1 min 1 min 72 C 35 DAS 77 DBIS
2 min 38 ;72 C 10 min; 4 °C o 36 DA6 78 DR20
PCR 4 wL 6 x Loading Buffer 1.8% 37  DA7 79
( 100 mL 5 pL GoldViewTM DNA 38 DAB 80
) D2000 DNA Ladder 39 Tyl 81
110 v 48 mA 0 m 82
41 TY3 83
° 42 TY4
1.3
SYS 2. 10e DICE
1 0 Excel NT- UPGMA ( unweighted pair group method a—
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rithmetic averages) o X
2 - ( Do
2.1 DNA 0.75
DNA 0
o DNA 0
260/280 1.70 ~1.90 —
e | X 2
DNA N S
_ A4
ISSR-PCR o ES?
2.2 oho
102
100 ISSR — i
DH4
10 \ i
DH&
" —
D4
107 83.59% oxd
———
° DX7
DX8
—— 09
9~15 12.8 e S— 1
DX10
320 ~2 000 bp 350 ~1 600 bp —_— D812
1 —e DB 1 1
( 2) o —:Egif
DB‘EE
JAT
Table 2 ISSR primers and polymorphic analysis L2
—
——
No. of No. of Percentage _‘_Etég
Primer total polymorphic of polymorphic L7
bands bands bands ( %) gy M—
DAT
UBCS11 9 8 88.89 Iz
UBC818 15 13 86.67 oS
LIS
UBC824 12 11 91.67 _| B2
Iy4
UBC835 13 10 76.92 e e BE—
UBC840 11 8 72.73 e
UBC841 15 12 80.00 R
UBC844 14 11 78.57 083
UBCS848 13 12 92.31 —‘:EEEE
UBC852 12 10 83.33 %B16
UBC857 14 12 85.71 peis
Total 128 107 — o5t
Average 83.59% Fé’é?g
maE
T T T I T T T I T T T I T T T T Dmg
2.3 0.64 0.72 0.80 0.87 0.95
Coefficient
NTSYS 2. 10e 83 (
) ISSR 1 83 ( ) ISSR
( ) Fig. 1 Dendrogram of phylogenetic relationship
among 83 early litchi( variety) plants by ISSR
0.64 ~0.95 markers based on UPGMA analysis
0 UPGMA
0.70 3 3

ISSR
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