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Abstract; Twelve ISSR primers screened from 100 primers, were selected to analysis the genetic relationship of 22
materials belonging to 16 mango (Mangifera indica L.) cultivars or lines selected and breeded by the Guangxi Institute of
Subtropical Crops. The results showed that 85 scorable polymorphic bands of a total 127 bands were produced and
percentage of polymorphic bands was 66.93% . Based on UPGMA analysis, all samples showed higher similarities and
their coefficients were more than 0.81. If the coefficient 0.82 was regarded as divided line of their genetic relationship,
22 materials could be clustered into three groups by ISSR. The genetic relationship of Gui Re Mango cultivars or lines

could be better assessed by ISSR-PCR.
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1.3 PCR /1

FrR5 %5 B2 X B H I K 2% UBC 24 H]
N5 ¥ ¥ 31 (University of British Columbia, Set
No. 9, No. 8012900), 5| ¥t A4 T 5. PCR X
MR A 20 wl AR &R: 10 mmol/L Tris-HCI (pH
8.3), 50 mmol/L KCl, 1.5 mmol/L MgCl,, 0.2 mmol/L
mixed ANTP, 0.25 wmolL 51#), 1 U i) Tag B A
(Takara Biotechnology ), ##{ DNA % 60 ng; PCR ¥
RS 94°C FiAS M 5 min; 94°C 254 1 min, 50°C
B 1 min (R [F] 5] ¥ 3R KR BEA [F]), 72°C 2E fif
2 min,40 & ; 72°C L H 10 min, R I Thermo
PCR {179 4 ,PCR =¥ 1E 2.0% i fRWHBE L
H, 3k , Marker 7 GeneRuler™ 100 bp DNA ,EB 41t
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R SREN B AR SRR , 3 e i S Y R SR e £
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Table 1 Cultivars (lines) of mango tested
£ SR E R SR FAREE FhF IR
No. Cultivars or lines Origin Parent Embryonic
1 R 23 5 Gui Re Mango23 J" 78 Guangd ? Z i Polyembryonic
2 HHH- 14 5 Gui Re Mango 14 J~Pi Guangx ENJER- 901 5 Neelum H i Monoembry onic
3 FEHA 10 5 Gui Re Mango 10 J" 7 Guangx R TR Yellow Aroemwnis B Monoembry onic
4 A 108 5 Gui Re Mango 108 J"7§ Guangd Ep B AL 902 5 India Mango 902 £ Polyembry onic
5 F14: 7F K- Nang Klang Wan #%E Thailand ? HLE Monoembry onic
6 HEHAH: 2 5 Gui Re Mang» 2 J" P8 Guangsd ? £ JiE Polyembry onic
7 FEHA 120 5 Gui Re Mango 120 J~P4 Guangx HH TN Yellow Aroemwnis B i Monoembry onic
8 HEHH- 3 5 Gui Re Mang 3 J"7 Guangs #HZ TR Yellow Aroemwnis HLE Monoembry onic
9 H: R Keawsaweuy #E Thailand ? % i Polyembry onic
10 #HWH- 82 5 Gui Re Mango 82 J"7 Guangd ENER- 901 5 Neelum £ Polyembry onic
11 HE TN Yellow Aroemwnis R E Thailand ? HLE Monoembry onic
12 - 60 5 Gui Re Mango 60 J=78 Guangd ENEER- 901 B Neelum BT Monoembry onic
13 MK 7 5 Gui Re Mango 7 J"V§ Guangsd RN Yellow Aroemwnis B Monoembry onic
14 £JEK- Jin Huang Mango £ Taiwan H&FA x LK Nang Klang Wan x Keitt £ Polyembry onic
15 A 284 B Gui Re Mango 284 J"P Guangd ? ZJiE Polyembryonic
16 fEHH: 285 5 Gui Re Mango 285 J"P§ Guangd HH- 10 5 Gui Re Mango 10 £ Polyembry onic
17 ENEER- 901 £ Neelum ENfE India MM Deshehari £ Polyembry onic
18 PR 265 5 Gui Re Mango 265 J"V§ Guangsd ? HLE Monoembry onic
19 FEMH- 94 5 Gui Re Mango 94 J"P4 Guangd ENFER- 902 5 India Mango 902 R Monoembry onic
20 MK 71 £ Gui Re Mango 71 J" P Guangd H%: 7 A Nang Klang Wan £ Polyembry onic
21 ENJEM- 902 B India Mango 902 ElJE India ? Z I Polyembryonic
22 #2645 Gui Re Mango 264 I"7§ Guangd EFER- 901 5 Neelum £ Polyembry onic

2 AW E B HIAFEFIX - ? means unknown, indefinable or still disputed.
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2 GiR Mo

2.1 ISSR 5| #1fii£ SPCR 318
ISSR 5| ¥y ik it F MOBAR A At 10 5 4

R 94 5 LR TR R 120 5, A\E AT
100 519, EEE S FE EE LT FWE
W AE 14 , B £ 2k € UBC-868 . UBC-812, UBC-828
UBC-890, UBC-811, UBC-841 , UBC-859 , UBC-857,
UBC-851,UBC-840 ,UBC-835 ,UBC-856 3L 12 4%, 8%
JEHX 12 2551 B xR Y 22 AR E 4T ISSR-
PCR Z3#7, $t4 184 H 127 45 DNA 847, Hirh 27854
Z R 85 AR, A AR BN EN 66.93% , K 22
AR A LR 3 5 A 2R (B 1),

2.2 BERLH
ST #5417 DICE %iit, Al UPGMA 44
B TREME 2).

M 2 WTRUE B, iX 22 MRERB RSN (R)Z
V] ) [RT VR AR 5, 7E 0.81 ~0.96 2], Hrh Di A i

F2 ISSR3|MIHY AR
Table 2 Amplification result of ISSR primer

5149 F57 Sequence ¥ IEHEK Total LM Number  Z3SMHEE 24X Percentage
Primer 5'-3) amplified bands of polymerphic bands of polymorphic bands
UBC-868 (GAAY 9 6 66.7
UBC-828 (ACBC 9 5 556
UBC-812 (GA)BA 8 5 62.5
UBC-890 VHV(GT)7 7 3 429
UBC-811 (GARC 9 5 556
UBC-841 (GARYC 13 12 23
UBC-859 (TGBRC 9 5 556
UBC-857 (ACBYG 14 7 50
UBC-851 (GTRYG 14 11 78.6
UBC-840 (GARYT 7 5 714
UBC-835 (AGRYC 16 11 68.8
UBC-856 (ACRYA 12 10 833
Total 127 85 66.9
3000 bp M 1 2 3 4 7 9 10 0 2 B M4 131 17 B © 20 2 2 M
200 bp '
1300 bp
1200 bp
103 bp
900 bp _—
%00 bp «-;}
700 bp o
6500 bp *’{
300 bp-';//
400 bp
300 bp /

Bl 1 5[4 UBC-857 % 22 AR (R PCR ¥ 38 %
Fig 1 PCR amplified pattern of twenty-two mango cultivars or lines with primer UBC-857
M: GeneRuler™ 100 bp DNA Marker; 1 ~22 W35 1, 1~22 sec Table 1.
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Fig 2 UPGMA dendrogram among 22 mangp cultivars or lines
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