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Abstract: Sequence related amplified polymorphism ( SRAP) markers were used to evaluate the genetic diver—
sities of 13 pummelo ( C. maxima) germplasms collected from southern Zhejiang province and Guanxi miyou pum-
melo and its bud mutant from Fujian province. Fourteen SRAP primer combinations were thus selected and a total
of 220 PCR fragments with an average of 15. 7 bands per primer combination were obtained. Among these bands
122 (155.4%) were polymorphic showing a relatively low level of genetic diversity among the analyzed germ-
plasms. Eleven genotypes were uniquely identified in the 15 germplasms by SRAP markers. UPGMA Clustering a—
nalysis of the SRAP banding patterns showed that the 15 pummelos could be divided into 8 major groups at the simi—
larity coefficient level of 0. 97. The first group included the 7 Sijipao varieties. The second group included Guanxi
miyou and its bud mutant hongrou miyou. Each of the rest pummelos i. e. Pingyang pummelo Zaoxiang pummelo
Chuhong pummelo Hongxin 1 pummelo Hongxin2 pummelo and Sour pummelo was clustered as a separate group.
It showed that slight change occurred at DNA level in Wuchengl Wucheng3 Mazhanhongxin pummelo based on ge-
netic diversities.
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SRAP 13 Table 2 Sequences of SRAP primers
Forward primers 5°3~ Reverse primers 5°3°
fcl TCAAGGGCAGGTAAGAACAA eml GACTGCGTACGAATTAAT
fe3 GTGCTTTACTGTTTGCTCC em2 GACTGCGTACGAATTTGC
1 fc8 AATCTTCCTCAGGTTCAGA em3 GACTGCGTACGAATTGAC
1.1 fc9 TACAGAAACTTAGAACCGAAA || em4 GACTGCGTACGAATTTGA
2010 4 sal2 ATAAGAATCAGCAGACGCAT || em5 GACTGCTACGAATTAAC
. sal7 TAGAGGAAGATGCAATGTTG em6 GACTGCGTAGAATTGCA
1 sa20 TCATCTCAAACCATCTACAC
Table 1 The pummelo cultivars used in this study
sa2l GAATGCAGGAGAACACGTT
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(10ul): Table 3 The 14 SRAP primer combinations used in
0.3pmol /L. dNTPs 0.2mmol /L. Mg** 3. Ommol /L this study
0.6U Taq DNA polymerase  20ng DNA.
1 94°C 3min; 94°C 60s 35°C 60s 72°C . Primer . Primer \ Primer
90s 5 194 C 60s 50°C 60s 72°C 90s 33 o combinations * combinations o combinations
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1.4 SRAP
4 >m2 /fc3 9 >m3 /{c9 14 sm6 /sal2
8 (fel fe3 fe8. 9. e e e
sal2.sal7.sa20.sa2l) 6 (‘eml.em2. 5 em2/t9 | 10 em3/sal2




4 : 645

2.2 15 SRAP 2.3
SRAP 15
14 100 ~2000bp
- 14  SRAP 220 0. 839
15.7 122 0.700 2
55. 4% 15 SRAP 0.718 2 . 4
- eml/sal2 8 N 2 4
o 2 . 4 1 1. 000,
N 2 4 ( UPGMA) 15
(4. 1. (2
4 SRAP 0.97 8 : 1
Table 4 The amplified results of SRAP primers 7 2 .
N 1 2 1. 00
. ()
Primer
Total Polymorphic Cultivars ( line) 1 ~ 3 ~ 3 )
combina—
. bands bands distinguishable ; N N
tions
1 16 11 10.11.12.13 N 1 N 2 N
2 22 18 1.8.9.10.12.13.14.15 3.4.5.6.7.8 °
3 7 2 12 2
6
4 14 11 8.11.12.13 ?
5 20 11 11.13.14.15 ]
6 15 7 11.12.13 {9‘;
7 15 7 8.9.10.12.13 &
8 13 5 9.11.12 |_{ ig
9 13 6 11.12.13 0.72 0.79 0.86 0.93 1.00
Coefficient
10 16 11 3.8.9.10.11.12.13
2 15
11 13 6 8.11.10.13

Fig.2 UPGMA dendrogram of the 15 pummelo
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Fig.1 Banding patterns of the 15 pummelos amplified
by the primer combination eml/sal2
M: 100bp DNA ladder; 1 °
M: 100bp DNA ladder; The lane numbers represent

the corresponding germplasms listed in table 1 the same as below °
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