2012 13(3):381-385

Journal of Plant Genetic Resources

1 2 13 1 1
(! / 201106;
2 830091; * 210095)
: 12 72 SSR 30 ;56
SSR 30 . 138 2~6 2.6
86. 16 2.25. SSR (PIC) 0.045 ~0.725 0.390. 30
0.274 ~0.974 0. 665 90. 4% 0.474 ~0. 824
; UPGMA 30 3

; SSR; ;

Analysis of Genetic Diversity of Melon Varieties Using SSR Markers

LIU Long-hou' ZHAI Wen-qiang" CHEN Yadi' > CHEN You-yuan' ZHU Wei-min'
(" Shanghai Key Lab of Protected Horticultural Technology/ Horticultural Research Institute Shanghai Academy
of Agricultural Sciences Shanghai 201106; *Xinjiang Academy of Agricultural Sciences
Wulumugi 830000; > Nanjing Agriculture University Nanjing 210095)

Abstract:  Genetic diversity of 30 melon varieties originating from the Middlefast area Province or intro—
duced from Taiwan area and Japan was analyzed by 72 SSR primers distributed on 12 melon chromosomes. The
results showed that 56 SSR primers of total exhibited polymorphism and 138 alleles were detected with a range from
2 to 6 and n average number of alleles per SSR of 2. 6. The effective alleles were 86. 16 with an average of 2. 25.
Each value of allelic polymorphism information content ( PIC) ranged from 0. 045 to 0.725 based on an average of
0.390 per SSR marker. The genetic similarity of paired varieties varied from 0.274 to 0.974 with an average of
0. 665 and the genetic similarity of 90.4% varieties tested ranged from 0.474 to0 0. 824. According to the method—
ology of UPGMA 30 melon varieties could be clustered into three groups based on the generic similarity coefficient
as the original data. In combination with pedigree analysis results showed that the genetic diversity of melon varie—
ties in Middle-East area was not enough at present and it had closer genetic relationship among most varieties. It is
important to broaden the genetic resources and explore the genetic background in order to provide high quality
melon variety in current melon breeding programs.
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Table 1 Name pedigree and origin of 30 melon varieties
Variety Origin Variety Origin
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Table 2 Primer chromosome location number of alleles E and polymorphism index content( PIC) for SSR markers
PIC PIC
Primer Chr. Na Ne PIC Primer Chr. Na Ne PIC
CMCTN86 1 2 1.784 0.476 AE-200 2 2 1.742 0.538
CMCT505 1 2 2.143 0.578 GCM548 2 2 2.093 0.653
CMCTNS3 1 5 1.564 0.369 TJ24 2 5 1.527 0.417
CMMJ35-3 1 2 1.83 0.423 CMGA36a 2 3 1.787 0.478
CMN22-85 3 2 1.665 0.591 CMM5154 4 2 1.626 0.668
CMBR100 3 2 2.144 0.679 CM122 4 6 3.124 0.697
CMTCN66 3 3 1.854 0.396 CMAGN73 4 2 1.810 0.447
CSWCT10 3 2 1.923 0.480 CMBRO035 4 2 1.878 0.542
CMXET6 5 2 3.965 0.445 CMN2146 4 2 3.872 0.503
CMTCN9 5 4 2.174 0.769 CMBRO089 4 3 2.123 0.869
CMCTN35 5 4 1.456 0.566 CMN21-06 4 2 1.422 0.640
CMATN101 5 2 1.379 0.458 CSCT571b 4 2 1.347 0.518
CMGAN3 5 2 1.381 0.331 CMTCNS0 6 2 1.349 0.374
CSWCTTO02 5 2 1.301 0.454 CMN61-14 6 2 1.270 0.513
CMAGNT75 7 2 1.756 0.517 CMBRO58 7 6 3.301 0.631
CMMS004 7 2 2.914 0.769 CMTCNG65 8 2 2.846 0.869
CMNCAN90 7 5 1.564 0.696 CMATI141 8 2 1.527 0.786
CMBRO028 7 3 1.183 0.468 CMAG59 8 5 1.155 0.529
CMGAISC 7 2 1.431 0.531 CMGAN25 8 2 1.397 0.600
CMATN22 9 2 1.965 0.351 CMBR022 8 4 1.919 0.397
CMNS5372A 9 2 3.114 0.769 CMBRO07 8 2 3.041 0.869
CMCTN7 9 4 1.854 0.386 CM-9b 10 2 1.810 0.436
CMCTN1b 9 3 2.123 0.518 CMGAI172 10 2 2.073 0.585
CMTC47C 9 2 1.601 0.431 CMBRO55 10 5 1.563 0.487
CMAGN45 11 2 3.414 0.579 CSWCT22A 10 2 3.334 0.654
CSWCT18B 11 5 1.654 0.486 CMCTN71 10 2 1.615 0.549
CMATNS89 11 2 2.876 0.455 CMGAN24 12 2 2.808 0.514
CMMS354 11 2 2.146 0.463 CM39hb 12 4 2.096 0.523

Na: Observed number of alleles; Ne: Effective number of alleles
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Fig.2 Dendrogram of 30 melon varieties based on SSR marker
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