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Abstract ; Based on the collection of Hainan island landraces of Cucurbita moschata,the present study was
aimed to analyze their genetic specificity and establish DNA fingerprinting for 28 landraces by inter-simple sequence
repeat (ISSR ) and sequence-related amplified polymorphism ( SRAP) ,which would provide applicable guidance for
identification , evaluation , protection , and utilization of Hainan island landraces of C. moschata. The results showed
that genetic specificity was significant among the 28 landraces with special genetic background, 10 specific markers
and 11 unique-lack bands scored were produced by 6 ISSR primers and 11 SRAP primer pairs. And four DNA fin-
gerprintings for the 28 landraces were developed by two ISSR primer combinations and two SRAP primer combina-
tions, i. e. UBC807/UBC814/UBC844/UBC868 , UBC808/UBC814/UBC844/UBC868 , Mel/Em2 + Mel/Em10 +
Me2/Em3 ,Mel/Eml + Mel/Em10 + Me8/Em3 , respectively. All the DNA fingerprintings developed were intuition-
istic and simple. ISSR and SRAP molecular markers could be effectively used in the analysis of genetic specificity
and DNA fingerprinting establishment for the landraces of C. moschata.
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Table 1 Serial number,location,and fruit shape of 28 Hainan island landraces of C. moschata
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Table 2 6 ISSR primers and 11 SRAP primer pairs selected and their results amplified in 28 Hainan island landraces of C.

moschata
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No. Primer sequence Polymorphic rate
produced bands
ISSR 5149
UBC807 AGAGAGAGAGAGAGAGT 12 8 66.7
UBC808 AGAGAGAGAGAGAGAGC 12 6 50.0
UBC814 CTCTCTCTCTCTCTCTA 8 3 37.5
UBC844 CTCTCTCTCTCTCTCTRC 6 5 83.3
UBC855 ACACACACACACACACYT 5 5 100. 0
UBC868 GAAGAAGAAGAAGAAGAA 20 14 70.0
SRAP 5192 NAGEILY) B34
Mel-Eml TGAGTCCAAACCGGATA GACTGCGTACGAATTAAT 5 4 80.0
Mel-Em2 TGAGTCCAAACCGGATA GACTGCGTACGAATTTGC 14 8 57.2
Mel -Em4 TGAGTCCAAACCGGATA GACTGCGTACGAATTTGA 13 9 69.0
Mel-Em8 TGAGTCCAAACCGGATA GACTGCGTACGAATTAGC 5 5 100.0
Mel-Em10 TGAGTCCAAACCGGATA GACTGCGTACGAATTTAG 13 11 84.6
Me2-Em2 TGAGTCCAAACCGGAGC GACTGCGTACGAATTTGC 6 5 83.3
Me2-Em3 TGAGTCCAAACCGGAGC GACTGCGTACGAATTGAC 16 6 37.5
Me2-Em10 TGAGTCCAAACCGGAGC GACTGCGTACGAATTTAG 10 5 50.0
Me8-Em3 TGAGTCCAAACCGGTGT GACTGCGTACGAATTGAC 13 11 84.6
Me8-Em5 TGAGTCCAAACCGGTGT GACTGCGTACGAATTAAC 14 5 36.7
Me8-Em8 TGAGTCCAAACCGGTGT GACTGCGTACGAATTAGC 13 10 76.9
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Table 3 The specific marker,unique-lack band and typical bandmap amplified by ISSR and SRAP primers
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UBC807 5
UBC808 UBC808-1000 i 18 4 2 18 7 31
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i 27 28
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a,b,c,d,e,and f were selected for analysis of DNA fingerprinting represented the bands of Me8/Em3-1000,Me8/Em3-650,
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Fig. 3 Four DNA fingerprintings for 28 Hainan Island landraces of C. moschata developed by ISSR and SRAP markers
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