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Abstract; The genetic diversity and phylogenetic relationship of 27 C. melo var. makuwa landraces of Zhejiang

province were investigated by 81 phenotypic traits and cluster analysis. The results showed that Shannon-weave ge-

netic diversity coefficient of the 48 qualitative traits ranged from 0. 17 to 1. 98 ,and the variation coefficient of the 33

quantitative traits varied between 4. 56% and 83. 50% ,implying the abundant genetic diversity. The cluster analysis

based on the phenotypic traits indicated that the 27 oriental melon landraces could be divided into two groups at

similarity coefficient of 0. 30, well in correspondence with the growth period. On the other hand, the divisions of sub-

groups were independent of each other,but correlated with shape of fruit and seed and color of leaf, pericarp and its

coating lines. The results of this study enrich the evaluation system and provide important information for the exploi-

tation and utilization of excellent gene resources of melons.
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Table 1 names and origins of the collected Cucumis melo var. makuwa in this study
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Table 2  Classification for the registered qualitative traits

of Cucumis melo var. makuwa
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Table 3 Genetic diversity of the qualitative traits of the Cucumis melo var. makuwa

B3R 3A Frequency distribution WAL 2R R
MR Traits
0 1 2 3 4 5 6 7 8 H'

T 0.11 0.33 0.41 0.15 1.26
FHRAIEE 0.04 0.70 0.19  0.07 0.88
T Ml 0.67  0.33 0.63
551 MEAEERAL 0.22 0.78 0.53
TR 0.33 0.19 0.48 1.03
& HERA 0.04 0.74 0.22 0. 68
HEAE LI R 0.48  0.52 0. 69
WA AR 5, 0.44 0.37 0.19 1.04
AR AR 0.52  0.44  0.04 0. 83
RN 0.33  0.59 0.07 0. 86
TFhHHE 0.07 0.19 0.74 0.72
RS 0.59  0.30 0.11 0.92
R R A 0.33 0.04 0.26 0.37 1.21
IR 0.07  0.48 0.30 0.15 1.18
i ik 0.63 0.19 0.19 0.92
NIENTIZIN 0.37 0.56  0.07 0.88
2 &y 0.15 0.52 0.33 0.99
Ly ful 0.37  0.41 0.22 1.07
ki €, 0.67  0.33 0.63
L RTTEAN 0.22 0.78 0.53
HHEm 0.56  0.44 0. 69
i, 0.33 0.63 0.04 0.79
T 0.22  0.78 0.53
RITBAR 0.04 0.15 0.41 0.07 0.15 0.07 0.11 1. 68
R E 0.19  0.81 0. 49
SR AL 0.96  0.04 0.17
SR 0.44  0.56 0. 69
RIS, 0.33  0.11 0.56 0.93
Sk 0.93 0.07 0.25
EITTIES 0.78  0.22 0.53
ST B 0.78 0.04 0.04 0.15 0.74
ST R SO B 0.78  0.22 0.53
ST £ A 0.78  0.04 0.19 0. 64
SRIEZEL 0.89  0.11 0.35
REEBOVAR 0.11 0. 07 0.04  0.41 0.37 1.29
R A 0.85  0.04 11 0.51
RIFIEA 0.44  0.44 0.11 0.97
EUSIAN 0.67  0.33 0.63
SR A, 0.48 0.44 0.04 0.04 0.97
AR B, 0.67 0.07 0.22 0.04 0.92
JINE (2, 0.48 0.04 0.19 0.30 1.16
K 5 0.07 0.5 0.33 0. 86
I FREIES 0.41 0.59 0. 68
FFIEAR 0.22 0.78 0.53
Tl 12 JR2 3l 0.37 0.56  0.07 0.88
ARz 5, 0.199 0.70  0.04  0.07 0.88
RERA 0.22 0.04 0.19 0.04 004 0.07 0.07 0.11 0.22 1.98
REEBUE A, 0.11 0.15 0.15 0.04 0.04 0.07 0.41 0.04 1.75
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Table 4 Phenotypic variations of the quantitative traits of the Cucumis melo var. makuwa

PR Rk brifE2e RRE He/ME &= A RE(% )
Traits Mean SD Max. Min. Range cv
FHALSE (em) 2.78 0.43 3. 60 1. 80 1. 80 15. 48
THFERE (em) 1.65 0.21 2.10 1.20 0.90 12. 86
T BE (em) 2.20 1.45 5.80 1.30 4.50 65. 89
AL (mm) 3.38 0. 67 4. 60 2. 40 2.20 19.73
FEFPESE 1 AR ROITES (d) 35. 60 1. 60 41. 00 33.00 8.00 4.56
951 MR AL () 6. 60 0.70 8.00 5.00 3.00 10. 53
FEFh RS 1 BEEH IR (d) 39. 50 2.30 45.00 35.00 10. 00 5.72
WELETEAHL(2) 2.40 0. 80 4.00 1.00 3.00 35.06
AT HEAREL (2%) 2. 14 0. 40 3.20 1.00 2.20 18.74
BEAEAETER /N (em) 3.07 0.59 4. 60 2.10 2.50 19. 30
MK (em) 15. 50 5.11 21. 60 6. 50 15. 10 32.91
R FEBE (em) 14.90 5.75 21.70 5.70 16. 00 38. 66
AFAR A B (em) 10. 10 3.31 15. 60 0.50 15.10 32.72
HAALEE (mm) 3.68 1.41 6.70 2.00 4.70 38.35
A (em) 9.70 2.34 15.20 6.20 9. 00 24.09
FEKAEE(m) 3.28 0.59 4.47 2.02 2.45 18. 00
F LM (em) 0.76 0.19 1.30 0. 30 1. 00 24.53
FRE(%) 5.20 4,34 15. 60 0 15. 60 83.50
WSR2 (% ) 7.47 5.28 23.40 0 23.40 70. 64
AR E (em) 2.04 0.84 4.20 1.10 3.10 41.08
SRARHLEE (em) 0.43 0.12 0. 70 0.28 0.42 27.93
RN (em) 1.76 0.74 3.20 0. 70 2.50 42.18
RLHER(g) 512. 60 159. 00 1000. 00 296. 00 704. 00 31.02
RELREW(D) 19. 30 3.50 28. 00 15. 00 13. 00 18.19
LEFH() 74. 00 18.40 120. 00 60. 00 60. 00 24. 82
RTKE (em) 15. 40 5.63 28. 60 7.10 21.50 36. 59
RILFESE (em) 7.28 1.47 11.20 4.10 7.10 20.25
JEPEEE (em) 1.68 0.36 2.20 1.10 1.10 21.38
FE RN (em) 3.82 1.13 6.50 2.10 4.40 29. 67
HRFh 3L 76.30 49.20 234. 00 31.00 203. 00 64. 48
AT BE (mm) 6.33 0.63 7.90 5.20 2.70 9.91
AP 55 B (mm) 3.01 0.27 3.50 2. 40 1.10 8.99
B THRE(g) 11. 60 2.96 19. 60 8. 00 11. 60 25.41

FON N T AR R R BARAE R iy AR 0. 55, Frg PRRS 2B IR A ¢ R 500
A RE WS 0 A SR B PR ER 0. 96, T B PR OIR 15 4 A 1 IR B R O &R B
PER (BTEPEIR + B Motk ) ST RIS 0T W58 27 0.29, X BEIARI AR S MRS F0 38 IR R 2% 06 &
133 J BN SR 25 2 . 83 Mantel 56 % 38, 38 I, B MR B T AR B A
A e R R PR AR A A 35 A A B 2R 8 A
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Fig.1 Dendrogram of the 27 Cucumis melo var. makuwa derived from a clustering analysis based on the phenotypic traits
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