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Determining Genetic Structure of Culture Rana rugolosa
Populations by RAPD Analysis
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Abstract

Determining genetic structure of culture Rana rugolosa population by RAPD analysis performed with the same age
group and different size of culture Rana rugulosa. Body weights of a small size group were between 50-70 g and body weights
of a large size group Rana rugulosa were between 100-150 g. Fresh tissue from muscle of each Rana rugulosa was used for
DNA extraction. The results of the study indicated that the concentration of extracted DNA was 55 to 3,755 ng/UL. The purity
of DNA was 1.27 to 1.83. The result of DNA amplification with various primers; OPE15, OPE19, OPE20, OPY15 and
OPY19, yield 434 DNA fragments. Size of DNA bands were between 300 to 1031 base pairs. The polymorphic band was
26.0 to 47.5 %. A genetic distance (D) was 0.09 to 0.64 and similarity index (S) was 0.36 to 0.91. The results of the present
study indicated that all sizes of the same age population from different brood stocks were the same population. The different of

growth resulted from environment or culture technique.
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Dendrograms
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B3 MN 1 ANNLYNAULIEANNUIGNDUNALBULDNY

MOANAULEN ANNENTUYBIFALDULD

YUINY ﬂ'J']N“IJ%ﬂVIé‘UENaLSULB
260 nm 280 nm (ng/uL) ’
AUAUIN 1 0.197  0.353 492.5 1.43
Tnad 2 0.259  0.460 647.5 1.52
3 0.198  0.500 495.0 1.42
4  0.745  0.470 337.5 1.31
5 0.135  0.431 1862.5 1.81
6 0.137  0.918 342.5 1.62
7 0.252  0.432 277.5 1.78
8  0.127  0.421 285.0 1.43
9 0.704  0.410 55.0 1.72
10 0.126  0.361 630.0 1.56
AvaNAEn 1 0.159  0.581 317.5 1.43
2 0.114  0.368 3755.0 1.47
3 0.194  0.425 485.0 1.81
4  0.157  0.468 392.5 1.83
5 0.126  0.385 315.0 1.56
6 0.704  0.383 1760.0 1.43
7 0.144  0.447 2457.5 1.36
8  0.205  0.422 512.5 1.82
9  0.281  0.740 702.5 1.27
10 0.379  0.903 360.0 1.36
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MR 2 AassrianuaaInaa (Similarity index; S) w89Usemnsnu (FL= nUawe el
FS = nuainaLdn)

FL1 | FL2 | FL3 | FL4 | FL5 | FL6 | FL7 | FL8 | FL9 |FL10| FS1 | FS2 | FS3 | FS4 | FS5 | FS6 | FS7 | FS8 | FS9 | FS10
FL1 | 1.00
FL2 | 0.91] 1.00
FL3 | 0.82| 0.91 | 1.00
FL4 | 0.73] 0.82] 0.73 | 1.00
FL5 | 0.56 | 0.64 | 0.73 | 0.46 | 1.00
FL6 | 0.56 | 0.64 | 0.73 | 0.46 | 1.00 | 1.00
FL7 | 0.46| 0.60| 0.64 | 0.36 | 0.91 | 0.91 | 1.00
FL8 | 0.46| 0.56 | 0.64 | 0.56 | 0.91] 0.91 | 0.82 ] 1.00
FL9 | 0.56 | 0.64 | 0.55| 0.82 | 0.46 | 0.46 | 0.56 | 0.55 | 1.00
FL10}| 0.64] 0.73 | 0.64 | 0.91 ] 0.55| 0.55 | 0.46 | 0.64 | 0.91 | 1.00
FS1 ]0.91]0.82]0.73] 0.82| 0.46 | 0.46 | 0.37] 0.55| 0.64 | 0.64 | 1.00
FS2 1 0.91]0.82]0.73] 0.82| 0.46 | 0.46 | 0.36 | 0.55 | 0.64 | 0.73 ] 0.91 | 1.00
FS3 ] 0.82] 0.91| 1.00| 0.73| 0.73 | 0.73 | 0.64 | 0.64 | 0.55| 0.64 | 0.82 | 0.73 | 1.00
FS4 | 0.64] 0.73 ] 0.64 | 0.73 ] 0.55| 0.55| 0.64 ]| 0.64 | 0.73 | 0.64 | 0.64 | 0.73 | 0.64 | 1.00
FS5 | 0.55| 0.64 | 0.73 ] 0.55| 1.00 | 1.00 | 0.91] 0.91 | 0.46 | 0.55| 0.55 | 0.46 | 0.73 | 0.55 | 1.00
FS6 | 0.45] 0.55] 0.64 | 0.36 | 0.91 0.91| 1.00| 0.82 | 0.55| 0.50 | 0.50 | 0.36 | 0.64 | 0.64 [ 0.91 | 1.00
FS7 | 5.45] 0.64 | 0.73] 0.45| 1.00 | 1.00| 0.91] 0.91 | 0.50 | 0.50 | 0.55] 0.50 | 0.73 | 0.55 | 1.00 | 0.91 | 1.00
FS8 | 0.50| 0.55| 0.64 | 0.55| 0.91 0.91 | 0.82] 1.00 | 0.55 | 0.64 | 0.50 | 0.55 | 0.64 | 0.64 | 0.91 | 0.83| 0.91 | 1.00
FS9 | 0.64] 0.73 ] 0.64] 0.91 | 0.55 0.55| 0.50 | 0.64 | 0.91| 0.64 0.73] 0.64] 0.91| 1.00 | 0.64] 0.73| 0.64 | 0.64 | 1.00
FS10] 0.641 0.73] 0.64| 0.91] 0.55] 0.55] 0.50| 0.64 | 0.91| 0.64] 0.73 ] 0.64| 0.91| 1.00 | 0.64 ] 0.73| 0.64 | 0.64 | 1.00 | 1.00
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(n) (¥) (n)

gﬂﬁ 1 (n) sUuvudiduerssnuamnadnanlnsues 1) OPE15; 2) OPE17; 3) OPE19; 4) OPE20; 5)
OPY15 waz 6) OPY19; (%) gﬂLmuﬁL%‘mawmﬂuwmmimgmﬂlwsma% 1) OPE15; 2) OPE17;
3) OPE19; 4) OPE20; 5) OPY15 Wag 6) OPY19; (M) 211024 100bp DNA ladder; M=100bp

DNA ladder; nc= negative control

FL1
IFs1
FL2
Fi2

[FL3
IFss

FLIO
IF‘SS‘

Filo
FL%
Fi4

FLS
|ms
|FSS
F57
FL?
IFss
FLE
IFse

| T T T T T T T T T T T T T T T T T T T |
L] [1)il:] ar? nae 100
Coefficient

3Ufl 2 Dendrograms a55%fiANuAMEAG (Similarity index) 2a9UszanInuzIna@nuaszaaluajde
BMIIANaNULUY UPGMA



