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APPENDIX A

RAPD patterns of the 4 geographic samples of P.monodon
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LAPD patterns of 28 individuals of the Trad sample
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RAPD patterns of’ 15 individuals of the Angsila sample
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APPENDIX B

Genotypes for each primer in the 4 geographic samples of P. monodon

A. primer 101

sizz(bpp) |A B C D EF GHIJTKLMNOPQRSTUYV WX

1800 61 00 0 00 01090 00O 000 O0CO0OCOD O0O0 1 0
1550 ¢ r o01 00 010001 9 01 00111 1110
1350 ¢t 00 0 01 1111 01000090 00¢O0C 1111

1050 o t 1011011 1o 090011 1T 10001t 11

310 61 00 0 00 0611 00CGO0O0OO0COGO O T1TO0T1 01 11

790 1 0 11 111 101011 11 00110000
710 1 111111 111%¢t 110 01 1 011 11 01
690 t o101 000011111 0011111000
590 1 1 11 1 11 1o 1 v 11 1 1.1.1 001 11 1 1
520 1 11 1111 1111111 1111111111
470 | ISR IR R S Al FE B e SRS I RN MR A R U SN SRS N R U S S

420 101 11110111 111 1t1 11111000




B. primer 174

size (bp)

genotype

P QRSTUYV

w

Z AA AB AC AD AE AF AG AH

1500
1450
1350
1200
1050
720

700

520

420

O 01 0 0 0000

011 0 0

i

0

0

911



- C. primer 268

1

genotype
size (bp) AB EF G J MNOPQRSTUV WX Z AA AB AC AD AE AF AG AH Al
1250 00 010 1 I 001 1111010000010 1 1 1111
1150 10 1 01 0 1 o1 1 01111110 1111 1 00011
980 00 010 0 0O 00111 001100 11 11 1 11111
890 10 000 0 1 01001001111 10000000000
790 11 1 01 1 1 1 111 1 111111 1110 1 11 011
710 00 0 0 1 1 0 0 0 1 11101010 0001 0 1 1111
650 11 1 11 1 111111111111 1111 1 1 1111
490 11 1 01 i 1 0061 1 1 110101 1001 0 00000
400 11 1 0 1 1 1 1 1 11 % 111111 1111 0 ¢ O 0 QO

LT1



D. primer 428

size (bp)

Z AAABACAD

1800
1400 1
1250
1150

950

330
590

200

BII1



E. primer 456

size (bp)

2100
2000
1400
1300
1250
1200
1100
920
) 750
700

650

520
480

250

611



F. primer 457

size (bp)

genotype

VWXY

Z AA AB AC AD AE AF AG AH AT AJ AK AL AM AN AQ AP AQ AR AS

2200

1250

950

850

800

730

650

550

420

350

500 0

g 0

0

0

0

1

1

1

0

1

0

i

0

1

0

1

0

1

0
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0
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G. primer 459

size (bp)

1550

1450

800

79

730

700

690

620

480

430

genotype
J KL MN
11 010
10 110
= a1\
S\F RN
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11110
11010
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1 1 I
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APPENDIX C

Data analysis of new Satun-Trang sample

Estimated similanty (S) for each primer within the 5 samples of P. monodon

Primer Satun-Trangl* -Satun-TrangZ“ Angsila Trad Medan
101 0.9149 0.8818 0.9146 0.9099 0.9605
174 0.8619 0.3056 0.8412 0.8216 0.8651
268 0.8044 0.3874 0.8233 0.8239 0.7640 -
428 0.8208 0.8438 0.9151 0.8086 0.9420
456 09149 ) 0.9598 0.9937 0.9284 0.8016
457 0.8512 0.9243 0.9269 08279 0.8648
459 0.8904 0.8457 0.9120 0.9316 0.8403
Mean 0.8655 0.8791 0.9047 0.8646 0.8626

SD 0.0437 0.0518 0.0556 0.0557 0.0705

*Satun-Trang| = previous Satun-Trang, Satun-Trang2 = new Satun-Trang



Estimated similarlity (S;;) for each primer between the 5 samples of P. monodon

S-T2/M*

Primer S-TUT* S-T1/A® S-TI/M* S-T1/8-T2* S-T2T* S-T2/A* T/A* T/M* AM*
101 0.9614 0.9704 0.6518 0.9860 0.9688 0.9539 0.6467 0.9303 0.6448 0.7011
174 0.9442 0.9813 09144 1.0300 1.0438 1.0158 0.8958 0.9552 0.8762 0.8902
268 09512 0.9743 0.6886 0.9501 0.9407 0.9733 0.6726 0.8787 0.7186 0.7000
428 0.8801 0.8621 0.6344 0.9555 0.8745 0.8586 0.6662 09863 - 05174 0.5151
456 0.9820 0.9868 0.8712 0.9968 1.0019 0.9960 0.8084 09717 0.8696 0.3369
457 0.9641 0.9318 0.9133 0.9217 0.9562 0.8572 0.8483 0.9219 0.8831 0.8117
4-59 0.9516 0.9978 0.8435 0.9628 0.9482 1.0291 0.799¢ 09799 0.7739 0.8389

Mean 0.9478 0.9578 0.7882 09718 0.9620 0.9548 0.7624 0.9463 0.7548 0.7563

SD 0.0323 0.047 0.125 0.0354 0.0527 0.0708 0.0994 0.0385 0.1382 0.1283

*S-T1= previous Satun-Trang, S-T2 = new Satun-Trang, T = Trad, A = Angsila and M = Medan

gCl




Estimated of genetic distance for each primer-between the 5 samples of P. monodon

A. All primers
S-T1* S-T2* T* A* M*
ST .
5-T2 0.0328 -
T 00622 00466 -
A 0.0487 00519  0.0624 .
M 02812 03186  0.3340 0.3225 -
C. Primer 174
STI+ ST T A* M*
S-Tl -
S-T2 -0.0359 .
T 0.0684  -0.0525 -
A 00222  -00192 0.0553 -
M 0.1048 01326  0.1585  0.1378 -

B. Primer 101
S-TI*  S-T2* T* A* M?*
S-T1 -
S-T2 0.0155 -
T 0.0432  0.0353 -
A 00330 00526 00795 -
M 0.4638 04829 04774 03837 .
D. Primer 268
ST1*  ST2° T* Al M*
S-T1 -
S-T2 0.0596 -
T 0.0618  0.0711 -
A 0.032 0.0310  0.1588 .
M 0.5056 05022 04370 04722 -

144




E. Primer 428

S-Ti+

ST2% T+ A M*
ST1 -
S-T2 0.05466 .
T 0.1592  0.1639 -
A 01716  0.1740  0.0142 -
M 0.5334 04651 07987  0.7386 -
G. Primer 457
STI*  S-12° T+ A M*
S-T1 e
$-T2 0.0915 -
T 0.0437  0.0498 .
A 0079 01675 00916 -
M - 01066 01853 01484 02354 -

*S-T1 = previous Satun-Trang, S-T2 = new Satun-Trang, T = Trad, A = Angsila and M = Medan

F. Primer 456

S-TI*  ST2* T* A" M*
S-Tl 3
5-T2 0.0032 -
T 00197  -0.0022 -
A 00131 00040  0.0294 .
M 0.1605 02413  0.1607  0.1948 -
H. Primer 459
S-TI*  ST2* T+ A* Me
STI -
S-T2 0.0435 -
T 0.0544 ~ 0.0589 -
A 00023  -0.0333 0.0220 .
M 0.1991 02725  0.2934  0.2023 -

¢t



Phenograms showing the relationships among the 5 samples of _
P.monodon, generated according to UPGMA method of cluster
analysts based on distance matrix.

A. For all primers.

B. For primer 101.

C. For primeri74.

D. For primer 268.
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