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1 bnlg1007 1.02 3 114,4 0 0 1 0 1 0 1 1 1 0 1 1 0 1 1 0 0 0 1 1 1 1 0 1 0 1 1 1 1 1 1 1

2 87,4 1 0 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 1 1 1 1 0 1 0 1 1 1 1 1 1 1

1 77,63 0 1 1 0 1 0 1 1 1 0 1 1 0 1 1 0 0 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

2 bnlg1025 1.07 3 195,1 0 0 1 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 1 0 0 0 0

2 118 0 1 1 1 0 1 0 1 0 1 1 0 0 1 0 1 0 1 1 1 1 0 1 0 1 0 1 1 0 1 0 0

1 110,28 1 0 1 0 1 1 1 0 1 1 1 1 1 0 1 0 1 0 0 1 0 1 1 1 1 1 0 1 1 0 1 1

3 bnlg1258 2.08 3 181,15 0 0 0 0 1 0 0 1 0 1 1 1 0 0 1 1 1 0 0 0 1 1 0 0 1 0 1 1 1 1 1 1

2 145,5 0 1 0 0 1 1 1 1 1 1 1 1 1 0 1 1 1 1 0 1 1 1 1 1 1 1 1 1 1 1 1 1

1 135,6 1 0 1 1 1 0 0 1 0 0 0 1 0 1 1 1 1 0 1 0 1 1 0 0 0 0 0 0 1 0 0 0

4 bnlg1447 3.03 3 224,5 0 0 1 1 0 0 1 1 1 1 0 0 1 1 1 0 0 1 1 0 0 1 0 1 0 0 1 1 0 0 1 1

2 123,5 0 1 1 1 0 0 1 1 1 1 0 0 1 1 1 0 0 1 1 0 0 1 1 1 0 0 1 1 1 1 1 1

1 96 1 0 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 1 1 1 1 1 0 0 1 1

5 dupssr17 3.06 2 88,8 1 1 0 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 1 1 1 0 1 1 1

1 73,1 1 0 1 1 1 1 1 1 1 1 0 1 0 1 1 1 1 0 0 1 1 0 0 1 1 1 1 1 1 1 1 1

6 umc2281 4.03 3 280 0 0 1 1 1 1 0 0 0 1 1 1 0 1 1 1 0 1 0 1 1 0 1 1 0 0 1 0 1 0 1 1

2 200 0 1 1 1 1 1 1 0 0 1 1 1 1 1 1 1 1 1 0 1 1 0 1 1 0 1 1 0 1 0 1 1

1 187,75 1 0 1 1 1 1 0 1 1 1 1 1 0 1 1 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1

7 bnlg1118 5.07 3 349,6 0 0 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 1 1 1 1

2 221,77 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1

1 200 0 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 0 1 0 1 0 0 1 1 1 0 1 0 1 1 1 1
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8 nc009 6.04 3 235,63 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 1 1 1 1 1 0 1 1 1 1

2 121,14 1 0 0 0 0 0 0 0 0 1 1 1 1 0 1 0 0 0 1 1 0 0 1 1 1 1 1 0 1 1 1 1

1 110,28 1 1 1 1 1 1 1 1 1 1 0 0 1 1 1 1 1 1 0 1 1 1 1 1 1 1 1 1 1 0 1 1

9 bnlg1740 6.07 3 261,4 0 0 1 1 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 1 0 1 1

2 143,7 0 1 1 1 1 1 0 1 1 0 0 1 1 0 0 1 1 0 0 1 1 1 0 0 1 1 1 0 1 0 1 1

1 112,0 1 0 1 1 1 0 1 1 0 1 1 1 0 1 1 1 0 1 1 0 0 1 1 1 0 1 0 1 1 1 1 1

10 umc2325 7.01 3 109 0 0 1 0 0 1 1 0 1 1 0 1 0 1 0 1 0 1 1 1 1 0 1 0 0 1 1 0 1 0 0 1

2 79,09 0 1 1 0 1 1 1 0 1 1 1 1 1 1 0 1 1 1 1 1 1 0 1 1 1 1 1 0 1 1 0 1

1 73,27 1 0 1 1 0 1 1 1 1 1 0 1 0 1 1 1 0 1 1 1 1 1 1 0 0 1 1 1 1 0 1 1

11 bnlg339 7.03 4 200 0 0 1 1 1 1 1 0 1 1 0 1 0 1 0 0 0 0 1 1 1 1 1 0 0 1 1 0 0 1 1 1

3 137,25 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 1 0 0 0

2 126,25 1 0 1 1 1 1 1 1 1 1 0 1 0 1 1 0 1 0 1 1 1 1 1 1 0 1 1 1 0 1 1 1

1 113,09 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

12 umc2042 8.01 3 151 0 1 0 0 0 0 0 1 1 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 1 1 1 1 0 1

2 102,57 0 1 1 0 0 0 0 1 1 0 0 0 1 0 1 0 1 0 1 0 0 0 0 0 0 0 0 1 0 1 0 1

1 98 1 0 0 1 1 1 1 1 1 1 1 1 0 1 0 1 0 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

13 phi028 9.01 2 77,2 1 0 1 0 0 0 1 0 1 1 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

1 72,4 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

14 umc2337 9.03 3 163,25 0 0 1 0 0 1 0 0 0 1 0 1 0 1 0 0 0 0 0 1 1 1 1 0 0 0 1 0 0 0 1 1

2 131,75 0 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 0 0 1 1 1 1 1 1 1 1 1 1 1 1 1 1

1 109 1 0 1 0 0 1 0 0 0 1 0 1 0 1 0 1 1 1 0 1 1 1 1 0 0 0 1 0 0 0 1 1

15 bnlg1655 10.03 3 200,5 0 1 0 0 1 1 0 1 0 0 0 0 0 1 1 1 1 0 0 1 1 1 0 1 1 0 0 0 1 1 1 1

2 137,55 1 1 1 1 1 1 0 1 0 1 1 1 1 1 1 1 1 1 0 1 1 1 1 1 1 1 0 1 1 1 1 1

1 109 1 0 0 0 1 1 1 1 1 0 0 0 0 1 1 1 1 0 1 1 1 1 0 1 1 0 1 0 1 1 1 1
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Lampiran 2. Prosedur Kerja Penelitian 

1. Proses kegiatan deteksi gen PR-1 
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2. Proses kegiatan untuk analisis keragaman genetik 
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