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Vertex sequence

No. Sequence(5'—3’)
0 AGGCGAGTATGGGGTATATC
1 CCTGTCAACATTGACGCTCA
2 TTATGATTCCACTGGCGCTC
3 ATCGTACTCATGGTCCCTAC
4 CGCTCCATCCTTGATCGTTT
5 CTTCGCTGCTGATAACCTCA
6 GAGTTAGATGTCACGTCACG
Weight sequence

Edge cost Sequence(3'—5’)
3 ATGATAGATATGTAGATTCC
5 GGATGTGATATCGTTCTTGT
7 GGATTAGCAGTGCCTCAGTT
9 TGGCCACGAAGCCTTCCGTT
11 GAGCTGGCTCCTCATCGCGC

5-CATCTAACTCGGAATCTACATATCTATCATG
ATATACCCC-3 (=X 0dlA xZ 602 7l flolE
7F 391 AN} 5-GGATGGAGCGGGAATCTACATAT
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56(¢lelE3)e] AT, aAU9sA12(de)E3, ssDNA
200pmoles). (B)#IA1:x==1(ssDNA 200pmoles), @ <12
=03 19 EF(LZ 200pmoles), B3 =T0 19
g, dIs =3 49 A, U659 69 A,
A7 x50, 1, 29 AR, @ASxxE3 4.5, ¢ AY,
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