
Roy et al., Supplemental Figure 7 – Figure 1

5́ —AAGCCAGCCCCUGGUUCAAACUGCAGUGACCA–3́

 CGAGTCTGGACCAAGTTTGACGTCACTGGT—5́
GAGTCTGGACCAAGTTTGACGTCACTGGT—5́

 TCGAGTCTGGACCAAGTTTGACGTCACTGGT—5́
 TTCGAGTCTGGACCAAGTTTGACGTCACTGGT—5́

5́ —UUCAAAAGACCCCCUUCAUCACCAACCC

3́ —AAGTTTTCTGGGGGAAGTAGTGGTTG 
3́ —AAGTTTTCTGGGGGAAGTAGTGGTT

3́ —AAGTTTTCTGGGGGAAGTAGTGGTTGGG 
3́ —AAGTTTTCTGGGGGAAGTAGTGGTTGG 

CCGGGCCUCAAUCCAAAUGCCUCUACAG—3́

 CCGGAGTTAGGTTTACGGAGATGTC—5́
CGGAGTTAGGTTTACGGAGATGTC—5́

CCCGGAGTTAGGTTTACGGAGATGTC—5́
GCCCGGAGTTAGGTTTACGGAGATGTC—5́

GGCCCGGAGTTAGGTTTACGGAGATGTC—5́
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PCR1+ E32 3´ Hybridization + 5´ Phosphate = Ligamer FN-1

“95” 5´ Antisense + Barcode 4 + “95” 3´ Antisense + 5´ Phosphate = Ligamer FN-5

3́ —TAAGACTACCGCGCTCCCTCCG+AAGTTTTCTGGGGGAAGTAGTGGTTG+PO4—5́

3́ —AAGTTTTCTGGGGGAAGTAGTGGTTG+ACACACACA+CCGGAGTTAGGTTTACGGAGATGTC+PO4—5́
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