Supplementary Information

Supplementary Table S1.

Sequences of target genes of ribozymes

Positive Clones
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FADD:

Caspases:

Caspase 8:

. Caspase 9:
. Ets-1:

. PTEN:

. BIN1:

. Apafl:

. FKHRL1:

. MSX2:

5'- CACTCGGTGTCGTCCAGCCTG-3
5'- CTGCTCGCCTCCCTGCGGCGC-3
5'- GCTCTCAGGTCCTGCCAGATG-3
5'-TCAATGGACTCTGGAATATCC-3
5'-TCGGTCTGGTACAGATGTCGA-3
5'- ACATCTCGGTCTGGTACA-3’
5'-TGGCCTCCCTCAAGTTCCTGA-3
5'- GAATTGAGGTCTTTTAAGTT-3’
5'- TCCAGAGACTCCAGGAAA-3

5'- CGAGGGAGTCAGGCTCTTC-3
5'- GAAGACGAGTCCCCTGG-3
5'-CTTTTCCCCTCCCCGGATATG-3’
5'-TTAATGGAGTCAACCCAGCCT-3
5'- ATGGGGAAGTAAGGACCAGAG-3
5'- ACTTTTGGGTAAATACATTC-3'

5'- ATGGACACGTACCTGGGCCAG-3
5'- ATTCCTACGTATCATTCTACA-3
5'- GAAGTCTGTATTAGCTGCAG-3
5'- CCAAGGTCTCTCTTGATCT-3'

5'- CGATCCTGTACGTGGCCCCT-3'
5'- CGGGCTGCTCCTTGAGGAC-3
5'- GGAAACCTGTCCTACGCGGA-3’
5'- GCGCCGCGTCAAGGTCTCCA-Z
5'- ACCGCGCTCGGGAAGCGC-3

5'- CAGCTTCAGTCTCCCCTTCC-3
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DAXX:
Bid:

gadd34:

HtrA2:

Bcl-10:

Agl-2:

BAK:

ASK:

RIP-PK:

ASC:

c-fos:

Max:

SMAC:

5'- CTGAGGTGGTCCCATTCCTC-3'
5'- GCTGGCGCTCTATGTGGCAG-3’
5'- GTTCCAGCCTCAGGGATGAG-3
5'- CCAGCCGGTCGGAGGAGGA-3
5'-TGGGCCTCCTCAGCCGCGCC-3’
5'- ACCAGTGTCCCTAGAGGGC-3’
5'-TCTGCCTTGTCTCCAGGATC-3'
5'- ACCCCTGACCTCCGGGCCCTG-3
5'-ACCCCGGGTCCCCGGGCAC-3
5'- CTCCGGCCGTCCTCGLCCGC-3
S'-TTTACGTGTATACCTGTGTG-3’
5'- CCAAAAGGTCTGGACACCCT-3
5'-TCCAGAGGGTCGATAAAGAC-3
5'- CAGTGACTGTCAGGTCGATC-3'
5'- CGGGACAACTCCGGGATGA-3
5'- AGGAGCAGGTAGCCCAGGAC-3
5'- AGAGATGGTCACCTTACCTC-3
5'- GTGGTGGCTCTTCTGGGCTT-3’
5'- GGGAAAAGTATTTTACCTTG -3’
5'-TCGAATTTCTCCTGTACCAA -3’
5'-TCAAATAGTATATTATCAAA -3
5'- GAAGGTGTCTCTGTGTTTCC-3
5'- ACAAGCTGGTCAGCTTCTAC-3
5'- CGCGAGGGTCACAAACGTTG-3'
5'-TACTACCACTCACCCGCAG-3

5'- ATGAGAAGTCTGCTTTGCA-3
5'- CAACCGAGGTTTCAATCTGCG-3'
5'- ATATCCAGTATATGCGAAG-3

5'- AGCACCATCTCTGCCTTCGAT-3’
5'- GGTGTTTCTCAGAATTGATA-3
5'-TCCCTTAGTAGTGAAGCATT-3’
5'- CACCAAGAGTACTTGAAGCT-3
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AlF:

CIDE-a:

RICK:

p300:

UG1:
UuG2:
UG3:
UuG4:
UGHS:
UGG:
UG7:
UGS:
UGO9:
UG10:
UG11:
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uG14:
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5'- ATCAACAGTAGGAGCTGGT-3'
5'-TCCGGGCTCGGGATCCTGG-3
5'- GGAAGAAGGTAGTACAGCTGG-3
5'- GGAGCCCTCATCAGGCCCC-Z
5'- GCCAGCACGTCCCCACTTGC-3’
5'- CCACCATGTATGAGATGTAC-3
5'- CGCGGCGCCTCTGGCACTGT-3
5'- GCATGATGTCCCTCTCACA-3
5'- AGTGCTAGTCCTATGGGAGT-3’
5'-TGCATATGCTCGGAAAGTTGA -3
5'- ACCTAGTCGTACCCCCACCCC-3
5'- GCCTGCACTCTACTTGGATA-3’
5'- GGAAAATGCTCGTGACTTTC-3'
5'- GGGAGCAGGTCCTGGTGGAT-3
5'- CAGGGTCTGTATAGAAAACAT-3
S5'- CATTCTTTGTAACTTCATGG-3
5'- ATCTTCATGTAAACAGTTCT-3
5'-TAATATGCGTATGGTGTCGAT -3’
5'- GAGTTTTGGTAATAGACACA-3’
5'- AGGGACAAGTAATAATAAA-3
5'- CGCGGACGTCGCATGGGAC-3
5'- AACAGCAGTAACTTGGTAAT-3’
5'- GAATCCAAGTAAAACAATAA -3’
S'-TTGTTAAAGTCTGATGTTAAC -3
5'- CCAAACCCCTAAAACAGAG-3
5'- CTGTGCTGTCCCCGTGAAC-3’
5'-TCCCCTTCCTCACCAGAGCC -3
5'- GGGGTTGCTCCCCCTAAATC -3
5'- AACCGCCCGTCATGTCTCTC -3’
5'- GCCAGCTACTCAACACCCTA -3
5'- GAGGGGGGCTCTTGCTTTAT -3’
5'- GTTGTGGAGTACGCTTTGGA -3
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UG22:
UG23:
uG24:
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UG33:
UG34:
UG35:
UG36:
UG37:
UG38:
UG39:
UG40:
UG41:
uG42:
UG43:
UG44:
UG45:
UG46:
UG47:
UG48:
UG49:
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UG5H1.:
UG52:
UGhH3:

5'- GGCAGCCTGTATTTTACCC-3’
5'- GAGAGCAGTCAAGAGACCA -3
5'-TGGGGAGGTAATAATTTGA -3
5'- CCTGAAGGTAGCCACCTCG -3
5'-TTCCTACTGTCACATAGCC -3
S'-TCTGATACCTCTTAAAATGG -3’
5'- AGCCAAAGTACTGGGTTAA -3
S'-TGTGAAATCTCCCAATTTTT -3
5'- AGACCCTCCTCTCCCACAT -3
S'-TATTCTAGTTTCTAACCA-Z
5'-TGCCCCGAGTCAAGTGGGGCT-3
5'- GGCCACCTCGTTACGACATG -3
5'- AGGGAGCCTCGCTAACCAC -3
5'- AGCCGATGTATAGGAAATG -3
5'- GAATTTTACTCAGAATTAAA -3
5'-TCTGCTGGTAAAGCTGTTAT -3’
5'- GATTGGGAGTACCAGTGAAG -3
5'-TCATAGGGCTCAAATGCATC -3
5'- AAAGGTTAGTACTCCAGTAG-3’
5'- CTTGAATGGTCACTTAAAGT -3
5'- GCAGAGTTGTAATCTCCTCT -3
5'- GCTGCAATGTACCCAAATGG -3
5'- CTGATTCTCTCAAATAGAG-3
S'-TTGATAGTGTATAGAACATTT -3
5'-TGAGAGCGTCATATATACC-3
S5'- AGATTTTTGTATACATTAAT -3’
5'- GATGGAGGCTCAGATCACA-3
5'- GGAGAACGGTCACTATCCGG-3’
5'-TGCTGGCACTCCTCATTTGC -3’
5'-TGAATACTGTCAGTGCCACA -3’
S'-TTTTGAGGTACCTATTTGG -3

5'- CTCCAAGTCACAATGCTG-3’
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UGH4.
UGH55:
UG56:
UG57:
UG58:
UGH9:
UG60:

5'- AAGCTGATGTCCTAATTCAA -3
5'- CACTCTGTTCTATCAATAT-3

5'- GAAGCAGTACTTAACTCG -3

5'- ATCTTGAGGTCACAGGGAA-3
5'- AAGACTGTCCAAACTGT-3'

5'- ACTCTAAGTCACTGATGC-3

5'- GGAAGTAAGTATTCAGGGGGT-3

False positive clones
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. Gastrin:
. Heregulin:
.LEF1:

. Gu BP:
. AF-6:

. myotilin:
. UG61:
.UG62:

5'- ACCCTTAGGTACAGGGGCCAA-3’
5'-TTGTGCAAGTAAGAAAAGAAA-3’
5'- CCCATACATGTCAAATGGATCT-3
5'-TTCACCCAGTCCATCCGGATA-3
5'-GGATTTGCCTCTCCCACCACCCC-3
5'- ACCAAGAACTCCTGATCATGA-3’
5'-TCCCAGGTATCGAACAAT -3’
5'-TGATAAAGGTAGAAAACACTG -3



