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Supplementary Table 1: Primers and probes. Sequences are written in 5’-3’ direction.

Vector construction
ciRS-7 forward GACCCAAGCTTCTGTAAGAGTAGTCTCATGATGT
ciRS-7 reverse TTCAGGCGGCCGCCAAACTGCAGTACTGTTGGTTCAT
ciRS-7ir forward TAGAACTCGAGCTGTAAGAGTAGTCTCATGATGT
ciRS-7ir reverse TAGAACTCGAGTGGTTACTCTGGACATTGAT
ciRS-7fs forward TTCAGAAGCTTAGGGTTTCCGATGGCACCT
ciRS-7fs reverse TAGAACTCGAGCTGGATATTGCAGACACTGG
Sry forward TTCAGGGATCCTGGACTAGGGAGGTCCTGAA
Sry reverse TAGAAGCGGCCGCAACCCAAAAGGAAGGAGCAG
miR-7-1 forward ATAGAAGCGGCCGCGCCATGGTGTCTCAACCTTT
miR-7-1 reverse ATAGAAGTCGACGCAATGTTAAGTGTCAAGAAAAATG
miR-138 forward ATAGAAGCGGCCGCGTCATCCTGTCTCCCCTCCT
miR-138 reverse TAGAAGTCGACGGTTTCCTCACAGGCAGGT
miR-7-psiCheck forward TAGAACTCGAGACAACAAAATCACTAGTCTTCCATCTAGAATGAC
miR-7-psiCheck reverse GTCATTCTAGATGGAAGACTAGTGATTTTGTTGTCTCGAGTTCTA
ciRS-7-psiCheck forward TTCAGCTCGAGGGTTTCCGATGGCACCTG
ciRS-7-psiCheck reverse TTCAGGCGGCCGCCTGGATATTGCAGACACTG
Sry-psiCheck forward TAGAACTCGAGCATTTCAGATCTTGATTTTTAGTGT
Sry-psiCheck reverse GTCATGCTAGCCAGTGATGTCAGCTGTTAGTAAGT
EGFR-psiCheck forward AATTGCGGCCGCCACGGAGGATAGTATGAGC
EGFR-psiCheck reverse AATTTCTAGATTCATTGAGACAAAAATCAAATAC

qPCR / RT-PCR
ciRS-7 forward ACGTCTCCAGTGTGCTGA
ciRS-7 reverse CTTGACACAGGTGCCATC
ciRS-7 (2) forward ATAGCTTCCGAAAAATCCAG
GAPDH forward GTCAGCCGCATCTTCTTTTG
GAPDH reverse GCGCCCAATACGACCAAATC
Sry forward AGTTCCACGACCAGCAGCT
Sry reverse CAGCTGCTTGCTGATCTCTGTA
SNCA forward CTGCTGCTGAGAAAACCA
SNCA reverse CCTTGGTTTTGGAGCCTA
EGFR forward CGAGGGCAAATACAGCTT
EGFR reverse GCCGTCTTCCTCCATCT
IRS2 forward TCTTGTCCCACCACTTGA
IRS2 reverse CAGTGCTGAGCGTCTTCT
Oligo-dTN GCGAGCACAGAATTAATACGACTCACTATAGGTTTTTTTTTTTTVN
3RACE reverse GCGAGCACAGAATTAATACGACT

Probes
miR-7 probe ACAACAAAATCACTAGTCTTCCA
miR-769 probe AGCTCAGAACCCAGAGGTCTCA
miR-138 probe CGGCCTGATTCACAACACCAGCT
miR-15b probe TGTAAACCATGATGTGCTGCTA
ciRS-7 probe TTGGAAGACTTGAAGTCGCTGGAAGACCCGGAGTTGTTGGAAGACCTTGACACAGGTGCC
Sry probe GGCTGCCAATAAAAGCTTTGCTGGTTTTTGGAGTACAGGTGTGCAGCTCTACTCCAGTCT
18S probe TTACCGCGGCTGCTGGCACCAGACTTGCCCTCCAATGGATCCTCGTTAAAGGATTTAAAGTGGACTCATTCCAATTACAG
ciRS-7 (hsa) FISH probe (amino-allyl-T underlined) TACATGGATTTGTTGGAAGACATGGATTTTCTGGAAGACATGGATTTTCT
ciRS-7 (mmu) FISH probe (amino-allyl-T underlined) TTCTGGGAAGACTTGGATTTTCGGGAAGACTTGGATTTTCGGGAAGACTT
ciRS-7 (mmu) AP-probe TGGGAAGACTCGGATTTCTGGGAAGACT
miR-7 FISH/AP-probe (LNA underlined) ACAACAAAATCACTAGTCTTCCA
miR-449 FISH Probe (LNA underlined) ACCAGCTAACAATACACTGCCA
Gapdh AP-probe CCTGCTTCACCACCTTCTTGATGTCA

siRNA / miRNA
miR-138 biotin guide AGCTGGTGTTGTGAATCAGGCCG[Btn]
miR-138 passenger GCCTGATTCACAACACCAGCGCC
miR-7 biotin guide TGGAAGACTAGTGATTTTGTTGT[Btn]
miR-7 passenger CAACAAAATCACTAGTCTACCTAA

Supplementary Table 1: Primers and probes. Sequences are written in 5’-3’ direction.

Vector construction
ciRS-7 forward GACCCAAGCTTCTGTAAGAGTAGTCTCATGATGT
ciRS-7 reverse TTCAGGCGGCCGCCAAACTGCAGTACTGTTGGTTCAT
ciRS-7ir forward TAGAACTCGAGCTGTAAGAGTAGTCTCATGATGT
ciRS-7ir reverse TAGAACTCGAGTGGTTACTCTGGACATTGAT
ciRS-7fs forward TTCAGAAGCTTAGGGTTTCCGATGGCACCT
ciRS-7fs reverse TAGAACTCGAGCTGGATATTGCAGACACTGG
Sry forward TTCAGGGATCCTGGACTAGGGAGGTCCTGAA
Sry reverse TAGAAGCGGCCGCAACCCAAAAGGAAGGAGCAG
miR-7-1 forward ATAGAAGCGGCCGCGCCATGGTGTCTCAACCTTT
miR-7-1 reverse ATAGAAGTCGACGCAATGTTAAGTGTCAAGAAAAATG
miR-138 forward ATAGAAGCGGCCGCGTCATCCTGTCTCCCCTCCT
miR-138 reverse TAGAAGTCGACGGTTTCCTCACAGGCAGGT
miR-7-psiCheck forward TAGAACTCGAGACAACAAAATCACTAGTCTTCCATCTAGAATGAC
miR-7-psiCheck reverse GTCATTCTAGATGGAAGACTAGTGATTTTGTTGTCTCGAGTTCTA
ciRS-7-psiCheck forward TTCAGCTCGAGGGTTTCCGATGGCACCTG
ciRS-7-psiCheck reverse TTCAGGCGGCCGCCTGGATATTGCAGACACTG
Sry-psiCheck forward TAGAACTCGAGCATTTCAGATCTTGATTTTTAGTGT
Sry-psiCheck reverse GTCATGCTAGCCAGTGATGTCAGCTGTTAGTAAGT
EGFR-psiCheck forward AATTGCGGCCGCCACGGAGGATAGTATGAGC
EGFR-psiCheck reverse AATTTCTAGATTCATTGAGACAAAAATCAAATAC

qPCR / RT-PCR
ciRS-7 forward ACGTCTCCAGTGTGCTGA
ciRS-7 reverse CTTGACACAGGTGCCATC
ciRS-7 (2) forward ATAGCTTCCGAAAAATCCAG
GAPDH forward GTCAGCCGCATCTTCTTTTG
GAPDH reverse GCGCCCAATACGACCAAATC
Sry forward AGTTCCACGACCAGCAGCT
Sry reverse CAGCTGCTTGCTGATCTCTGTA
SNCA forward CTGCTGCTGAGAAAACCA
SNCA reverse CCTTGGTTTTGGAGCCTA
EGFR forward CGAGGGCAAATACAGCTT
EGFR reverse GCCGTCTTCCTCCATCT
IRS2 forward TCTTGTCCCACCACTTGA
IRS2 reverse CAGTGCTGAGCGTCTTCT
Oligo-dTN GCGAGCACAGAATTAATACGACTCACTATAGGTTTTTTTTTTTTVN
3RACE reverse GCGAGCACAGAATTAATACGACT

Probes
miR-7 probe ACAACAAAATCACTAGTCTTCCA
miR-769 probe AGCTCAGAACCCAGAGGTCTCA
miR-138 probe CGGCCTGATTCACAACACCAGCT
miR-15b probe TGTAAACCATGATGTGCTGCTA
ciRS-7 probe TTGGAAGACTTGAAGTCGCTGGAAGACCCGGAGTTGTTGGAAGACCTTGACACAGGTGCC
Sry probe GGCTGCCAATAAAAGCTTTGCTGGTTTTTGGAGTACAGGTGTGCAGCTCTACTCCAGTCT
18S probe TTACCGCGGCTGCTGGCACCAGACTTGCCCTCCAATGGATCCTCGTTAAAGGATTTAAAGTGGACTCATTCCAATTACAG
ciRS-7 (hsa) FISH probe (amino-allyl-T underlined) TACATGGATTTGTTGGAAGACATGGATTTTCTGGAAGACATGGATTTTCT
ciRS-7 (mmu) FISH probe (amino-allyl-T underlined) TTCTGGGAAGACTTGGATTTTCGGGAAGACTTGGATTTTCGGGAAGACTT
ciRS-7 (mmu) AP-probe TGGGAAGACTCGGATTTCTGGGAAGACT
miR-7 FISH/AP-probe (LNA underlined) ACAACAAAATCACTAGTCTTCCA
miR-449 FISH Probe (LNA underlined) ACCAGCTAACAATACACTGCCA
Gapdh AP-probe CCTGCTTCACCACCTTCTTGATGTCA

siRNA / miRNA
miR-138 biotin guide AGCTGGTGTTGTGAATCAGGCCG[Btn]
miR-138 passenger GCCTGATTCACAACACCAGCGCC
miR-7 biotin guide TGGAAGACTAGTGATTTTGTTGT[Btn]
miR-7 passenger CAACAAAATCACTAGTCTACCTAA
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