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Table S1: Sequences of oligonucleotides used in the study, masses calculated and masses observed. 

 
 

 

 

 

Oligoribonucleotide 
name 

Sequence 5’ -> 3’ Type 
Mass 
calc.[g/mol] 

Mass obs 
[g/mol] 

Let-7a-2 total 
complementary + primer 
+ restriction sites 

CCTCCACTTCAGCCAGGACTCGAGTTTTCATTTTGAAG
GGGCCTCACCGAGTGGGGGCATCATCAAAAACTTTAA
CTATACAACCTACTACCTCAGGAGTCCCCTCACCTCCT
CTAAGGTTGGGCAGGGTGACCCTGAAGTGAGCACAG
CCTAGGGCTGAGCTGGGGACCTGGTGCGGCCGCTGA
GTCTTCGGACCTCGC  

DNA - - 

Let-7a-2 total 
complementary mutated 
+ primer + restriction 
sites 

CCTCCACTTCAGCCAGGACTCGAGTTTTCATTTTGAAG
GGGCCTCACCGAGTGGGGGCATCATCAAAAACTTTAA
CTATACAACCTACGAACGCAGGAGTCCCCTCACCTCC
TCTAAGGTTGGGCAGGGTGACCCTGAAGTGAGCACA
GCCTAGGGCTGAGCTGGGGACCTGGTGCGGCCGCTG
AGTCTTCGGACCTCGC  

DNA - - 

Pre-let-7a-2 T7 DNA 
template 

GGAAAGCTAGGAGGCTGTACAGTTATCTCCCTTGATG
TAATTCTAAACTATACAACCTACTACCTCCTATAGTGA
GTCGTATTAGGATCC 

DNA - - 

T7 DNA Polymerase 
Promotor 

GGATCCTAATACGACTCACTATAG DNA - - 

siRNA lin28b5’ AAAUCCUUCCAUGAAUAGUTT  RNA/DNA 6852 - 

siRNA lin28b3’ ACUAUUCAUGGAAGGAUUUTT RNA/DNA 6909 - 

siRen 5’ GAGCGAAGAGGGCGAGAAAUU RNA 6901.31 6902.5 

siRen 3’ UUUCUCGCCCUCUUCGCUCUU RNA 6436.78 6436.2 

Pre-let-7a-2 
UGAGGUAGUAGGUUGUAUAGUUUAGAAUUACAUCAA
GGGAGAUAACUGUACAGCCUCCUAGCUUUCC 

RNA 21'502.9 21'503.3 

Pre-mir-18a + Biotin(X) 
UAAGGUGCAUCUAGUGCAGAUAGUGAAGUAGAUUAG
CAUCUACUGCCCUAAGUGCUCCUUCUGGX 

RNA - - 

Pre-mir-122 + Biotin (X) 
UGGAGUGUGACAAUGGUGUUUGUGUCUAAACUAUCA
AACGCCAUUAUCACACUAAAUAX 

RNA - - 

Pre-let-7a-2 truncated + 
linker + Biotin(X) 

AGGUUGUAUAGUUUAGAAUUACAUCAAGGGAGAUAA
CUGUACAGCCUCTTTTTTUX 

RNA/DNA 18'039.3 18'039.6 

Lcon AUGUAGUUCCCUC 2’-OMe RNA 4'220.8 4'220.1 

L35-09 AUCUCCCUU 2’-OMe RNA 2'838.9 2'838.3 

L33-11 AUCUCCCUUGA 2’-OMe RNA 3'541.4 3'540.8 

L31-13 AUCUCCCUUGAUG 2’-OMe RNA 4'220.8 4'220.1 

L31-09 CCCUUGAUG 2’-OMe RNA 2'918.0 2'917.2 

L30-14 AUCUCCCUUGAUGU 2’-OMe RNA 4'541.0 4'540.3 

L30-13 UCUCCCUUGAUGU 2’-OMe RNA 4'197.8 4'197.1 

L29-13 CUCCCUUGAUGUA 2’-OMe RNA 4'220.8 4'220.2 

L29-13 + Cy5-label CUCCCUUGAUGUA 2’-OMe RNA 4833.61 4832.8 

L29-09 CUUGAUGUA 2’-OMe RNA 2'943.0 2'942.4 

General primer 1 
forward 

CCTCCACTTCAGCCAGGA DNA - - 

General primer 1 revers GCGAGGTCCGAAGACTCA DNA - - 
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