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premiR-23a
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3G TG TG CATG CTCCGGCCGC(ATGG CGGCCGCG GG AATTCGATTATCCCTG GCAATGTGATTTGTGACTG GCATCAAATCCCATCCCCAGG AACAATCACTAGTG

Mus musculus microRNA 23a (Mir23a), microRNA
Sequence ID: NR_029740.1 Length: 75 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 13 to 62 GenBank Graphics
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Mus musculus microRNA 27a (Mir27a), microRNA
Sequence ID: NR_029746.1 Length: 87 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)
Range 1: 4 to 59 GenBank Graphics
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Mus musculus microRNA 24-2 (Mir24-2), microRNA
Sequence ID: NR_029741.1 Length: 107 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 25 to 97 GenBank Graphics
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Query 17
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Shjct
GTCCAGCCCCCTA 89

[LLLTLETLLIT
GTCCAGCCCCCTA 97

Query
Sbjct

GTGCCTACTGAGCTGAAACAGTTGATTCCAGTGCACTGGCTCAGTTCAGCAGGAACAGGA 76
GTGCCTACTGAGCTGAAACAGTTGATTCCAGTGCACTGGCTCAGTTCAGCAGGAACAGGA 84
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miR 23a - miR 27a - 24a-2p

GAGTTTCCTCCTGCCCTTCAGGCTTCTAGGAAGTGGCGCCAGCTGGGGTGAGGTCACTTC
CTCCCTCCAACCGTCCACCTCCCTCAGCTTCCTCTCCATGGCCCCATTTGGCCTGCTTTG
GGCTCAGGGCTGTGGGTGGGGATAGAAGCAGAGTGGGAAGCAGCTGGGAAGGCTCTGCAG
CCCCTTTGGCCTTAGGGCTTCAGGCACCTCCCGCTTTGTAGGGCTGGGGTAGAGGCACTG
CTGGGTGCCCAGCATCCAGCAGCCTCGCTCCAACCTTCCTACGGATCGATGCTCCTCTTT
TTTGGGAATGCTTCTTCCCTCTTGGAAGTAGAGGAGGGCTAGGGTGTGGATCAGCAAGCT
GAGTTTAGATTCTGTCCCCAGCACCACTTAAACTGTGTGTGGTGAGGTGTACCTATAATC
CTAGACTCCAGAGGTAGAGGCAGGAAGAACTGGTGCATTCGGAAACCTTGTGTTCAGCTA
TGTGAGACCCAGCCTGGTCAAGATAGGCAGGCAAGCAAGAATGCTCCAATCTCACTGTCT
CTTCTTTCTCTCTTTAGGTGCTACACTCCGCTCCCACCTGCTGCCCCCCTCACTGTGCCT
CGGACGGCTGGGGTTCCTGGGCATGGCGATTTGATGCCAGTCACAAATCACATTGCCAGGG
ATTTCCAACTGACCCTGTGCTCTGCCTTGGGGGCTCCTGTCGCCAAGGATGTCTGTCTTG

GGTACTGGGTAACAGAGAAGCCTATCAT GACAAC_

CCATCTCCTCAGGCCGCTGCTGCCCACCCTGCTCTGCCTCCTGGCTGGCAGGGCTCTGCC

TCTCTCCGGGCTCC
BEGAETTCAGCAGGAACAGGAGTCC ACCCTGCAGAATGTCT

GCCGTGAGCAAGACCTGGAAACAATGGGGTAATTAGTCCAACCTAAGCCCCGTTGTCTGC
TGGAGGCTCAGCCTCTAAGCCTGCATCTGGGTGTCCACCTTGAGATTTCTGTGGTTCCCC
AAAGCAGATAGATGGGCGGGTAACCCTTGCATTAAAAGCCAGTTATGTCCCCTCAGGGCC
TGGAAGCCCTTCTTTTCCTAAGTCTGGTGGGGCTCAGGCACCACCCCTTATACATACCAT
CTTTGAAGTCAGTTA

premiR-23a

PrimiR 23a-27a-24a

Name Primer Sequence Amplicon size
Pre 23a F GTTCCTGGGGATGGGATTT 53 pb

Pre 23a R ATCCCTGGCAATGTGATTTG

Pre 27a F CCTGAGGAGCAGGGCTTAG 65 pb

Pre 27a R GAACACGACTTTGCTGTGGA

Pre 24a F CCTCCCGTGCCTACTGAG 90 pb

Pre 24a R CTCCTAGGGGGCTGGACTC

Pri miR F TTTGATGCCAGTCACAAATCA | 387 pb

Pri miR R GGACTCCTGTTCCTGCTGAA
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Gene Sequence
Fw: GGCATTGCTCTCAATGACAA
Mm_Gapdh Rv: TGTGAGGGAGATGCTCAGTG
T Mefac Fw: TGGTTTCCGTAGCAACTCCT
- Rv: AGTTACAGAGCCGAGGTGGA
M Adarl Fw: TGACCAGAGATGGGAAAGCA
- Rv: ACCAGTTGACGCTTGTTTCC
i D Fw: ATCTTGATGAGCTGCCCAAA
- Rv: GGTTTTGGACAGTTGTGACCT
Fw: CCTCATTGCCACGGATGTAG
Mm_Ddx17 Rv: TATAGGCAGTGCCCTTGTTG
Fw: TGAAGGGAGGAAACTTTGGA
Mm_hnRNPal Rv: TGCCATAGCTACTGCTGCTG
Fw: GGCAGTCTGGAAAGAAAAGAGG
Mm_hnRNPa2b1 Rv: GGACTTCCTGCATTTCTTGTCT
Fw: GGAGGAGGAGGCTATGATGG
Mm_hnRNPa3 Rv: CTTCCACCAAAACTGCCCC
Fw: ATCGGAGGTGATGCTGCTAC
Mm_Ksrp
Rv: CCTGGGAAGCCAGTTTCTT
i PremiRa3 Fw: GTTCCTGGGGATGGGATTT
- Rv: ATCCCTGGCAATGTGATTTG
i Pre-miRa? Fw: CCTGAGGAGCAGGGCTTAG
- Rv: GAACACGACTTTGCTGTGGA
. Fw: CCTCCCGTGCCTACTGAG
Mm_Pre-miR24 Rv: CTCCTAGGGGGCTGGACTC
hsa-miR-23a, LNA™ PCR primer set | AUCACAUUGCCAGGGAUUUCC
hsa-miR-27a, LNA™ PCR primer set | UUCACAGUGGCUAAGUUCCGC
hsa-miR-24.2, LNA™ PCR primer set | UGGCUCAGUUCAGCAGGAACAG

siRNA gene Sequence
SiIRNA Mef2c Sense 5> GGGUCGAUAUGCAUUAUAU UU
siRNA Adarl Sense 5’ GAUUGUCGAACAACAGGAA UU
siRNA Ksrp Sense 5 CACCGUGAAUAACAACACU UU
siRNA HnRNPa3 | Sense 5 GGUUGUUCAUAAGGGCUAU UU
SiRNA Sense 5 GUCUCAUACACAUACCCGU UU
HnRNPa2bl
siRNA HnRNPal | Sense 5 GUCUGAUCAUGACGCUGA UU
siRNA Ddx17 Sense 5 GGUACUUAAUGAGUUCCGA UU
SiRNA Ddx5 Sense 5° GUUAGGUUCACUAUGGGCU UU

Table 1. List of the primers and siRNA sequences.




