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Supplementary Table S2. Primers used for RT-PCR amplification of endogenous transcripts containing either 
CUG or CAG repeats. 

 
Primer name Sequence (5′-3′) Repeat length and its 

location
1
 

No. of PCR 
cycles (Ta)

2
 

Mapkap1 F 
Mapkap1 R 

ACCCTGTTACGAATCAGAAAGCCA 
TCTGGAAGCTGAAGCTTGTTCG 

(CUG)25, 3′ UTR 25 (55
o
C) 

Fgd4 F 
Fgd4 R 

ACTAGCAGCTCGGAACACATCAGC 
TCAGGAAGCTTTGGCAAGACTGG 

(CUG)21, 3′ UTR 25 (55
o
C) 

Pcolce F 
Pcolce R 

TGGGGCCATTCCTTTTGGCCTG 
AGACCTCCAGAGCATCGTAGC 

(CUG)12, 5′ UTR 23 (55
o
C) 

Mllt3 F 
Mllt3 R 

TCTCATGTCAAGATGGGAAAGGTC 
CCGAGTCATTGTCATTGTCCTCTG 

(CUG)8,  5′ UTR 
(CAG)28,    ORF 

23 (55
o
C) 

Nr3c1 F 
Nr3c1 R 

TTGGGGGCTATGAACTTCGCAGG 
TCGAGCTTCCAGGTTCATTCCAGC 

(CAG)17,    ORF 23 (55
o
C) 

 

1  
ORF, open reading frame 

2  
Ta, annealing temperature 

 

 

Supplementary Figure S1.  Semi-quantitative RT-PCR for seven mouse transcripts that contain CUG or 
CAG repeats.   

The length of the repeat tract for each transcript is indicated.  Assays were performed using RNA isolated from 
saline (sal) or siCAG (si) electroporated TA muscle of HSA

LR
, and compared to untreated TA muscle from wild 

type mice (WT).  The bar graph shows mean ± SD from three treated mice and two independent RT-PCR 
assays, normalized to Gapdh. ** P < 0.05 for siCAG-tail versus saline treated muscles (Student’s t-test). 




