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Table S1.  

Primers used in the expression and functional analysis of the ACSL1 promoter 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Reaction primer Primer sequence(5’-3’) Binding region Size (bp) 

qRT-PCR ACSL1 forward CTTCGCAGTGGCATCATTAG +53285/+53305 178 

ACSL1 reverse GTCCGTAGCCTTCGTAGAAC +55111/+55131 -- 

β-actin forward CATCGGCAATGAGCGGTTCC -- 147 

β-actin reverse ACCGTGTTGGCGTAGAGGTC -- -- 

Promoter cloning ACSL1 promoter forward 

ACSL1 promoter reverse 

ACSL1 promoter forward 1   

ACSL1 promoter forward 2 

ACSL1 promoter forward 3 

ACSL1 promoter forward 4 

ACSL1 promoter forward 5 

ACSL1 promoter forward 6 

ACSL1 promoter forward 7 

ACSL1 promoter forward 8 

ACSL1 promoter forward 9 

ACSL1 promoter reverse 1 

TGGCAAACTAGTACACCACAGACC 

CTGTCACTACAGCCCACTG 

GAGCTCTGGCAAACTAGTACACCACAGACC 

GAGCTCTTGCTGTACCACGTGCAGGAG 

GAGCTCGGTCGCGAACAGTCAGATATG 

GAGCTCCAGTAGAGGTTATCTGTCAC 

GAGCTCAGAACTTGGCAGGTGGAC 

GAGCTCGCCTGTGGATGAAGGTGGAAG 

GAGCTCTTGTGAAATCCAGGGCAGTCC 

GAGCTCCGAGCTCGGCGGGGCCCGAGGCGGGGC 

GAGCTCCGAGCTCTGCAGCGAGCGGCTGGAGCG 

CTCGAGCTGTCACTACAGCCCACTG 

-1933/-1909 

+3/+21 

-1933/-1909 

-1634/-1613 

-1328/-1307 

-1034/-1014 

-730/-712 

-436/-415 

-325/-304 

-140/-120 

-80/-120 

+3/+21 

1954 

-- 

1954 

1655 

1349 

1055 

751 

457 

346 

161 

101 

-- 

5’RACE R1 

R2 

CGGGAACACCTCGTCACGACTCGG 

GTAGTGACGGGCCGTGGAGGTGAC 

+20843/+35338 

+39636/+39660 

507 

289 

Site-directed mutagenesis E2F1 forward 

E2F1 reverse 

Sp1 forward 

Sp1 reverse 

KLF15 forward 

KLF15 reverse 

E2F4 forward 

E2F4 reverse 

KLF15-Sp1 forward 

KLF15-Sp1 reverse 

E2F4-Sp1 forward 

E2F4-Sp1 reverse 

KLF15- E2F4 forward 

KLF15- E2F4 reverse 

GCAGGGCCGCCGTGAGGAAAGGGCTGAGACGGGG 

CCCCGTCTCAGCCCTTTCCTCACGGCGGCCCTGC 

GCGGGGGTCCGAGCGTTTCCGGGGCGGGGCCGG 

CCGGCCCCGCCCCGGAAACGCTCGGACCCCCGC 

GGTCCGAGCGGGGCCAAAGCGGGGCCGGGGGGC 

GCCCCCCGGCCCCGCTTTGGCCCCGCTCGGACC 

CCGAGCGGGGCCGGGGTTTGGCCGGGGGGCGGGG 

CCCCGCCCCCCGGCCAAACCCCGGCCCCGCTCGG 

GCGGGGGTCCGAGCGTTTCCAAAGCGGGGCCGG 

CCGGCCCCGCTTTGGAAACGCTCGGACCCCCGC 

GCGGGGGTCCGAGCGTTTCCGGGGTTTGGCCGG 

CCGGCCAAACCCCGGAAACGCTCGGACCCCCGC 

CCGAGCGGGGCCAAAGTTTGGCCGGGGGGCGGGG 

CCCCGCCCCCCGGCCAAACTTTGGCCCCGCTCGG 

-209/-176 

-- 

-175/-143 

-- 

-170/-138 

-- 

-167/-134 

-- 

-175/-143 

-- 

-175/-143 

-- 

-167/-134 

-- 

346 

-- 

346 

-- 

346 

-- 

346 

-- 

346 

-- 

346 

-- 

346 

-- 

EMSA E2F1 forward 

E2F1 reverse 

Sp1 forward 

Sp1 reverse 

KLF15 forward 

KLF15 reverse 

E2F4 forward 

E2F4 reverse 

GCAGGGCCGCCGTGAGGGCGGGGCTGAGACGGGG 

CCCCGTCTCAGCCCCGCCCTCACGGCGGCCCTGC 

GCGGGGGTCCGAGCGGGGCCGGGGCGGGGCCGG 

CCGGCCCCGCCCCGGCCCCGCTCGGACCCCCGC 

GGTCCGAGCGGGGCCGGGGCGGGGCCGGGGGGC 

GCCCCCCGGCCCCGCCCCGGCCCCGCTCGGACC 

CCGAGCGGGGCCGGGGCGGGGCCGGGGGGCGGGG 

CCCCGCCCCCCGGCCCCGCCCCGGCCCCGCTCGG 

-209/-176 

-- 

-175/-143 

-- 

-170/-138 

-- 

-167/-134 

-- 

346 

-- 

346 

-- 

346 

-- 

346 

-- 


