
Table S1. Primers used for ACCα, CPT1α1b, FAS and PPARγ promoter cloning 
Gene Forward primer (5'-3') Reverse primer (5'-3') Step 

ACCα CCATCCGAGTGAGGTTGT
GG 

AAGTGCTGTCCGAGTTGA
GA PCR 

 

ACGATGGACTCCAGAGC
GGCCGCVVNVNNNCCAA 

CGAGACGACTTGATGCA
AGCTAATA 

hiTAIL-
PCR1 

ACGATGGACTCCAGAG GAAATGAGTCGGCAAGC
TATTCTGATGTGG 

hiTAIL-
PCR2 

ACGATGGACTCCAGAG CACAACCTCACTCGGATG
GATGTTCGTT 

hiTAIL-
PCR3 

CPT1α1b TGAACGCCAAATCGACAT
CCT 

GTGGAGGCCTGACAGATA
AAC PCR 

 

ACGATGGACTCCAGAGC
GGCCGCVVNVNNNCCAA 

TTCGGTACTGATGCAGAT
TTAGGAT 

hiTAIL-
PCR1 

ACGATGGACTCCAGAG CTAGGACGAAGAACGGT
TCAGTTTAAGACAC 

hiTAIL-
PCR2 

ACGATGGACTCCAGAG AAGTAATGGCTTCTCCGC
CCTATGTAGTG 

hiTAIL-
PCR3 

FAS AAAGCAGTAAGAAGACC
AAC 

GCTATGACGATTTCCTCC
ATG PCR 

 

ACGATGGACTCCAGAGC
GGCCGCVVNVNNNCCAA 

CTTAGGGTGTGAACTACT
GACG 

hiTAIL-
PCR1 

ACGATGGACTCCAGAG TTCTGCGTAGTCTAGACA
AGC 

hiTAIL-
PCR2 

ACGATGGACTCCAGAG CTGAGCTGCCTTGTAAGT
CCT 

hiTAIL-
PCR3 

PPARγ TGGGATTTGGTCTAAGCA
CTC 

TGTAGTTGTTCTCATGGG
CTCT PCR 

 

ACGATGGACTCCAGAGC
GGCCGCVVNVNNNCCAA 

CACGAAGCTGACGTAAC
AAGATGCTTTC 

hiTAIL-
PCR1 

ACGATGGACTCCAGAG GACTTCCTGTTGCTTCAC
CCGCTGCTT 

hiTAIL-
PCR2 

ACGATGGACTCCAGAG CATGTGGTTGTGCTGTGA
GGTG 

hiTAIL-
PCR3 

 
 
 
 
 
 
 
 
 
 



Table S2. Primers used for 5’-deletion plasmids construction 
Gene Primers Forward primer (5'-3') Reverse primer (5'-3') 
ACCα pGl3-402/

+51 
ctatcgataggtaccgagctcTCCATC
CTCGTGTACCGTCA 

cagtaccggaatgccaagcttCTCACT
CGGATGGATGTTCG 

pGl3-793/
+51 

ctatcgataggtaccgagctcCTGTTC
TTCCCAGATCTCACA 

cagtaccggaatgccaagcttCTCACT
CGGATGGATGTTCG 

pGl3-1154
/+51 

ctatcgataggtaccgagctcTCGGTA
TCTGAAGACTTGACTC 

cagtaccggaatgccaagcttCTCACT
CGGATGGATGTTCG 

pGl3-1518
/+51 

ctatcgataggtaccgagctcTTGCTC
CGTTCTGCTAAATG 

cagtaccggaatgccaagcttCTCACT
CGGATGGATGTTCG 

pGl3-1914
/+51 

ctatcgataggtaccgagctcTGGATG
GATGGATAAATGGAAGT 

cagtaccggaatgccaagcttCTCACT
CGGATGGATGTTCG 

pGl3-2234
/+51 

ctatcgataggtaccgagctcGTGTAT
ACAGTAGATGTTGGCTT 

cagtaccggaatgccaagcttCTCACT
CGGATGGATGTTCG 

CPT1α1b pGl3-387/
+24 

ctatcgataggtaccgagctcTTAAAT
GGTTAGGTGTTAGGTGG 

cagtaccggaatgccaagcttGCTTCT
CCGCCCTATGTAGT 

pGl3-726/
+24 

ctatcgataggtaccgagctcCTGAAG
AATCAAAGGAAAGGTG 

cagtaccggaatgccaagcttGCTTCT
CCGCCCTATGTAGT 

pGl3-1120
/+24 

ctatcgataggtaccgagctcGTTCGT
GGGCATATTTGTTG 

cagtaccggaatgccaagcttGCTTCT
CCGCCCTATGTAGT 

pGl3-1480
/+24 

ctatcgataggtaccgagctcGCACAG
ACCTGATTGCTGA 

cagtaccggaatgccaagcttGCTTCT
CCGCCCTATGTAGT 

pGl3-1709
/+24 

ctatcgataggtaccgagctcCCCTAA
TTCTAACGAGCAAGCC 

cagtaccggaatgccaagcttGCTTCT
CCGCCCTATGTAGT 

pGl3-2155
/+24 

ctatcgataggtaccgagctcGGGATT
AACTCTGTGGACTGG 

cagtaccggaatgccaagcttGCTTCT
CCGCCCTATGTAGT 

FAS pGl3-326/
+39 

ctatcgataggtaccgagctcCCTACA
AGATGCAACACCTC 

cagtaccggaatgccaagcttGGTCTT
CTTACTGCTTTGGTT 

pGl3-746/
+39 

ctatcgataggtaccgagctcTCTGAT
TCGTTTACGGTCCTC 

cagtaccggaatgccaagcttGGTCTT
CTTACTGCTTTGGTT 

pGl3-1152
/+39 

ctatcgataggtaccgagctcATATAG
CCGTTGCACTACACAG 

cagtaccggaatgccaagcttGGTCTT
CTTACTGCTTTGGTT 

pGl3-1380
/+39 

ctatcgataggtaccgagctcTGTAAA
TGACTTGTCAGCTCT 

cagtaccggaatgccaagcttGGTCTT
CTTACTGCTTTGGTT 

pGl3-1525
/+39 

ctatcgataggtaccgagctcGTACAA
AATGTGCCATCCGAG 

cagtaccggaatgccaagcttGGTCTT
CTTACTGCTTTGGTT 

pGl3-1960
/+39 

ctatcgataggtaccgagctcTGTGCC
AACATTTCACCCTG 

cagtaccggaatgccaagcttGGTCTT
CTTACTGCTTTGGTT 

PPARγ pGl3-439/
+63 

ctatcgataggtaccgagctcTGGTTA
TGGCACAAATGCAAC 

cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT 

pGl3-671/
+63 

ctatcgataggtaccgagctcTTGGCT
ATAAATGCATCCTG 

cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT 

pGl3-784/
+63 

ctatcgataggtaccgagctcCATGCC
ATGTTCCCTGGAC 

cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT 



pGl3-1241
/+63 

ctatcgataggtaccgagctcTTGACT
GGAAATCGGTTTATACT 

cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT 

pGl3-1575
/+63 

ctatcgataggtaccgagctcTGGTAG
GGAAGAGTACCTGA 

cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT 

pGl3-2033
/+63 

ctatcgataggtaccgagctcTGCGGT
GTCCAACATACTCA 

cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT 

 
Table S3. The reference binding site sequences 

 
 
 
 
  

 
 
Table S4. Primers used for site-mutation analysis 

Gene Primers Forward primer (5'-3') Reverse primer (5'-3') 
CPT1α1b CMut-STA

T3-1 CTAtcgaggtgtctTGTTTTTAAT
GTTTGCTGATTTTTTTA 

ACAagacacctcgaTAGCTGTT
AAATAGCTAAATGGTGC
A 

CMut-STA
T3-2 

AAAcaggatctgctAAGAAATA
AAATAAATACACTGGCAA
CTAT 

CTTagcagatcctgTTTAAATA
ATTATGTATGTAACTATT
TACACCACT 

FAS FMut-STA
T3-1 GAAacacattagagAGATTCCAG

TACGATAACTTTACATGC 

TCTctctaatgtgtTTCATATTT
TTTAAATATGATGTTGAT
TAAAG 

FMut-STA
T3-2 

AGCcaccatacgaaGCAGTCAA
GATTCGAAATTACAACA 

TGCttcgtatggtgGCTTTGCCT
TTTTACCAGGTTC 

FMut-STA
T3-3 ACAtgcagctagctCCAAATTCC

TTTTATGTGTCGACA 

TGGagctagctgcaTGTGACCC
TTAAAAGTACAGACATG
G 

 

Name Binding site sequences 
CREB TGAGCT 
HNF4α CAAAGT 
MTF-1 TNTGCACACG 
NF-κB GGGANTTCC 
NF-Y CCAAT 
PPARα GGNAAAGGT 
PPARγ GGNAAAGG 
SP1 CCCCNCCCC 
SREBP1 TCACCCA 
STAT3 TTCTNGGAA 
STAT5 TTCCNNGAA 
TATA-box TATAAA 



 
 
Table S5. Primers used for electrophoretic mobility-shift assay 

Primers Forward primer (5'-3') Reverse primer (5'-3') 
CPT1α1b 
-STAT3-1 

Biotin-pro
be 

Biotin-CTAATTCACGTAAATG
TTT 

Biotin-AAACATTTACGTGAA
TTAG 

Mutative-c
ompetitor CTATCGAGGTGTCTTGTTT AAACAAGACACCTCGATAG 

FAS 
-STAT3-3 

Biotin-pro
be 

Biotin-CACAAACACCTGGAA
CCAA 

Biotin-TTGGTTCCAGGTGTTT
GTG 

Mutative-c
ompetitor CACAAGCAAGTCTATCGTA TACGATAGACTTGCTTGTG 

 
 
 
 
 
 

 
Figure S1 The schematic diagram of ACCα, CPT Iα1b, FAS and PPARγ gene structure. 
Positive: the region that positively regulated the promoter activity. Negative: the 
region that negatively regulated the promoter activity. TSS: transcription start site. 
ATG: translation initiation site. 

 

 



 

Figure S2 Nucleotide sequence of yellow catfish ACCα promoter. Numbers are 
relative to the transcription start site (+1). The putative transcription factor binding 
sites are underlined. The highlighted sequences show putative transcription factor 
binding sites of STAT3. 

 

Figure S3 Nucleotide sequence of yellow catfish CPT Iα1b promoter. Numbers are 
relative to the transcription start site (+1). The putative transcription factor binding 
sites are underlined. The highlighted sequences show putative transcription factor 
binding sites of STAT3. 

 



 

 

Figure S4 Nucleotide sequence of yellow catfish FAS promoter. Numbers are relative 
to the transcription start site (+1). The putative transcription factor binding sites are 
underlined. The highlighted sequences show putative transcription factor binding sites 
of STAT3. 

 

Figure S5 Nucleotide sequence of yellow catfish PPARγ promoter. Numbers are 
relative to the transcription start site (+1). The putative transcription factor binding 
sites are underlined. The highlighted sequences show putative transcription factor 
binding sites of STAT3. 

 


