Table S1. Primers used for ACCa, CPT10.1b, FAS and PPARy promoter cloning

Gene Forward primer (5'-3") Reverse primer (5'-3") Step
4CCa CCATCCGAGTGAGGTTGT AAGTGCTGTCCGAGTTGA PCR
GG GA
ACGATGGACTCCAGAGC CGAGACGACTTGATGCA  hiTAIL-
GGCCGCVVNVNNNCCAA AGCTAATA PCR1
GAAATGAGTCGGCAAGC  hiTAIL-
ACGATGGACTCCAGAG TATTCTGATGTGG PCR2
CACAACCTCACTCGGATG hiTAIL-
ACGATGGACTCCAGAG GATGTTCGTT PCR3
CPTlalb TGAACGCCAAATCGACAT GTGGAGGCCTGACAGATA PCR
CCT AAC
ACGATGGACTCCAGAGC TTCGGTACTGATGCAGAT hiTAIL-
GGCCGCVVNVNNNCCAA TTAGGAT PCR1
CTAGGACGAAGAACGGT  hiTAIL-
ACGATGGACTCCAGAG TCAGTTTAAGACAC PCR2
AAGTAATGGCTTCTCCGC hiTAIL-
ACGATGGACTCCAGAG CCTATGTAGTG PCR3
FAS AAAGCAGTAAGAAGACC GCTATGACGATTTCCTCC PCR
AAC ATG
ACGATGGACTCCAGAGC CTTAGGGTGTGAACTACT hiTAIL-
GGCCGCVVNVNNNCCAA GACG PCR1
TTCTGCGTAGTCTAGACA  hiTAIL-
ACGATGGACTCCAGAG AGC PCR2
CTGAGCTGCCTTGTAAGT hiTAIL-
ACGATGGACTCCAGAG CCT PCR3
TGGGATTTGGTCTAAGCA TGTAGTTGTTCTCATGGG
PPARy CTC CTCT PCR
ACGATGGACTCCAGAGC CACGAAGCTGACGTAAC  hiTAIL-
GGCCGCVVNVNNNCCAA AAGATGCTTTC PCR1
GACTTCCTGTTGCTTCAC  hiTAIL-
ACGATGGACTCCAGAG CCGCTGCTT PCR2
CATGTGGTTGTGCTGTGA  hiTAIL-
ACGATGGACTCCAGAG GGTG PCR3




Table S2. Primers used for 5’-deletion plasmids construction

Gene Primers Forward primer (5'-3") Reverse primer (5'-3")

ACCa pGl13-402/  ctatcgataggtaccgagctcTCCATC  cagtaccggaatgccaagcttCTCACT
+51 CTCGTGTACCGTCA CGGATGGATGTTCG
pGI3-793/  ctatcgataggtaccgagctcCTGTTC  cagtaccggaatgccaagcttCTCACT
+51 TTCCCAGATCTCACA CGGATGGATGTTCG
pGI3-1154 ctatcgataggtaccgagctcTCGGTA  cagtaccggaatgccaagcttCTCACT
/+51 TCTGAAGACTTGACTC CGGATGGATGTTCG
pGI3-1518 ctatcgataggtaccgagctcTTGCTC  cagtaccggaatgccaagcttCTCACT
/+51 CGTTCTGCTAAATG CGGATGGATGTTCG
pGI3-1914 ctatcgataggtaccgagctcTGGATG  cagtaccggaatgccaagcttCTCACT
/+51 GATGGATAAATGGAAGT CGGATGGATGTTCG
pGl13-2234  ctatcgataggtaccgagctcGTGTAT  cagtaccggaatgccaagcttCTCACT
/+51 ACAGTAGATGTTGGCTT CGGATGGATGTTCG

CPTlalb  pGl3-387/ ctatcgataggtaccgagctcTTAAAT  cagtaccggaatgccaagettGCTTCT
+24 GGTTAGGTGTTAGGTGG CCGCCCTATGTAGT
pGI3-726/  ctatcgataggtaccgagctcCTGAAG  cagtaccggaatgccaagettGCTTCT
+24 AATCAAAGGAAAGGTG CCGCCCTATGTAGT
pGI3-1120 ctatcgataggtaccgagctcGTTCGT  cagtaccggaatgccaagettGCTTCT
/+24 GGGCATATTTGTTG CCGCCCTATGTAGT
pGI3-1480 ctatcgataggtaccgagctcGCACAG cagtaccggaatgeccaagettGCTTCT
/+24 ACCTGATTGCTGA CCGCCCTATGTAGT
pGI3-1709 ctatcgataggtaccgagctcCCCTAA  cagtaccggaatgccaagettGCTTCT
/+24 TTCTAACGAGCAAGCC CCGCCCTATGTAGT
pGI3-2155 ctatcgataggtaccgagctcGGGATT  cagtaccggaatgeccaagettGCTTCT
/+24 AACTCTGTGGACTGG CCGCCCTATGTAGT

FAS pGlI3-326/  ctatcgataggtaccgagctcCCTACA  cagtaccggaatgccaagettGGTCTT
+39 AGATGCAACACCTC CTTACTGCTTTGGTT
pGl13-746/  ctatcgataggtaccgagctcTCTGAT  cagtaccggaatgccaagettGGTCTT
+39 TCGTTTACGGTCCTC CTTACTGCTTTGGTT
pGI3-1152 ctatcgataggtaccgagctcATATAG  cagtaccggaatgccaagettGGTCTT
/+39 CCGTTGCACTACACAG CTTACTGCTTTGGTT
pGI3-1380 ctatcgataggtaccgagctcTGTAAA  cagtaccggaatgccaagettGGTCTT
/+39 TGACTTGTCAGCTCT CTTACTGCTTTGGTT
pGI3-1525 ctatcgataggtaccgagctcGTACAA  cagtaccggaatgeccaagettGGTCTT
/+39 AATGTGCCATCCGAG CTTACTGCTTTGGTT
pGI3-1960 ctatcgataggtaccgagctcTGTGCC  cagtaccggaatgeccaagettGGTCTT
/+39 AACATTTCACCCTG CTTACTGCTTTGGTT

PPARy pGl13-439/  ctatcgataggtaccgagctcTGGTTA  cagtaccggaatgccaagett TTGGTG
+63 TGGCACAAATGCAAC ATACTGAGCTTCGTAAT
pGlI3-671/  ctatcgataggtaccgagctcTTGGCT  cagtaccggaatgccaagett TTGGTG
+63 ATAAATGCATCCTG ATACTGAGCTTCGTAAT
pGl13-784/  ctatcgataggtaccgagctcCATGCC  cagtaccggaatgccaagett TTGGTG
+63 ATGTTCCCTGGAC ATACTGAGCTTCGTAAT



pGl3-1241
/+63
pGI3-1575
/+63
pGl13-2033
/+63

ctatcgataggtaccgagctcTTGACT
GGAAATCGGTTTATACT
ctatcgataggtaccgagctcTGGTAG
GGAAGAGTACCTGA
ctatcgataggtaccgagctc TGCGGT
GTCCAACATACTCA

cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT
cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT
cagtaccggaatgccaagcttTTGGTG
ATACTGAGCTTCGTAAT

Table S3. The reference binding site sequences

Name Binding site sequences
CREB TGAGCT
HNF4a CAAAGT
MTF-1 TNTGCACACG
NF-«xB GGGANTTCC
NF-Y CCAAT

PPARa GGNAAAGGT
PPARYy GGNAAAGG
SP1 CCCCNCCCC
SREBP1 TCACCCA
STAT3 TTCTNGGAA
STATS TTCCNNGAA
TATA-box TATAAA

Table S4. Primers used for site-mutation analysis

Gene Primers Forward primer (5'-3") Reverse primer (5'-3")
PTlal Mut-STA ACA TAGCTGTT
CPTalb % ;lt STA  CTAtcgaggtgtct TGTTTTTAAT Ai A‘f‘rg:?g}tzgz AngTg c
) GTTTGCTGATTTTTTTA N
CMut-STA AAAcaggatctgctAAGAAATA  CTTagcagatcctgTTTAAATA
T3-2 AAATAAATACACTGGCAA ATTATGTATGTAACTATT
CTAT TACACCACT
FA FMut-STA TCT TTCATATTT
’ T3 lllt T GAracacatagigAGATTCCAG T(TjT::ZaEAt%GAiGTTGAT
TACGATAACTTTACATGC TAAAG
FMut-STA AGCcaccatacgaaGCAGTCAA  TGClttcgtatggtgGCTTTGCCT
T3-2 GATTCGAAATTACAACA TTTTACCAGGTTC
FMut-STA TGGagctagetgcaTGTGACCC
T33 ACAtgcagctagctCCAAATTCC TTAAAAGTACAGACATG

TTTTATGTGTCGACA

G




Table S5. Primers used for electrophoretic mobility-shift assay

Primers Forward primer (5'-3") Reverse primer (5'-3")
CPTlalb  Biotin-pro  Biotin-CTAATTCACGTAAATG Biotin-AAACATTTACGTGAA
_STAT3-1  be TTT TTAG
Mutative-c 1\ TcGAGGTGTCTTGTTT ~ AAACAAGACACCTCGATAG
ompetitor
FAS Biotin-pro  Biotin-CACAAACACCTGGAA  Biotin-TTGGTTCCAGGTGTTT
_STAT3-3  be CCAA GTG
Egaettﬁrc CACAAGCAAGTCTATCGTA TACGATAGACTTGCTTGTG

-2234  -1914 1518  -1154 -793 -402 +1 +143  +1612

ACCa I:- Positive| | | Positive| Exon1 | Intron1 |I Exon2 |

TSS ATG

-2156  -1709  -1480 -1120 -726 -387 +1 +302 +998

CPT la1b | | | Positive | | | Positive| Exon’ | Intron1 |I Exon2 |
TSS ATG
-1960 -1525 -1380 -1162 -746 -326 +1 +165 +1004

FAS - \ Positive| Positive| Exon | Intron1 |I Exon2 |
TSS ATG

-2033 1575 1241 -784 671 -439 +1 +106 +4096

PPARy - |Positive| | | Positive| Exon1 | Intron1 ||EXOH2 |

TSS ATG

Figure S1 The schematic diagram of ACCa, CPT lo.lb, FAS and PPARy 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.




CRCAGCTCCA GTCTTGTGTA TRACAGTAGAT GITGGCTTTA AGCCCRACAC TTTTTTCCCC CTTTACTTAT CAGRCAGTTT TCTGATAARR ARRARARARA -2150

BGRAATTGGE GAGCACAGTT ATCRCRAGAAR ACTATTACTA RACTGTGTGC TCTGGARATG TACARACEAR CATTCTGAARR TTCRGAGGAC ATTTAGTTTG -2030

TTGGACTTTC AGATTTCAGA AGTCARAATG AGAACTAGCT CTTTATTCTT TTTTITTTTITT TTTTTTTAAR GATTCCATAA CTCTTATATT TCAGTAACTG -1950
HNF4a

TRAARCAATT GCTGCACARA ARATGGATGG ATGGATGGAT GGATGGATAA ATGGAAGTAR TAAGRARCAT GGTGAAATAA TTACAGATTT TTCCCATTTA -1850

TTGTGATGGT ATTTTTATAT GACRCRAARR CATATATGRAA TCATTTACAT TACAGCTGAT ATARRCACTC GTTATAGCAR RCACTTGTTT ACTTCGTTTAE -1750

TCRATTTTAC ATGAAAAGCA CTGACACTGT AGACTTCTTC CATRRATGTA AGACATTAGT CTTAGATTGC ATTGGGTCTT CAGTATACAT GTCCTTGTAR -1650
ACATCRTACE CATCTTTAGT TGGTTACTAA CRATAACGTA TTRRRRGCARR ATCTGATCAR TCTGATAAGT GCTGCRATCA TTTTTTCARA ACCCAGRATT -1550
GGTCAATGCA TAGGTTTTAA CTAGACTTAT TTTGCTCCGT TCTGCTRRAT GTTCACATAT ARATGATTTA TGATGRAATGT TTTTATGATG ATGTTGACTG -1450
TTTTAAGTTC AGATTTCTIT TTGCCTGCTG AGAACATTTG AGGTGAATCA AGCTTTTGTT TATTTTTTCC TTCCATGRAT CCCTTCTAAG GTCTCATGTT -1350

CCACTGCCTG TTTTATCTGG CAGTAGGACR GGTGATGTCT GCATGATCAT TARRCTTTGR GCTGRACTTG RACCTAARAR TCACGCTTGC ACRAAGACTGR -1250
PPAR/RXR
TATTTCATCG TTCTGAATCA ACCCGTTTAC ACAATAGTTA GATTGGATGC CRATGCCICT GIGGTACGTC TGAGTGARACT CGGGICGARAG GTGCTTCGGT -1150
ATCTGRAGAC TTGACTCTAT CTACAGTTAG CTGRAGTATT GAACTATTAT TTARRAGACA TTTCATCCRR AGTGCCTTCC GGTTGAGCCT TGCAGATGAC -1050
GGTTARRATC TACTGGGAIT CGACCTCACA ACCTTCTGCT CGGTATTCCAR TATTCAGTAT GATACTGACA CCGRARATGTT CCTTGATACC TRAGTAGATC -9$50
TTCTAGGTTG ATGGGATGTG ACTGTATCGG TGCATCAGTA CRACAGCACRE CACATTAGCA TCATTATAAT GACTGCTGTG GRATGARATA ARRATGTTCA -530
GTRATAGAGT TATGRATCAT GGCATTTTAC GTCATCCTCT TRAGARTGAT AARATATCTGT TCTTCCCAGR TCTCRACAGAG ATGTCCATAC ATGTGTTCAC -730
TTTTTGGARG GACRACTTTG GRACATGTTTA ATACTTGGAG ACTGTTTGTT CTTTTGACCA ACTGARACCAC ATTATTATCC CARRATCGCTC GTCTTGTTAT -650
HNF4a
TGCAATGATA AGACATGCAA ACTTTTTGAA CTTATGTTAT TTGCATTACER TGTGATAATG TTATTTATTT TAGATCCCTA AAGCTATCTG AACCTTTGCA -550
CTCAATTATA TCTATARARZ BAATARGAAT ARATCATTAA ATCATTATCG GCAGTTCTTT TCCCCCTTGC TTATTATTGC TTTTTCTGTT TATTGCATTT -450
CTTATTGCRA ATTTTATTAT TTGTTATATA AATAARATGG ARAAACATCC ATCCTCGTGT ACCGTCACCT TTAATTCATA AACAGATTTT AGTCGGATCA -350
PPAR:

GGCGATACCG CGCACARAACA CGCGGACCAC CAGACCCTCT CTCTCATIGG TTACACCICT CCTTATITGC ATATgAAAAC CCGCCCCTRAA CTGRRACACG -250
SREBP1

ARATTCTATT CGCTCATTCG TTCGGCGTGA GACTCTTAAA GTTCATAGTT CGACRATCTG CAGTAACCTC ACTCGACTCC CCGTTTTTAC ATCCCACTCG -150
CATTCCGACE TRACGCTTCC TTGTTTTGTG ATTGACTCAT ACAGCTGTCC ARATCAGARGAC CAGRAARCTCGG GTGTACARTT TACATATGAC CRATCAGAGC -30

NF-Y NF-Y
ARRACAGACC GGCRARATTCG AATACGGGTA GGATARARAR ACGCTTCCGG TGAGTAGCTA AGCTTATTAAR CTCAGRAGCT RACGCTAGCT GRATATTAGC +51
TATA-box 1SS

Figure S2 Nucleotide sequence of yellow catfish ACCa 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.

CCTRACACTT TCTTTCCACT GARCGTCTCTC CGGGGTTTAT TTTTGCCGAG AGGACTGCRAR CRAARTCTATG GACTGGAGTA GGGATTARACT CTGTGGACTG -2132
GAGTTGGGAT TARATATGTG GACTGGAGAA ATTACTARAT CTCTGGACTG GAGTACTGAC TARATGTGTG GACTGGAGTA AARRACTAAT TCATTCATTC -2032
ATTCGTTCAT TCATTCATTC ATTTTCTACC GCTTTTTCAZA TTCRATTCAA TTTATTTGTA TATTTACTTT TAARRATTCC CATTGTCTCA AAGCAGCTAT -1932
ACAGARGTAT GGRRACRAGAR GAGAGAGATA TRARATAARAC AAACARRRRR ACRARCAARC ARRCAARCAR ATARAGARRG ARAGRRRGRR AGRARGRAAG -1832
RAGRAGRAGR AGARRGRAGAR GRAGRAGARAG RAGRACGGAT ARRAATARAT AARTGAATAT ATACRATTRA AGTTTAARAT GRATTTRARA RAGATTACCT -1732
TEARATTTAR RATACTATAT ATCTATCCCT AATTCTAACG AGCRAGCCGA AGGTGACTGC GGUCRAGGARR ARCTCCCTGA GARRGATATGR GGRATRRACC -1632
TTGAGAGGAR CCAGACTCAG AAGGGRACCC ATCCTCATTT GGGTGACACT GAACAGGACA TAATGTAAAT GTARAAARAA AAARGTCCTTT CTACAACAGT -1532
TGATGCRACT GAGAGCTCCT GARRRACTAR TGGGTCATCG TARRACTCTGR GTTCAGCACE GACCTGATTG CTGATCRAGR CCRGACCATA CAGTTGACTG -1432
ACACARCATT GATTCRRRAG RAGGCATGAT RATCTCTGGG CGGCTCCATC CRCRACAATC CCATGRGRCR CTTGCTGRRA ACRRGATTGT AGTARRRAAC -1332
RARTTACTGC TGARGTATTA AATACACCTA TGGATCAARRG TATTACTRAR TARGTATATA TCTACACTCA CTGTCCACTT TATTAGRREAC ATTCATGCTT -1232
TTATTGRATC AGAGRRATAR CAGCAGCTCG ATTACTATGC ACCATAGTGA ACATTATATT TTARATTTAR ARATTGAATAT TAGGRATAGT GGACAGCAAT -1132
GGATTCCTTA CTATGGTTCG TGGGCATATT TGTTGCTTCA GCTCATARAT CTGTTCTTTA TCGCAGTCGT TTTGTTITGT TTTGTTTTIGT TTAGTCCACA -1032

MTF-1 I STAT3 %
GGTTRRATCC TTGCACCATT TAGCTATTTA ACAGCTAATT CACGTARATG TTTTTAATGT TTGCTGATTT TTTTRRACGT TAGRATAGTT CTGCACTRRR -932
TGGTTGTTAT TTTARGACAR ARRTARATTT TGTACCCTAT ACRRRAACTTT TTAATTTTAR GTCTTTAGTA TTARATARAT GRATAGTGGT GTRRATAGTT -832

RCATACATAR TTATTTAAAC ATGTTGGAAT ARGARATARR ATARATACAC TGGCRACTAT GTRAGCGTTA TTTTRATGTT TTTATTACAT ACTTACTTTT -732
CTTTCTATTC TGARGRATCAE ARGGRRAGGT GTATGAGACE GTAGTGAGAC CAGCTCTGCT GTATGGGTTRE GRGACTGTAG CTGTGAGGAT CAGACATGRAG -632
GCAGRGATGG CGGTAGCAGR TATGAGGATG TTGAGGTTCT CTTTAGGAGT GACRAGGATG GRCAGGATTA GGAACGAGTG CATCAGAGGG ACGGCTCAGG -532
MTF-1
TTGGCTGTTT TGTGGACAAG GTCRAAGAGG ATAGATTTAG ATGGTTTGGR CATGTACRAR TGAGGGAGAT TGTTATATTG GTAGRATGAT GTTGGGRATG -432
GRGGTGAGGT CRAGAGGAAG GACARAGAGAR AGATATATGG GCATGRAGTT AARTGGTTAG GIGTTAGGTG GRARCAGATT ATTTGCTGTG GCATTTTGGC -332
HNF4a PPARa/RXR
TTTCTTTTTA TTCTCTTATT ACRRACTTGT CCCTCCTTIC ATCTGAGGGA TTCGATATTA TARAAATAGC CACATGATTT ACATTGACAG GATTTTTTGT -232
SP1
GTGRRACTTT GTGTGCTGCC ATTTTGGCCA GGACTCCCIG GTAGRAGAGR TTTTTTTITA TCTCRATGGG ATTATTCCTG GTARRATRAR AGATRRATRR -132
ATARARATAR ATRRATTTAT GCCTARATTA ACAGCAGRAT AAATAARATAR ATCTCTTCCG CACCACTAGG GGGCGGTGIG CACATTRAGT RAGGTCGAGG -32
SP1
TTGRATCCCA RRRATCTGTA ATGTARACAAR RGTGCACTAC ATAGGGCGGA GARAGCCATTA CTTTCTTTTA CTTATAGTGT GCCTATGIGC GGCGTGIGTR +69
TSS

Figure S3 Nucleotide sequence of yellow catfish CPT lalb 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.



CAGTCCCTIGC RATARGCCAG GAGCTCAGTC ARATCTGCAT CTAGGCAGCT GTGTCACCRAR ARTGTGCCRA CATTTCACCC TGTTRACTTT TAGGTTTCAT -1913

BGATCTRAGT GGTTCRATTC ARGCACAGTT CTCAGTACCC TTCTGAACCT TTAATCAACA TCATATTTAR AAAATATGAA AATCCTARAA GAGATTCCAG -1813
TACGATAACT TTACATGCAG GGTTACACAG CACACCATTT TGTGACCTTA TGTGITGATG CCCCTGCATG GGCTTCCTCT GRATRATTTA CAGATACTGT -1713
TCCTGTGTCE GCCRAGRGCAG AGGARRATAG ARATACACCA CATCCCGGAT TACCAGTTCA AGTTCAGGGC TTGARAGCAG TGATCCAGGA GAGRAACAAR -1613

BRAAGCCAGRA CTACATCTGA ACCTGGTRAA AAGGCAAAgC CAGCTGGAAA GGCAGTCRAG ATTCGAAATT ACRACATTAA AGACTGRRAC TATGCAGGTA -1513
PPARG/RXR

CARARTGTGC CATCCGAGCA AGATTTTGAA ACTATTTRAC ARACCCGGAT GTTGTGTITTT ATGAATCGTG AGTTCAARATA TGTGRARATAT TTGTTACCTT -1413
TACTGBACTC TRBRACTCTGC GGGTTCCTTG TRRAATGTAC CTTGTRRATG ACTTGTCAGC TCTGTCATTG ARRATARAAA ATGTTTTTGT AATARTARAR -1313
PPAR:

TATT;TTATA CTCARTEACT CRATACTGTG GTTGTATTTT ACCTGCRAAG TATACACCTA CTTATGCCTA TAGTTTCTTA CACTTAGCAG TRAGGRRGTA -1213
TGICGTGIGT CATCACCTGT CTRACCTGTC TCRAGTCRAG TCRAGGAGCT TTTATTGTCA TTTCRACCAT ATATAGCCGT TGCACTACAC AGTGRRATGR -1113
GACGTTTCIC CAGGACCATG GTGCTACACA RRACRRAGTG GURATGGAGT GTTTTGRACA TAGTCGTGTA TGTAGCUACAC TTTGGTTTCT CACTAGCTGC -1013
TTTATTATAC ACTCTATTTC AATCTACRAT CTIGTGTTGCT TTCTGACCAC AGCACGGATG TTGGTTGCAT ATTTTTGTTT CARRATGATC ACGAGATGTIT -9%13
CRRACGCTTC TCRAGACGAGC TGTTGGGCCT GATACAGATG TTCCAGCACC ACACATACAC ACRARCTCRA AGATGCUCATG AGGTGGTGCC ATGTCTGTAC -B813

TTTTRAGGGT CACAA ' sAACCARR TTCCTTTTAT GTGTCGACAR ACTTGGCCAR TCRACCTGAT TCTGATTCTG ATTCGTTTAC GGTCCTCCAT -713
CCATGGACGC TGTGTGGTTA AACCGRGCAC TGRACGTGAR AGACTCTTGC GCTTTRACTA TARACAGTAT RRRACATCTA TAGRGTGRAC CGRAATRACC -613
CCGTTRARCG ACACGCCCTC TTGATGACCT CACAGGCTAC GCTTGTCTTT AGCAGGACGC CTTARTCGGT TCGTCATCAC CTCACCCTAT ATCAGRRACR -3513
SREBP1
CGCCCTTTCT TCGTCCTGAT TGGCCRARAG TCRACGTCARA TCACGRRACT GTGTGATCTG CRAGCTGTCG CACGTGARAC ATCCCAARRAT CACTGRRATR -413
PPARy
BATGGCTTTC ACGCGACTAT TGTARACTCA GTTTRACATT AATATATTTG TCCCTAGCTG ATTTAARAGCT TTTTGGRRAT AGCACTCGTA CATTTTCCTA -313
CRAAGATGCRR CACCTCATTT TRAGRCACAC ACACACACAR TGACGTCTAT ATCTARTTCT GACCCAGATT CATTAGGCRR TAAGGCRATG TACTTGTCTA -213
GGTTACTGIG ATAGCATGCA TCTGIGCATG ATGTTGCACA TARACCTTCC ATTTCATGAC TGRACTCGRA TRACCTGTGT TTTTAGGUGG AARTTRACGTT -113
BGGACATCAG CTCAGTGGTT GGATGTTGGA TCCCTGCCTIC CTTTCTCATT GGACTAGRAR CCCRRGGCRR CTGTCAGCCC ATGTGGUGTG GCTATACRAC -13

NF-Y NF-Y
BTGGCACACE TTTARATGAR ACAGACATCAR GTGCRRAGGC RRCCRARGCA GTRAGRAGAC CRACACTCAG AARARAGGGG TTATTRATCC ACATTCACAG +78
TATA-box TSS

Figure S4 Nucleotide sequence of yellow catfish F4S 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 STATS3.

GAGGAAGCTG AGGRAGCGCG GGRRACCTCA GGAGAGACAT CAACTGITAR CTCATGCCTA TTRARAGCAR TTGGAGGRRR GTTCATGTCC TCCGRTATTG -2072
TGCRAGRGCR RRTTCCCRAG GGGCTACRCA ATRRAGATTG CGGTGTCCAR CATACTCATC AGRARGGGTG TTTGCAGCRAR ATCTGATTTG TCATCRAGGG -1972
STATS
TCTGGAGAGR ATGTTCAGGT AARCCGATTGC TTAACATCCG TCCTCATGTA CTTGIGCATG TTTTAATGTT TTCTCCAGGG ATTTGGATTC RRRAGCATGR -1872
CREB
GATCATAATT AGTCATGTGC TAGRACGITA GAGGAGTTGC AATGTGCTTG CATRRATGTG TGIGTGIGCG TGTGTGTGIG TGCATGCGTG IGTGTGTGTG -1772

TGTGCATGCG TGTGTGTGTG TGTGRGACGT TGCTTTGTGG TCTACAGCAG CTGATTAARCT AGCTCAGGAT CATTT TTGCATTC TGTARBATGTC -1672
CAGTCAGCTG TTGTGGRAAG TTTGTACTTT TGTGGRAAGT TTGTACTTTT CACTTTTTTC TTTCCACTTT TCTAATGTTA ATGACAGCTT TTCTATTGGT -1572
BAGGGRAGAGT ACCTGRATTG TATTRACTTA ATTTCACACT BARRCACARR CTGRAARRRAR ARRRTTACCT CACRARRRAG GATTARRATT ATTGGCRATE -1472
GGTGCATCCC ARATTTCAGT TTGCRATATT CTCTGCCATT TTGTAGTARA AATTGTAGCA AGTTAACAGT GGRAARATTCTA ACAAGTGGAA GTGCACTCGA -1372
NF«B
BAGCACGCCGA TGACGCACTT ATTCAACCTA ATARACAGCG AGTGGAATGR CACTTCAACC GTTGTAGCTT TCTTACACRA AAGGARAGGG GUCATTGARARR -1272
AGTATAATTT TTTATGATGG CCACCGRACA TTGACTGGAAR ATCGGTITAT ACTTCCAGTG TAGTTTCACA TTTGAGACGA TACTCCCCTA ARATTCGTAC -1172
ACTARRCAGT ARAGTGCTITA GIGCRAGTGC TTAGTCATTT GGGACACAGC TGACGAGACT GGATTTTACC AAARTTTITTAC ACATATATAT TCGTGTARCR -1072
BGCCCTCTTA TTTTTGGCAA CACCCACTGG ACARRATTATG CTAAGTTACC CRACATGGTG GARTGATCTA GARCAGGATA ACAGCAGATT TAGTGTTCCT -%72
GGAATTGTAG CTTGTACCTA TTTAATTAAT TTAGATAAGT GGTTTACATG ACATATTATC CATATTCTCT AABAGTCATG CAATCTTTTG TITTTTTTTT -872
TGTTTCTCAG TCTGGGTGRA GTTGGGTGCA CCAGACTGCA GACTACTGCAE GGCTTGTTAT TACARBATGC TGTCTGTGTG ARRGACACAT GCCATGTTCC -772
CTGGACARAA CCTAGTTTTA GCACABRAACC GTTTAGCAGA BAAATGGITCA TTTTAAATGG AGAAGGCTTT GTTATCTATT ATTATCTAGR AGCAGTGATG -672
TTGGCTATAA ATGCATCCTG CTTGAATAGA TTCTTTTTTT TTTAATCAGC GTATTTGTGG TATTTTGGTG TGTAACTTAA TATAATACTG TGTGTGTTCA -572
ATAACATGAT CTTTATTGCC AGTATTTGCA AATGCTTAGT GTGGCACGTG TGTAATATAT GGAATCATTT TTCCAGTAGG AATGAAATGT GICTGTTAAC -472
HNFda
TTGGTAAAAG TGCTTTTCGA ATCGTTTAAA CATGGTTATG GCACAAATGC ARCATATTTC ACTATAAGAG TTTTGTAATA ACAAACACAG RACCAAATCA -372
BACARCACACA CACACARACA ARCACACACA CACATACTGT ACARARRARAR TCTGATAGTA ARGCTACTAT CGGTCRACAT GACTGTCATG ATCATAGGAT -272
CTGAGGTCAG GGCCTCTCAG TAGTGACACT GAARATGTCA CGGTGTAGRAG ARAGCATCTT GTTACGTCAG CTTCGTGTTA TARATTTATC CRGGGGRARAGA -172
LGTGATCCAT CCAGCTTTCT GTABAGAGAA GTGGAAAGCA GABBAGCAGC GGGTGAAGCA ACAGGARGTC ATCTGGCTAG CCGATCACCT CACAGCACAA -72
NF-Y
CCACATGATG GITAGCTIGTC TGCACTTTITG CTGAGGCCAT GCAGTGTARA BATCRAGITC CTGTTCAATT TGGTAGRACC ACTTGACCAG TTACCARARGT +29
TATA-box TSS

Figure S5 Nucleotide sequence of yellow catfish PPARy 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.



