- 995
- 965
- 905
- 845
- 785
- 725
- 665
- 605
- 545
- 485
- 425
- 365
- 305
- 245
-185
- 125
- 065
- 005

ACACACGAAG ATACACGAAT

AATAGGGAAG

CAAGITGAAT ACGAATTTCA
CTCAGATCAA ATTCAGGCAT

TCTTGATAGG CCAGGAAGTT

TGAGACAGAG
GCAATGICTG
TTGCAGGCGT
GCCGTGITGG
CCCAAAGITC
TTTATAGITT
AACATTTTAT
GATTATTAGA
CCGICTCTCGC
CTCAAGITTC
TAAACAACTC
TGCTTATTTA

TCTCACTCTG
CCTCACAGGT
CTTCCACCAC
CCAGCCTGGT
TGGGATTACA
CTGAGAAAAG
GICTCCTTCT
GGGGAGCATC
TGAAGGEGTT
TCCTAATTCC

GAAGITTCTT

TGGCCGAGEC
TCAAGCGATT
GCCTGGATAA
CTCGAACTCC
GGCATGAGCC
CCTTTGGITC
TCCAAAAAGA
GGGCCCTTTA
CCCTCCTGIG
CAGCACCTCT

CAGCTCTTGG ATTACGTCGG
GAACCTAGIC TGAAGCAAGC

MEF2
AAACTGGAGA

GCTTGGAAAT
AP2
GAATGTAAAG
+1
AAGCAAAGEC

C/ EBP
GGGAAAGCTG AGGGAACAAT

TAACCTTTAA CCAAACATCT
PPAR/ RXR
AGATCCAGGG CTCTTGGAGA

AGAAACGGCA TCAGGAGAGA

AGCAGGAAGG AAACGCAGGA GGAGGGAGCA

GGCAATGGCA
TGITTTGCCC

TTTAACTATT CTGITTACTT

TGGAGTGCAG TGGTGCCATC
TTCCTGCCTC AGCCTCCTTA
TTTTTGTATT TTTAGTAGAG
TGACCTCAAG TGACCCGCCA

RAR CRE
ACCACTCCTG GCCCGTCTTT

CCGTTCGITA TTTTTTAAAT
AAATAATGAA TTAAGTGGECT
CTAAAAACAA AACAAAATGT
CAGCAGACAT TCAGTGATCA
GATTCCCAGC ATCTCTTCTT
GCAACATAAC AGCAGGCACG

[TTTTTTTTT TTTTGGITAA

AAGAGGATTA AAGATTAGCT
GATA-1
TATAAGTAAC GCCAGCGCAG
GGGACAAGTG AGAGCCAGCC
CAGAGATGTG AAGGAGGGAA

GCATCTCCTG TGAACACAGA

TTTGCTGITA AAATCGATCT CCCTCGGCAC CCTGAGCAAT G

ATTTATTTTT

TCAGCTTACT
GCATCTGGGA
ACAGGATTTC
ACCATGGCCT
TTTACTATTC
AGGTACATGA
CTTTATGTAT
AAAACCTTTC
CAGAGCTTAG
GTTCTGATCA
GAATTCTCTC
GTCAAAAGTG

TRFI

ATGACACATG
CTTCCCTTGT
AAAAAGGAAA
GGAGCAGGAG
GGAGCACCTG



Human
Mouse

Hunman
Mouse
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Mouse
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Hunman
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Hunman
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Mouse

- 965
- 965

- 906
-915

- 846
-855

- 787
- 800

-728
-742

- 674
- 682

-620
-622

-568
-562

-516
-502

- 456
- 443

- 396
-393

- 336
-333

-279
-273

-228
-213

-170
-153

-110
-111

-50
-51

ACACACGAAGATACAC- GAATAATAGCGAAGCTCAGATCAAATTCAGCCATTGITTTGCC
---------- CT CTACTGACTGATCCCTGICT OOAATCOOAAAGOA\TCT TTAGTTTTATA
*k*k k% * *% * k% * kkk k%
CTCT TGATAGGOCAGGAAGT TGAAGITTCT TTTTAACT ATTCT GT TTACT TATTTATTTT
ATTTCT TTAATTACATAAGACAGGGAGATCATACATATTCACGAGGT GICCT GT GGTGIT
* %k % * k%
TTGAGACAGAGT CTCACT CTGT GGCCGAGGCT GGA- GTGCAGT GGTGCCATCTCAGCTTA
TTGATTG - - - - CTGTATATGTGGTGGAGTGTGGAAGCCTTCTGCTGCTCTCCTGGCTGA
CTGCAATGTI CTGCCTCA- CAGGTTCAAGCGATTTTCCTGCCTCAGCCTCCTTAGCATCTG
GGGCGT CACT TCGAGOAGOAGGAACCGAGAATCCCCOAATTCCCAC— - CCTATGCTCTCA
%k kkk*k * * * * % * * x k * %
GGATTGCAG---C—ZCGTCTTCOA\COA\CC-ICCTGGATAAI T IGTAI TTTTAGTAGA- - - GA
AAAATGCAGTGT GGATTTTAGT CT TTGGGT CCTCCCTCTTATCAGTCTGAGITGAACT GA
* kkk k% * k% * k% * * % *%**%x *%*
CAGGATTTCGCCGTGT TGECCAGCCTG- - - GICTC- - - GAACTCCTGACCTCAAGTGACC
AGGGT TCCOGATGGACT GGCTATGCAGAAGGECCT CAGGGATCCT OCT GTCTCTGCCT CCC
* % % *kk* * k% * * k*k* * % % * k% %
CGCCAACCATGGCCT CCCAAAGITCTGSG: - - - ATTACAGGCATGAGC— - - - CACCACT C
AGCT CTGGAATTCATTCGGGTGCTCTGCECAGAAT TCAAAGCCTCGCTTGT GCACAGGCC
* * Kk % * kkkkk%x * k% * k% * * k%
CT GGC CCGTCTTTTTTACTATTC - TTTATAGTTTCTGAGAAA- - - - AGCCTTTGG TT
CTGACGITGITTTGIGITT IAATTGTTCTTTGGTTCCCGAAAAACI:CAAGTCTTTGTCTT
*kk % ** k% *x % **x * * * % k%% *x k% k*k* %k kkkk*x
CCCGTTCGTTATTTTTTAAATAGGTACATGAAACATTTTATGT CTCCTTCTTCCAAAAAG
CCCCATCTTTGCTTTTTAAATGGECACATGACACATCT T- TGAGCCCTCCTTCCAAAAAG

)k k *k k% kkkhkkkhkkhkk *k K*hkkhkkk *kkhkxkk *k k% kkk kkkhkkkhkkkkkk*k

AAAATAATGAATTAAGT GECTCTTTATGTATGAT TAT TAGAGGGEGAGCATCGGEECCTTT

* %k k% **k *kkkk * **x k% * %k k% **x % * * k%

ACTAAAAACAAAACAAAATGTAAAACCTTTCCCGTCTCTCIITGAAGBCIFTTCCCTCKZTGT

ACCAAGCCCCAGGT TAAAATCAAAGCCTTCTCTCTCTGT TTGCAGAAGGCAAAGATGT CA

GCAGCAGACATTCAGT GATCACAGAGCTTAGCT G- - - AAGTTTCTCCTAATTCCCAGCAC

CCAGCCCACAACT TGCAATAGT GOGGT CAATGT CT TTGATGGT CCCCT CGCT TGAAGAGC
* k k% * * * **x kk*k

CTCTGA ——TCOCA— -- GCATCTCTTCTTGTTCTGATCATAAACAACTCCAGCTCT— ---

CTTTGCT GATCCCAAATGCT GITCTCTCTGCTCTAACCATAAATGCATCCAGITCTCAGG

%k k% * *k kk*x * % % *k *k*k * F*kkkkx%x kkkkk k*k*

- TGGATTACGT CGGGCAA- CATAACAGCAGGCACGGAATTCTCTCTGCTTATTTAGAACC
ATGGGCTAGCT CGGGCAAACT CAGCAGAACGOGOCAAAT CATCTCTTCCGACT CAGAGCG
| RF1
TAGTCTGAAGCAAGCTTTTTTTTTTTTTTGGT TAAGT CAAAAGT GAAACT GGAGAGGGAA
GAGOCT--- === -m e memmme- TCCTTGGCTAAGCTAAAAGT GAAAT CAGAGOGGAGG
* % k% * kkk* *k*k* *kkkkhkhkkkkx k% **%x
GATAL bHLH AP2

AGCTGAGGGAACAATAAGAGCGAT TAAAGATTAGCTATGACACATGGCTTGGAAATTAACC
AGT TGGAAAAACACTAAT GCGATTAAAGAT TAGCAGTAACACAT GECTTGGGAACTGACC

* %k k% kkk*k *k*%x ER R S I S I * kkkkkhkhkkkhkkkhkkkikk *xk Kk kk*%x

PPAR/ RXR TATA

TTTAACCAAACAT- CTTATAA- GTAACGCCAGCGCAGCTTCCCTTGTGAATG -1
TTTGACCTAACACACACACACTGTATAAATTACCCAGCAGCT TCCGGCAGC— -1

kkk kkk kkk%k * * % * % % * kkk*k * *



