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Calladine C.R. (1982) Mechanics of sequence-dependent stacking of bases in B-DNA. J Mol Biol. 161(2):343 352  
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AA 35.0  

AT 20.0  

AG 60.0  

AC 60.0  

TA 20.0  

TT 35.0  

TG 60.0  

TC 60.0  

GA 60.0  

GT 60.0  

GG 130.0  

GC 85.0  

CA 60.0  

CT 60.0  

CG 85.0  

CC 130.0 



18   

 

 

;  

 

(GTFs - 

-  

  

TBP -  

-  

 

-   

-   

-  

 



19   

 

    

-

- 

 

    - 

 

    

 

    

 

       

 

-

 

 

 

- ( ) 



20   

-  



21   

  

 



22   

 -  



23   

 

-  -  



24   

 

   

 

 

 

 

 

1 

 

N 

 

  

 

2 

 

N.N 

 

 

 
 

3 

 

N.N.N 

 

 

-  

T3R/RAR 

 

4 

 

N.N.N.N 

 

 

 

RAR 

5 

 

N.N.N.N.N 

 

 

 

RAR- , RAR-

 

6 

 

N.N.N.N.N.N 

 

 

 

RAR- 1, RAR- 2 

         

 

  

 - 



 1.      

   (basic domain); 

 2.       

   (zinc-coordinatins DNA-binding domain); 

 3.    -    

     (helix-turn-helix DNA  binding motif); 

 4.       

       

  - .  

25   

  

 - 



26   

  

-  

1. bZIP 

 

2. Zinc coordinated 

 

 -E2 

 

3. Helix-Turn-Helix 

 

4. -scaffold 

 

 REL 

 



27   

  

  

(b-zipper) 

    

(Helix-Loop-Helix) 



28   

  

Zn - finger)  



29   

  

Zn - finger)  



- -  

(Helix - turn - helix) 

-scaffold 

(TATA - box +  

DNA - polymerase) 

30   

  



31   

  

  helix  turn - helix) 



32   

B-DNA Video 
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B-DNA Video: FEATURES 

B-DNA-FEATURE  
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B-DNA-FEATURE 
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Standard Deviation, False Negatives for Control Sequences), NT (Means, Standard 

Deviation, False Positives for Random Sequences), and FG (Graphical Representation of 

Test Results). 
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ggagtTCAAGGTAAtaagggc 
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E2F/DP 

E2F/DP 

TRRD  
gggggcggggcggccacaaTTTCGCGCCAAActtgaccgcgcgttctgc 

gctcggcggctcgtggctcTTTCGCGGCAAAaaggatttggcgcgtaaa 

tctttcgcggcaaaaaggaTTTGGCGCGTAAaagtggccgggactttgc 

acgtcccgcagctgcagatTTTCGCGCGCTTtggcgcaggtggttgtgg 

acgtcccgcagctgcagatTTTCGCGCGCTTtggcgcaggtggttgtgg 

gccaatggcccagcttcttTTTCGCGCCCAGcagctgctataaaatgcg 

ttttacgcgccaaatccttTTTGCCGCGAAAgagccacgcgccgccgaa 

tctttcgcggcaaaaaggaTTTGGCGCGTAAaagtggcccggactttgc 

atcagaatcgaggccgggcTTTGGCGGGAGGtgggaacgctgtggccat 

aacgctgtggccattcggaTTTGGCGCGAGCgcggctggagtttgctgc 

tccatccggtagcgcacgcTATCCCGCGCCTtttcaagcactttcgttt 

gtacacaggaagtgacaatTTTCGCGCGGTTttaggcggatgttgtagt 

tcacttcctcttattcagtTTTCCCGCGAAAatggccaaatcttactcg 

cgcgcgcagggattttaaaTGTCCCGCTCTGagccgggcgcaggagcag 

gaaaaagaacggagggaggGATCGCGCTGAGtataaaagccggttttcg 

gggacccagagggaggtttTTTGCCGCGAAAagaccacgtggggacgcg 

tcacagaaccactttcctaTCTCCCGCCAAGtgcgtcggcgccgcccgg 

ctgctgcgcgaacctgcttTTTCGCGCCAAAgtcacaaagcgggtggtg 

acacagctcagggctgcgaTTTCGCGCCAAActtgacggcaaatcctag 

tttcaattatcaggtcggaTTTCCCGCCAAAatatagcagtcattttaa 

gtagctctgttatcgatatGTTCCCGCCATTcccgctttgatcatcctc 

ttatcgatatgttcccgccATTCCCGCTTTGatcatcctccatccctgg 

ccgcgggcggaagtgacgtTTTCCCGCGGTTggacgcggcgctcagttg 

cagcgccgggcgaatgcaaTTTCGCGCCAAActtgggggaagcacagcg 

gctgactcttaaggactagTTTCGCGCCCTTtctcaaatttaagcgcga 

cccctcgctgctcccggcgTTTGGCGCCCGCgccccctccccctgcgcc 

gcactgcaggggcgccagaTTTGGCGGGAGGgggagtgtccaaagctct 

gcgcgcgctaggcaaagcgTTTGGCGGGTTTttcctgtgctgtgctcct 

gccatccggtagcgcacgcTATCCCGCGCCTtttcaagcactttcgttt 

gatccctccctccgttcttTTTCCCGCCAAGcctctgagaagccctgcc 

aaatttttgagtttcaaatTTTGCCGCCACTatttagatatttcaatat 

tgccgcgctgtttacagttTTTGGCGCAATTccacctgcggcgttttcc 

tgccgcgctgtttacagttTTTGGCGCAATTccacctgcggcgttttcc 

cggcatgcgccgcgggcgtTTTGGCGGGAAGcgcggggcgggccggaca 

ggttttgaatcactgcgcgTTTCCCGCCGCTggggtcaggggtcagggt 

caattacaatctatctaaaATTCCCGCGCTCtccgtcgccaaggaaacc 

ccgctggagatgacgtagtTTTCGCGCTTAAatttgagaaagggcgcga 

tctgttcttgcagttcaagTATCCCGCGACTattgaaatggaccaatga 

cgcgcgcagggattttaaaTGTCCCGCTCTGagccgggcgcaggagcag 

attggtgaatccggggcccTTTAGCGCGGTGagtttgaaactgctcgca 

 

 

cacaaTTTCGCGCCAAActt 

ggctcTTTCGCGGCAAAaag 

aaggaTTTGGCGCGTAAaag 

cagatTTTCGCGCGCTTtgg 

cagatTTTCGCGCGCTTtgg 

ttcttTTTCGCGCCCAGcag 

tccttTTTGCCGCGAAAgag 

aaggaTTTGGCGCGTAAaag 

cgggcTTTGGCGGGAGGtgg 

tcggaTTTGGCGCGAGCgcg 

cacgcTATCCCGCGCCTttt 

acaatTTTCGCGCGGTTtta 

tcagtTTTCCCGCGAAAatg 

ttaaaTGTCCCGCTCTGagc 

ggaggGATCGCGCTGAGtat 

ggtttTTTGCCGCGAAAaga 

tcctaTCTCCCGCCAAGtgc 

tgcttTTTCGCGCCAAAgtc 

 

E2F 

E2F/DP.   
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 E2F/DP 

gggggcggggcggccacaaTTTCGCGCCAAActtgaccgcgcgttctgc 

gctcggcggctcgtggctcTTTCGCGGCAAAaaggatttggcgcgtaaa 

tctttcgcggcaaaaaggaTTTGGCGCGTAAaagtggccgggactttgc 

acgtcccgcagctgcagatTTTCGCGCGCTTtggcgcaggtggttgtgg 

acgtcccgcagctgcagatTTTCGCGCGCTTtggcgcaggtggttgtgg 

gccaatggcccagcttcttTTTCGCGCCCAGcagctgctataaaatgcg 

ttttacgcgccaaatccttTTTGCCGCGAAAgagccacgcgccgccgaa 

tctttcgcggcaaaaaggaTTTGGCGCGTAAaagtggcccggactttgc 

atcagaatcgaggccgggcTTTGGCGGGAGGtgggaacgctgtggccat 

aacgctgtggccattcggaTTTGGCGCGAGCgcggctggagtttgctgc 

tccatccggtagcgcacgcTATCCCGCGCCTtttcaagcactttcgttt 

gtacacaggaagtgacaatTTTCGCGCGGTTttaggcggatgttgtagt 

tcacttcctcttattcagtTTTCCCGCGAAAatggccaaatcttactcg 

cgcgcgcagggattttaaaTGTCCCGCTCTGagccgggcgcaggagcag 

gaaaaagaacggagggaggGATCGCGCTGAGtataaaagccggttttcg 

gggacccagagggaggtttTTTGCCGCGAAAagaccacgtggggacgcg 

tcacagaaccactttcctaTCTCCCGCCAAGtgcgtcggcgccgcccgg 

ctgctgcgcgaacctgcttTTTCGCGCCAAAgtcacaaagcgggtggtg 

acacagctcagggctgcgaTTTCGCGCCAAActtgacggcaaatcctag 

tttcaattatcaggtcggaTTTCCCGCCAAAatatagcagtcattttaa 

gtagctctgttatcgatatGTTCCCGCCATTcccgctttgatcatcctc 

ttatcgatatgttcccgccATTCCCGCTTTGatcatcctccatccctgg 

ccgcgggcggaagtgacgtTTTCCCGCGGTTggacgcggcgctcagttg 

cagcgccgggcgaatgcaaTTTCGCGCCAAActtgggggaagcacagcg 

gctgactcttaaggactagTTTCGCGCCCTTtctcaaatttaagcgcga 

cccctcgctgctcccggcgTTTGGCGCCCGCgccccctccccctgcgcc 

gcactgcaggggcgccagaTTTGGCGGGAGGgggagtgtccaaagctct 

gcgcgcgctaggcaaagcgTTTGGCGGGTTTttcctgtgctgtgctcct 

gccatccggtagcgcacgcTATCCCGCGCCTtttcaagcactttcgttt 

gatccctccctccgttcttTTTCCCGCCAAGcctctgagaagccctgcc 

aaatttttgagtttcaaatTTTGCCGCCACTatttagatatttcaatat 

tgccgcgctgtttacagttTTTGGCGCAATTccacctgcggcgttttcc 

tgccgcgctgtttacagttTTTGGCGCAATTccacctgcggcgttttcc 

cggcatgcgccgcgggcgtTTTGGCGGGAAGcgcggggcgggccggaca 

ggttttgaatcactgcgcgTTTCCCGCCGCTggggtcaggggtcagggt 

caattacaatctatctaaaATTCCCGCGCTCtccgtcgccaaggaaacc 

ccgctggagatgacgtagtTTTCGCGCTTAAatttgagaaagggcgcga 

tctgttcttgcagttcaagTATCCCGCGACTattgaaatggaccaatga 

cgcgcgcagggattttaaaTGTCCCGCTCTGagccgggcgcaggagcag 

attggtgaatccggggcccTTTAGCGCGGTGagtttgaaactgctcgca 
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E2F/DP
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ggctcTTTCGCGGCAAAaag 

aaggaTTTGGCGCGTAAaag 
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SF-
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   P**  

 

1 Cyp17 (Mouse) -283 0.944 + 

2 Cyp17 (Mouse) -49 0.949 + 

3 Ad (Bovine) -428 0.962 + 

4 Cyp11B1 (Guinea pig) -126 0.945 + 

5 Cyp11B3 (Rat) -309 0.945 + 

6 Cyp11B1 (Sheep) -337 0.947 + 

7 Oxt (Mouse) -164 0.966 + 

8 Oxt (Rat) -167 0.962 + 

9 Oxt (Human) -159 0.961 + 

10 Cyp11B2 (Rat) -324 0.951 + 

11 HSD3b (Mouse) 113 0.942 + 

12 Ad4BP/SF-1 (Mouse) 224 0.952 + 

13 CYP17 (Porcine) 51 0.946 + 

14 HSD17BI (Rat) 84 0.941 + 

15 LH beta (Porcine) 114 0.959 + 

 

16 CYP17 (Human) -44 0.944 + 

17 CYP17 (Rat) -309 0.944 + 

18 LHbeta (Ss) -58 0.928 + 
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**        SREBP,   SITECON 

         (EMSA)  

   SREBP1-a        

 .  

 

 
1.  

 

-
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P**  -

 

 

1. MSR  -439 + 0.750 GGACCATGAGGTCAGGGGATCAAGACCATC + 

2. MSR  -303 + 0.778 GAGATCACACCACTGCACTCCACCCTGGTG + 

3. MSR  -164 - 0.796 AGATAACTCACTCTTCACCCCATTTAGGCC + 

4. SCAP  -311 + 0.777 TCTCCCCCCGTCACACCAGGGGCCCGCGGA + 

5. FAS  -484 + 0.756 GCCTAGCAACACCCTCACGGGCTCCGCATT + 

6. FAS  -63 + 0.749 GGAGTAAACCGTCAGCCCATGTGGTGGCCG + 

7. ABCG1  -558 - 0.732 CCCTTCCCGCCCACCCCACCCCGACGGTGT + 

8. INSIG1  -385 + 0.736 GGCCCGAAAAAATCACCCAAGGATGCAAGC + 

9. INSIG1  -99 + 0.769 GCGGGGCAAGCTCAGGCCACGCCCCTGGGC + 

10. LXRA  -81 - 0.780 CTGCCGAGGGGTCAGGCCACCCCTCCTTCC + 

11. CYP4A6  -641 - 0.783 ACAAGCATTTCCACCCCACTGCCCTCAACT + 

12. LPL  -773 + 0.805 CCACACTCCTAGCACCCCATATCCCCTCGC + 

13. CPT2  -789 + 0.731 CAATCCGAGGTCACCTAACTAGATAACAAA + 

14. IBABP  -67 - 0.863 AGCCCCAAAGTCACCCCACTTCTCAGTCCT + 

15. IBABP  -66 - 0.881 CAGCCCCTAAGTCACCCCACTTCTTCTCCC + 

 

16. LXRA  -222 + 0.729 TCTCTGTCCCCTCAGGGCATCCACACACAA + 

17. PLCG1  -36 + 0.728 GGGGTGGGGCCTCAGGGCAGCCCCGCCCCG + 

18. RXRG  +25 + 0.727 GGAAGAGTCGCTCACAGCAGCCCAACCCAG + 

19. SRB1  -769 + 0.725 GGGGGCCCGCCTCACGGGTTGGCATCCCAG - 

20. MSR  -323 - 0.704 AGTGGTGTGATCTCAGCTCACTGCAACCTC + 

21. LXRA  -707 - 0.717 CAACTCAGGTGGCAGCCCAGGATGGACCTG + 

22. LXRA  -894 - 0.717 CCAGCCCTGTTTCAGGGGTGTTGGGGGAGA - 

23. FAS  -429 - 0.716 AGTGCCGGGCCGGCACCCAACGCGGGGGCG - 

24. CAV1  -239 - 0.715 GACCCCACAACCTCACCTGCTCCGTGGTCC - 

25. S1P  -101 + 0.713 GAACACGCCTGGGCACTCCATTCGGGGCTG - 

26. ABCG1  -390 + 0.712 CCCCGCAGCCTCACCCGTGCTGGCCCAGCC + 

27. INSIG1  -47 - 0.712 GCGGGGCCCGCATCACGTGAGCCTGCCCGG - 

28. FAS  -129 + 0.705 CAGGGGCTGGCATCACCCCGGGGCCGGCTC + 

29. CAV1  -501 - 0.699 TGCCAAGACCTGTCACCCCCACCCCCATGC - 

30. SCAP  -60 + 0.694 CAGGCGCCCTGAGCACCCGCGTGACGGTAC + 

SREBP 

100

% 
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