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         Sequence Input Options: 
       
       	
             
Default Sequence
            	
             
Type Sequence
            	
             
Upload Sequence
            


       
       
       	
            


This option uses the default sequence. 
 GenBank #V01175: the GR MMTV LTR.


          

	


This option allows for sequence input.



Please insert your sequence:        
Type or cut-and-paste sequence here.




Try one of our samples below or search PubMed  


      

       
       	
          
Sample Sequence References



A. Scipioni, S. Pisano, C. Anselmi, M. Savino, P. De Santis, 2004, Biophys. Chem. v.107, p.7
          
         


       
      

    5S_dimer.
5SrDNA.tx
601.txt
601_232.t
601n.txt
61.txt
67.txt
67PC94_9.
Ander-20.
Ander-47.
Ander-51.
Ander-53.
Ander-56.
Ander-57.
Ander-61-
Ander-61-
Ander-61.
Ander-67-
Ander-67-
Ander-67-
Ander-67-
Ander-67-
Ander-67-
Ander-67-
Ander-67-
Ander-67-
Ander-67.
Ander-77.
C-Badsecs
C-Badsecs
C-TGA.txt
C-TGGA-1.
C-TGGA-2.
C-TGGA-3.
CAGa.txt
CAGb.txt
CAa.txt
CAb.txt
CRITBamH1
D_KlCEN1.
D_SCEN6.t
Fern2007_
GT10_183.
GW_H4.txt
GW_H4DCTG
GW_H4DCTG
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
Insert_Fe
KlCEN1.tx
KlCEN2-19
KlCEN3-19
KlCEN4.tx
LW_618.tx
MMTV-V011
NoSeqa.tx
NoSeqb.tx
R-telo-Ar
R-telo-Ce
R-telo-Ho
R-telo-Te
SC_19.txt
SC_20.txt
SC_22.txt
SC_34.txt
SC_AEXT.t
SC_ANISO.
SC_ANNA.t
SC_AOUT.t
SC_END.tx
SC_EXAT.t
SC_EXGC.t
SC_FIN.tx
SC_GT.txt
SC_IAT.tx
SC_IGC.tx
SC_TG.txt
SC_TIATR.
SC_TRGC.t
SC_TTT.tx
Simp1983.
TAND1.txt
TATAa.txt
TATAb.txt
TEL-HL254
Thas2004_
Tols2007-
Tols2007-
Tols2007-
Tols2007-
Virs2004-
Virs2004-
Virs2004-
Virs2004-
W_CGG13.t
W_CGG74.t
W_CTG10.t
W_CTG55.t
W_CTG62.t
Wd_A-TRAC
Wd_CA-run
Wd_CAG-ru
Wd_M-min-
Wd_NoSecs
Wd_TATA.t
Widom-601
Xensom5S.
tel-Kluyv
telhuman2
telo-Bomb
telo-C_re
telo-homo
telo-homo
telo_Arab
xenbor5s.
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This option allows a sequence selection to be uploaded.


            


                 
Choose a DNA sequence to upload:
                 
             
             




          


        
       

       




 Thermal Fluctuation: 


This option controls the level of thermal fluctuation.




Temperature:
      
       
       	
          
Temperature



This determines the thermal fluctions in the helical parameters for the regions of free DNA.  The fluctuations yeild a Gaussian distribution as determined by the chosen stiffness parameters and temperature.

          
         


       
      

        298
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Kelvin            
	
              
      
      
         Nucleosome Placement Options 
        
       	
              
                        Use Default Parameters
          	
              
                        Use Energy Calculations
          	
              
                        Specify Nucleosome Placement
          


        
        
       	


This option will use default values for the placement parameters.





	


These options control automatic placement of nucleosomes in the energy landscape.




      
      
            Energy Options
 Enuc =  ½ ∑ K(Xnuc - XDNA)2 
      
       
       	
          
Energy: 
 
 The sequence specific nucleosome positioning energy.
          
         


       
      


      
       
       	
          
Ref:  Sereda and Bishop J. Biol. Struc. Dyn. 27(6):713-894, 2010.
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K = 
      
       
       	
          
K: Stiffness 



Is the measure of the stiffness of DNA.  It accounts for six degress of freedom: Shift, Slide, Rise, Tilt, Roll, Twist.  This button lets you select values of K as determined by several methods

          
         


       
      


      
       
       	
          
FORCE CONSTANT 



MD-B => Lankas 2003

XRAYB => Olson 1998

XRAYP => Olson 1998

IDEAL => Lankas 2003

          
         


       
      

    MD-B.dat
XrayB.dat
XrayP.dat
idealB.da


[image: What is this?]
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 Xnuc = 
      
       
       	
          
Nucleosome Geometry



X is the shape of the nucleosome.  This button lets you select from any of the available x-ray structures.  All parameters extracted using 3DNA.

          
         


       
      


      
       
       	
          
Nucleosome Geometry



KO, KI => Bishop 2008

pdbid => See RCSB.org

          
         


       
      

    01kx5.min
01kx5.par
1aoi.par
1eqz.min.
1eqz.par
1f66.par
1kx3.min.
1kx3.par
1kx3S.min
1kx3S.par
1kx5.min.
1kx5.par
1m18.min.
1m18.par
1m19.par
1p34.par
1p3a.par
1p3b.par
1p3f.par
1p3g.par
1p3i.min.
1p3i.par
1p3k.par
1p3l.min.
1p3l.par
1p3m.par
1p3o.par
1p3p.par
1s32.par
ki-01.par
ki-02.par
ki-03.par
ki-04.par
ki-05.par
ki-06.par
ki-07.par
ki-08.par
ki-09.par
ki-10.par
ki-11.par
ki-12.par
ki-13.par
ki-14.par
ki-15.par
ki-16.par
ki-17.par
ki-18.par
ki-19.par
ki-20.par
ki-21.par
ki-22.par
ki-23.par
ki-24.par
ki-25.par
ki-26.par
ki-27.par
ki-28.par
ki-29.par
ki-30.par
ki-31.par
ki-32.par
ki-33.par
ki-34.par
ki-35.par
ki-36.par
ki-37.par
ki-38.par
ki-39.par
ki-40.par
ki-41.par
ki-42.par
ki-43.par
ki-44.par
ki-45.par
ki-46.par
ki-47.par
ki-48.par
ki-49.par
ki-50.par
ki-51.par
ki-52.par
ki-53.par
ki-54.par
ki-55.par
ki-56.par
ki-57.par
ki-58.par
ki-59.par
ki-60.par
ki-61.par
ki-62.par
ki-63.par
ki-64.par
ki-65.par
ki-66.par
ki-67.par
ki-68.par
ki-69.par
ki-70.par
ki-71.par
ki-72.par
ki-73.par
ki-74.par
ko-01.par
ko-02.par
ko-03.par
ko-04.par
ko-05.par
ko-06.par
ko-07.par
ko-08.par
ko-09.par
ko-10.par
ko-11.par
ko-12.par
ko-13.par
ko-14.par
ko-15.par
ko-16.par
ko-17.par
ko-18.par
ko-19.par
ko-20.par
ko-21.par
ko-22.par
ko-23.par
ko-24.par
ko-25.par
ko-26.par
ko-27.par
ko-28.par
ko-29.par
ko-30.par
ko-31.par
ko-32.par
ko-33.par
ko-34.par
ko-35.par
ko-36.par
ko-37.par
ko-38.par
ko-39.par
ko-40.par
ko-41.par
ko-42.par
ko-43.par
ko-44.par
ko-45.par
ko-46.par
ko-47.par
ko-48.par
ko-49.par
ko-50.par
ko-51.par
ko-52.par
ko-53.par
ko-54.par
ko-55.par
ko-56.par
ko-57.par
ko-58.par
ko-59.par
ko-60.par
ko-61.par
ko-62.par
ko-63.par
ko-64.par
ko-65.par
ko-66.par
ko-67.par
ko-68.par
ko-69.par
ko-70.par
ko-71.par
ko-72.par
ko-73.par
ko-74.par
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XDNA = 
      
       
       	
          
Free DNA Geometry



X0 is the shape of the DNA when free in solution.  This button lets you define the shape of free DNA to agree with xray or MD data.

          
         


       
      


      
       
       	
          
Free DNA Geometry



MDB => Lankas 2003

XRAYB => Olson 1998

XRAYP => Olson 1998

IDEAL => Lankas 2003

          
         


       
      

    MD-B.par
XrayB.par
XrayP.par
idealB.pa
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        Occupancy
Occupancy:
      
       
       	
          
Occupancy Info



n > 1 : integer number of  nucleosomes 

n < 1 : percentage of maximum possible number of nucleosomes  

n = 0 : constant spacing of "linker length" between nucleosomes 

n < 0 : constant spacing with all locations shifted by n 

          
         


       
      

        .70
[image: What is this?]



Linker Length:
      
       
       	
          
Linker Info



Minimum nucleosome-nucleosome distance in basepair.
          
         


       
      

        20
[image: What is this?]
        

	


This option places nucleosomes at the assigned starting positions. An energy landscape is provided, but is not used in determining 
nucleosome placements.





      
      
         Energy Options
 Enuc =  ½ ∑ K(Xnuc - XDNA)2 
      
       
       	
          
Energy: 
 
 The sequence specific nucleosome positioning energy.
          
         


       
      


      
       
       	
          
Ref:  Sereda and Bishop J. Biol. Struc. Dyn. 27(6):713-894, 2010.
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K = 
      
       
       	
          
K: Stiffness 



Is the measure of the stiffness of DNA.  It accounts for six degress of freedom: Shift, Slide, Rise, Tilt, Roll, Twist.  This button lets you select values of K as determined by several methods

          
         


       
      


      
       
       	
          
FORCE CONSTANT 



MD-B => Lankas 2003

XRAYB => Olson 1998

XRAYP => Olson 1998

IDEAL => Lankas 2003

          
         


       
      

    MD-B.dat
XrayB.dat
XrayP.dat
idealB.da
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 Xnuc = 
      
       
       	
          
Nucleosome Geometry



X is the shape of the nucleosome.  This button lets you select from any of the available x-ray structures.  All parameters extracted using 3DNA.

          
         


       
      


      
       
       	
          
Nucleosome Geometry



KO, KI => Bishop 2008

pdbid => See RCSB.org

          
         


       
      

    01kx5.min
01kx5.par
1aoi.par
1eqz.min.
1eqz.par
1f66.par
1kx3.min.
1kx3.par
1kx3S.min
1kx3S.par
1kx5.min.
1kx5.par
1m18.min.
1m18.par
1m19.par
1p34.par
1p3a.par
1p3b.par
1p3f.par
1p3g.par
1p3i.min.
1p3i.par
1p3k.par
1p3l.min.
1p3l.par
1p3m.par
1p3o.par
1p3p.par
1s32.par
ki-01.par
ki-02.par
ki-03.par
ki-04.par
ki-05.par
ki-06.par
ki-07.par
ki-08.par
ki-09.par
ki-10.par
ki-11.par
ki-12.par
ki-13.par
ki-14.par
ki-15.par
ki-16.par
ki-17.par
ki-18.par
ki-19.par
ki-20.par
ki-21.par
ki-22.par
ki-23.par
ki-24.par
ki-25.par
ki-26.par
ki-27.par
ki-28.par
ki-29.par
ki-30.par
ki-31.par
ki-32.par
ki-33.par
ki-34.par
ki-35.par
ki-36.par
ki-37.par
ki-38.par
ki-39.par
ki-40.par
ki-41.par
ki-42.par
ki-43.par
ki-44.par
ki-45.par
ki-46.par
ki-47.par
ki-48.par
ki-49.par
ki-50.par
ki-51.par
ki-52.par
ki-53.par
ki-54.par
ki-55.par
ki-56.par
ki-57.par
ki-58.par
ki-59.par
ki-60.par
ki-61.par
ki-62.par
ki-63.par
ki-64.par
ki-65.par
ki-66.par
ki-67.par
ki-68.par
ki-69.par
ki-70.par
ki-71.par
ki-72.par
ki-73.par
ki-74.par
ko-01.par
ko-02.par
ko-03.par
ko-04.par
ko-05.par
ko-06.par
ko-07.par
ko-08.par
ko-09.par
ko-10.par
ko-11.par
ko-12.par
ko-13.par
ko-14.par
ko-15.par
ko-16.par
ko-17.par
ko-18.par
ko-19.par
ko-20.par
ko-21.par
ko-22.par
ko-23.par
ko-24.par
ko-25.par
ko-26.par
ko-27.par
ko-28.par
ko-29.par
ko-30.par
ko-31.par
ko-32.par
ko-33.par
ko-34.par
ko-35.par
ko-36.par
ko-37.par
ko-38.par
ko-39.par
ko-40.par
ko-41.par
ko-42.par
ko-43.par
ko-44.par
ko-45.par
ko-46.par
ko-47.par
ko-48.par
ko-49.par
ko-50.par
ko-51.par
ko-52.par
ko-53.par
ko-54.par
ko-55.par
ko-56.par
ko-57.par
ko-58.par
ko-59.par
ko-60.par
ko-61.par
ko-62.par
ko-63.par
ko-64.par
ko-65.par
ko-66.par
ko-67.par
ko-68.par
ko-69.par
ko-70.par
ko-71.par
ko-72.par
ko-73.par
ko-74.par
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XDNA = 
      
       
       	
          
Free DNA Geometry



X0 is the shape of the DNA when free in solution.  This button lets you define the shape of free DNA to agree with xray or MD data.

          
         


       
      


      
       
       	
          
Free DNA Geometry



MDB => Lankas 2003

XRAYB => Olson 1998

XRAYP => Olson 1998

IDEAL => Lankas 2003

          
         


       
      

    MD-B.par
XrayB.par
XrayP.par
idealB.pa
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        Occupancy
Occupancy:
      
       
       	
          
Occupancy Info



n > 1 : integer number of  nucleosomes 

n < 1 : percentage of maximum possible number of nucleosomes  

n = 0 : constant spacing of "linker length" between nucleosomes 

n < 0 : constant spacing with all locations shifted by n 

          
         


       
      

        .70
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K = 
      
       
       	
          
K: Stiffness 



Is the measure of the stiffness of DNA.  It accounts for six degress of freedom: Shift, Slide, Rise, Tilt, Roll, Twist.  This button lets you select values of K as determined by several methods

          
         


       
      


      
       
       	
          
FORCE CONSTANT 



MD-B => Lankas 2003

XRAYB => Olson 1998

XRAYP => Olson 1998

IDEAL => Lankas 2003

          
         


       
      

    MD-B.dat
XrayB.dat
XrayP.dat
idealB.da
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 Xnuc = 
      
       
       	
          
Nucleosome Geometry



X is the shape of the nucleosome.  This button lets you select from any of the available x-ray structures.  All parameters extracted using 3DNA.

          
         


       
      


      
       
       	
          
Nucleosome Geometry



KO, KI => Bishop 2008

pdbid => See RCSB.org

          
         


       
      

    01kx5.min
01kx5.par
1aoi.par
1eqz.min.
1eqz.par
1f66.par
1kx3.min.
1kx3.par
1kx3S.min
1kx3S.par
1kx5.min.
1kx5.par
1m18.min.
1m18.par
1m19.par
1p34.par
1p3a.par
1p3b.par
1p3f.par
1p3g.par
1p3i.min.
1p3i.par
1p3k.par
1p3l.min.
1p3l.par
1p3m.par
1p3o.par
1p3p.par
1s32.par
ki-01.par
ki-02.par
ki-03.par
ki-04.par
ki-05.par
ki-06.par
ki-07.par
ki-08.par
ki-09.par
ki-10.par
ki-11.par
ki-12.par
ki-13.par
ki-14.par
ki-15.par
ki-16.par
ki-17.par
ki-18.par
ki-19.par
ki-20.par
ki-21.par
ki-22.par
ki-23.par
ki-24.par
ki-25.par
ki-26.par
ki-27.par
ki-28.par
ki-29.par
ki-30.par
ki-31.par
ki-32.par
ki-33.par
ki-34.par
ki-35.par
ki-36.par
ki-37.par
ki-38.par
ki-39.par
ki-40.par
ki-41.par
ki-42.par
ki-43.par
ki-44.par
ki-45.par
ki-46.par
ki-47.par
ki-48.par
ki-49.par
ki-50.par
ki-51.par
ki-52.par
ki-53.par
ki-54.par
ki-55.par
ki-56.par
ki-57.par
ki-58.par
ki-59.par
ki-60.par
ki-61.par
ki-62.par
ki-63.par
ki-64.par
ki-65.par
ki-66.par
ki-67.par
ki-68.par
ki-69.par
ki-70.par
ki-71.par
ki-72.par
ki-73.par
ki-74.par
ko-01.par
ko-02.par
ko-03.par
ko-04.par
ko-05.par
ko-06.par
ko-07.par
ko-08.par
ko-09.par
ko-10.par
ko-11.par
ko-12.par
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ko-19.par
ko-20.par
ko-21.par
ko-22.par
ko-23.par
ko-24.par
ko-25.par
ko-26.par
ko-27.par
ko-28.par
ko-29.par
ko-30.par
ko-31.par
ko-32.par
ko-33.par
ko-34.par
ko-35.par
ko-36.par
ko-37.par
ko-38.par
ko-39.par
ko-40.par
ko-41.par
ko-42.par
ko-43.par
ko-44.par
ko-45.par
ko-46.par
ko-47.par
ko-48.par
ko-49.par
ko-50.par
ko-51.par
ko-52.par
ko-53.par
ko-54.par
ko-55.par
ko-56.par
ko-57.par
ko-58.par
ko-59.par
ko-60.par
ko-61.par
ko-62.par
ko-63.par
ko-64.par
ko-65.par
ko-66.par
ko-67.par
ko-68.par
ko-69.par
ko-70.par
ko-71.par
ko-72.par
ko-73.par
ko-74.par


[image: What is this?]

[image: References]





XDNA = 
      
       
       	
          
Free DNA Geometry



X0 is the shape of the DNA when free in solution.  This button lets you define the shape of free DNA to agree with xray or MD data.

          
         


       
      


      
       
       	
          
Free DNA Geometry



MDB => Lankas 2003

XRAYB => Olson 1998

XRAYP => Olson 1998

IDEAL => Lankas 2003

          
         


       
      

    MD-B.par
XrayB.par
XrayP.par
idealB.pa
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  Nucleosome Start Sites

Positions:


      
       
       	
          
NSS Info



To place nucleosomes at specific locations provide a list of integers corresponding to the start of each nucleosome footprint. 
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