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Fig. S3. Characterization and purification of the 150-mer DNA duplexes by 
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Fig. S4. Reconstitution of the nucleosome core particles with the 150-mer 
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Fig. S1. Ligation strategy for assembly of the 150-mer top strand substrates.  The control top 

strand was prepared in the same way as ds-IN.   Specific sequences are shown in Fig. S2, along 

with those for the bottom strand.  
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Top Strand Sequences  

ds-OUT 

1: 5’-TGT TAG AGC CTG TAA CTC GGT GTT AGA GCC TGT AAC TCG     

2-OUT: GTG TTA GAG CCT GTA ACT CGG TGA TTG TAC A 

3-OUT : TmC GTG TmCG TAG CCT GTA ACA GCC TGT TAG AGC CTG TAA CTC  

4: GGT GTT AGA GCC TGT AAC TCG GTG TTA GAG CCT GTA ACT-3’ 

ds-IN and ds-control 

5’-TGT TAG AGC CTG TAA CTC GGT GTT AGA GCC TGT AAC TCG     

2-IN: GTG TTA GAG CCT GTA ACT CGG TGA TTG TAC A TmC GTG  

3-IN: TmCG TAG CCT GTA ACA GCC TGT TAG AGC CTG TAA CTC  

GGT GTT AGA GCC TGT AAC TCG GTG TTA GAG CCT GTA ACT-3’ 

Ligation Scaffolds 

1-2 GCT CTA ACA CCG AGT TAC AG  

2-3-OUT CTA CGA CAC GAT GTA CAA TC  

2-3-IN ACA GGC TAC GAC ACG ATG TA  

3-4 CTC TAA CAC CGA GTT ACA GG 

Bottom Strand Sequence 

1-AGT TAC AGG CTC TAA CAC CGA GTT ACA GGC TCT AA 

2-CAC CGA GTT ACA GGC TCT AAC AGG CTG TTA CAG GCT ACG 

3-ACA CGA TGT ACA ATC ACC GAG TTA CAG GCT CTA ACA C  

4-CGA GTT ACA GGC TCT AAC ACC GAG TTA CAG GCT CTA ACA 

 Ligation Scaffolds 

1-2: TAA CTC GGT GTT AGA GCC TG 

2-3: TAC ATC GTG TCG TAG CCT GT 

3-4: CTG TAA CTC GGT GTT AGA GC 

 

Fig. S2.  Sequences used to assemble the 150-mer top and bottom strands as shown in Fig. S1. 
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Fig. S3. Characterization and purification of the 150-mer DNA duplexes by PAGE.  The PAGE-

purified single strand 150-mer substrates were annealed together to form duplexes and 

characterized by native gel electrophoresis on a 10% acrylamide, 0.3% bisacrylamide 

polyacrylamide gel in TBE. Lane 1:  25 bp DNA ladder, lane 2: 5’-endlabeled single strand 150-

mer, lane 3: 150-mer duplex with internally 32P-labeled facing out mC, lane 4: 150-mer duplex 

with internally 32P-labeled facing in mC, lane 5: 5’-end labeled 150-mer. Each duplex substrate 

was isolated from the gel for further studies.  
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Fig. S4. Reconstitution of the nucleosome core particles with the 150-mer duplexes. The 150-

mer DNA duplexes (10 nM) were incubated with increasing amounts  of chicken erythrocyte 

nucleosome core particles (NCP) (lanes 1-4: 100, 200, 300, 500 nM) at room temperature in 2 M 

NaCl at pH 7.5 for 2 h followed by dialysis overnight at 4 °C in 50 mM NaCl, with final 

equilibration at 55°C for 2 h.  The reconstituted NCP were then electrophoresed on a native 

polyacrylamide gel (6% acrylamide, 0.2% bisacrylamide in TBE). 
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Fig. S5.  Linear regression analysis of the deamination rate data for CPD-IN.  Plots of the 

individual deamination rate data as log(fraction T=mC remaining) vs time for A) the NCP-ds-IN, 

and B) free ds-IN.  The non-zero intercept is due to contamination from 32pdT resulting from 

labeling the 5’-end of the DNA 150-mer as a result of incomplete heat inactivation of the kinase 

prior to ligation. 

y = ‐0.0047x ‐ 0.1125

y = ‐0.0056x ‐ 0.1652

y = ‐0.0053x ‐ 0.1768

‐0.6

‐0.5

‐0.4

‐0.3

‐0.2

‐0.1

0

0 10 20 30 40 50 60
lo
g(
fr
ac
ti
o
n
 T
=
m
C
 r
e
m
ai
n
in
g)

time (h)

NCP‐150‐ds‐IN

y = ‐0.0245x ‐ 0.1951

y = ‐0.0247x + 0.0107

‐0.6

‐0.5

‐0.4

‐0.3

‐0.2

‐0.1

0

0.1

0 2 4 6 8 10 12

lo
g(
fr
ac
ti
o
n
 T
=
m
C
 r
e
m
ai
n
in
g)

time (h)

150‐ds‐IN

A)

B)



S7 
 

 

Fig. S6.  Linear regression analysis of the deamination rate data for CPD-OUT.  Plots of the 

individual deamination rate data as log(fraction T=mC remaining) vs time or A) NCP-ds-OUT, 

and B) free ds-OUT. The non-zero intercept is due to contamination from 32pdT resulting from 

labeling the 5’-end of the DNA 150-mer as a result of incomplete heat inactivation of the kinase 

prior to ligation.  
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