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Supplementary Figure 1. Lateral view of TT dimer.

The crystallographic structure of a DNA decamer containing a thymine-thymine dimer > (PDB
code 1SM5) shows that the formation of C5-C5 and C6-C6 covalent bonds (magenta) between two
successive thymines induces a strong positive roll.
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SHL -6.5 -5.5 -4.5 -3.5 -2.5 -1.5 -0.5 Dyad
-70 -60 -50 -40 -30 -20 -10 0
* * * * * * * *

601 5 ' -CTGGAGAATCCCGGTGOCGAGGCCGETCAATTGGTEGTAGACAGCTETAGCACCGCTTAAACGCACGTACGCGC
601.2.4 5'-CTGCAGAAGCTTGGTCCCEETGCCGETCAATTGGTEGTAGCAAGC ’I'C'l'GGA; CCGC '1"1‘?}\';’ CGAACGTACGCGC

SHL Dyad +0.5 +1.5 +2.5 +3.5 +4.5 +5.5 +6.5
0 10 20 30 40 50 60 70
* * * * * * * *
601 CTGTCCCECGCGTERTAACCGCCARGGGGATTACTECCTAGTCTECAGGCACGTGTCAGATATATACARCCTGT-3"

601.2.4 CTGTCCCCCGCGTITTAACCGCCAAGGGEGATTACTCCCTAGTCTCCAGGCACGTGTCAGATATATACATCCTGT=-3"

Supplementary Figure 2. Diagram of DNA fragments containing the (a) 601, (b) 601.2.4
elements and (c) the 5’ half and 3’ half of DNA sequence of the 601 and 601.2.4 elements;
the pyrimidine-pyrimidine steps are pink and purine-purine steps (corresponding to
pyrimidine-pyrimidine steps on the opposite strand) are green. Arrows indicate mutation sites

in the 601.2.4 sequence.
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Supplementary Figure 3.

Primer extension then capillary electrophoresis after MNase digests of

1)

601 fragment (a) histone (H3/H4), tetramer and H2A/H2B dimers, (b) only (H3/H4),,
and (c) only H2A/H2B dimers. 2) 601.2.4 fragments (a) histone (H3/H4), tetramer and
H2A/H2B dimers, (b) only (H3/H4), tetramer, and (c) only H2A/H2B dimers. Red lines
show naked DNA, blue lines show reconstituted DNA.

601.2.4 fragment fragment (a) histone (H3/H4), tetramer and H2A/H2B dimers, (b)
only (H3/H4),, and (c) only H2A/H2B dimers. 2) 601.2.4 fragments (a) histone
(H3/H4), tetramer and H2A/H2B dimers, (b) only (H3/H4), tetramer, and (c) only
H2A/H2B dimers. Red lines show naked DNA, blue lines show reconstituted DNA.



Supplementary Figure 4.
Enlarged central region of footprints shown in supplementary figure 3.

i) 601 fragment ii) 601.2.4 fragments. Red lines show naked DNA, blue lines show
reconstituted DNA.
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