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Supplementary Figure 1. The highest intensity IR-induced DNA damage sites
with the Mito 15 plasmid as analysed by the LA/PS assay.
A mitochondrial region, corresponding to bp 11,851 — 12,097 in the hg19 human
mitochondrial sequence, was inserted into pUC19. The underlined region indicates
the location of the REV2 primer. The locations of the 44 highest intensity radiation-
induced damage sites are indicated with black arrows on the corresponding strand.
The 5 most intense sites on each strand are shown with a double arrow. The top strand
is written 3' to 5', while the bottom strand is 5' to 3'.
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Supplementary Figure 2. The highest intensity IR-induced DNA damage sites
with the T7.GCGT.G10 plasmid as analysed by the LA/PS technique.

A region containing seven telomeric repeats (T7), a GCGT repeating sequence, and a
run of ten consecutive guanines (G10) was inserted into pUC19. The underlined
region indicates the location of the REV2 primer. The locations of the 28 highest
intensity radiation-induced damage sites are indicated with black arrows on the
corresponding strand. The 5 most intense sites on each strand are shown with a double
arrow. The top strand is written 3' to 5', while the bottom strand is 5' to 3'.
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Supplementary Figure 3. The highest intensity IR-induced DNA damage
sites with the J clone as analysed by the LA/PS process.

A region containing runs of guanines of varying lengths (from a GG
dinucleotide to a run of ten consecutive guanines) was inserted into pUC19.
The underlined region indicates the location of the REV2 primer. The locations
of the 37 highest intensity radiation-induced damage sites are indicated with
black arrows on the corresponding strand. The 5 most intense sites on each
strand are shown with a double arrow. The top strand is written 3' to 5', while
the bottom strand is 5' to 3'.



