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Supplementary Figure 1 SNP detection. Five previously identified SNPs in dbSNP
(build 126) detected from exon enriched 1G reads are displayed as examples of either
homozygous SNPs (A,C) or heterozygous SNPs (B,D,E), with corresponding human
reference genome alignment. Bases with quality scores less than 40 are in lower cases.
SNP sites are shown in black. The relevant information from the dbSNP126 database is
given in bold.
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Supplementary Table 1. Oligonucleotides

Linker 1 5'-Pi-GAGGATCCAGAATTCTCGAGTT-3'
Linker 2 5-CTCGAGAATTCTGGATCCTC-3
Sequencing

Primer 5' -ACGCTCTTCCGATCTCTCGAGAATTCTGGATCCTC-3'






