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Size of array for different k. The number of spots necessary to create an “all k-mer” array are
shown for three different designs: (1) a 4 design in which each spot contains a single k-mer
(Warren et al., PNAS, 2006), (2) a de Bruijn sequence of order £ contained on self-annealing

hairpins with a 2-nt linker and a 10-nt loop, and (3) a de Bruijn sequence of order £ contained on
primer-extended spots with a 1-nt linker and a 24-nt primer. In designs (2) and (3), the spot length
is taken to be 60 nucleotides. More self-annealing hairpin spots are necessary because each probe

must contain its own reverse complementary sequence. The graph depicts the number of spots

currently feasible by existing technologies: spotted arrays, Agilent 44K arrays (this study), Agilent

244K arrays (more recently available), and NimbleGen arrays (as used by Warren et al., PNAS,

2006). Of note, our de Bruijn sequence design using primer-extended spots currently permits an

“all 12-mer” on NimbleGen arrays, while the 4° design can only cover all 9-mers.



