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Figure 1: Complete motif consensus diagrams (part 1/4).
This is a duplicate of Figure 1 in the main paper, at high resolution. The remaining 3 pages are of motifs not drawn in the main paper. (Format is
the same as Figure 1 in the main paper.)
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Figure 2: Complete motif consensus diagrams (part 2/4).
(Format is the same as Figure 1 in the main paper.)
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Figure 3: Complete motif consensus diagrams (part 3/4).
(Format is the same as Figure 1 in the main paper.)
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Figure 4: Complete motif consensus diagrams (part 4/4).
(Format is the same as Figure 1 in the main paper.)



