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FIGURE 4 Characteristic patch sizes for the 16 yeast chromosomes estimated using the SW rule. Also shown for comparison are results for six E. coli
sequences, one C. elegans sequence, and six human sequences. Only sequences larger than 105 bp were used. The patch sizes were estimated by locating
the peaks in a(e) and dividing the position of the peaks by 1.5. Patch sizes which could only be estimated by visual inspection of the peaks are indicated
by error bars without circles. The bacterial sequences have a patch size that is absent in the other sequences. The loci names of the human and E. coli
sequences are as they appear in the figure. Except for some yeast sequences, all sequences are found in the GenBank database.
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Pages 741-743: Equation 10, beginning on p. 740, was inadvertently labeled during printing as Eq. 11 when it was continued
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