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Fig. 1. Saturation of the bacterial circular genome with the ems-
flanked segments. The bold-line fragments are consecutiviey ar-
ranged, because the same ems element was used for crossing
with neighboring ems elements to the left and to the right. For
E. coli, only, 50 strains are required to prepare 50 consecutive
approx. 100-kb fragments which would completely cover the en-
tire E. coli genome.
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