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FIG. 1. A membrane binding map of restriction fragments of pUB110. The thick arcs outside of the map
show the length of DNA fragments that can bind 10 membrane, termed binding areas (BA1 to BA4). Detailed
descriptions of these binding areas have been described previously (Tanaka and Sueoka, 1983). The shaded
arc with an asterisk indicates the area that has been sequenced by J. Hahn and D. Dubnau (personal com-
munication). The shaded arc of neo” area with two asterisks has been sequenced by Matsumura ez a/l. (1984).
Thick solid arrows inside the map represent five open reading frames; four of them, ORF «, ORF 8, ORF
v, and ORF §, have been recognized by this work and the one (*#) for neo” (or Km®) has been reported by
Matsumura ef al. (1984). The origin, and direction of replication reported by Scheer-Abramowitz er al.
(1980) is described by the arrow outside of the map itself (ori). neo” stands for the neomycin resistance gene.
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