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[For details, see El Baidouri et al., pp. 831-838.])

Cover Horizontal transfer of genetic material has been demonstrated on a small scale
for several organisms. In this issue, this phenomenon is demonstrated to be widespread
in the plant kingdom. On the cover is a Pointillist-like view of the horizontal transfer of
transposable elements between palm (top left) and grape (bottom right). The two circles
depict the respective DNA molecules and leaf colors indicate the chimeric nature of
plants. Horizontal branches on the “tree of life” at the bottom left illustrate frequent
transfer during the evolution of plants. (Cover illustration by Abdelkebir El Baidouri.




