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Saccharomyces cerevisiae

Fig. S1. Conservation of SIMs in
Radl18 and Srs2. a Sequence alignment
of the N-terminal regions of Radl8
(spanning the RING and UBZ domains)
and the C-termini of Srs2 in selected
yeast and vertebrate species. Red: High-
probability SIM, based on homology
with the S. cerevisiae genes. Green:
high-probability SIM in reverse
orientation. Orange: possible SIM.
Alignments were performed with
Clustal-W. b Phylogenetic tree of the
relevant species and their classifi-
cations. Note that the tree branches are
not to scale (adapted from Dujon 2010
and Kurtzman and Robnett 2003).
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