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Supplementary Figure 1. Design of hybridization probes for Kluyveromyces lactis ITS1 and
ITS2. The sequences of ITS1 and ITS2 in K. /actis was aligned with the corresponding spacers
in S. cerevisiae using CLC Sequence Viewer 8. The arrow below the alignments indicate the 3’
end points after cleavage at A2 and C2 in the S. cerevisae ITS1 and ITS2, respectively (van
Nues et al. 1994; van Nues 1995). The red lines above the K. lactis sequences indicate the
sequences that are complementary to the K. /actis-specific probes. Note that the K. /actis ITS1
probe spans two insertions in S. cerevisiae ITS1 that prevent hybridization of the S. cerevisiae
ITS1 to the probe.
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