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Figure S1: Predicted disorder of San1l homologs. Disorder prediction of the indicated San1 homologs using
PONDR (http://www.pondr.com/). Predicted disordered regions have a positive PONDR score by the VL-XT
algorithm (yellow).
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Figure S2. Steady-State Le\églgsof Sanl Deletion Mutants Are Similar. Whole cell lysates were analyzed from

cells expressing C(g%g)-Sanl with the indicated Sanl deletion. Anti-HSV antibodies were used to detect

each GBD-Sanl protein.

Figure S3: Toxicity of GAD Fusion Proteins. Wild-type or sanl1A cells expressing the indicated GAD fusion, with
or without an NLS, were spotted in 10-fold serial dilutions onto media containing glucose or galactose. Those
GAD fusions whose degradation was primarily dependent upon Sanl are grouped in the left column. Those
GAD fusions whose degradation was slightly dependent upon Sanl are grouped in the right column. Arrows
indicate the GAD fusions that confer some observable growth defect.
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Figure S4. GAD Fusion Proteins Are Sanl Substrates. (A) Degradation assays of GAL4AD fusions with the
GAL4AD NLS intact. Cycloheximide-chase assays of cells expressing the indicated GAD fusion were performed
to assess stability in the presence or absence of SAN1. Time after cycloheximide addition is indicated above
each lane. Anti-GAD antibodies were used to detect each GAD fusion. Those GAD fusions whose degradation
was primarily dependent upon Sanl are grouped in the left column. Those GAD fusions whose degradation was
slightly dependent upon Sanl are grouped in the right column. (B) Degradation assays of the same fusions with
the NLS removed. (C) Sanl-mediated degradation does not require Ascl, Cnm67, or Nif3. Cycloheximide-chase
assays of cells expressing the indicated GAD fusion were performed to assess stability in the presence or
absence of SAN1, ASC1, CNM67, or NIF3.



