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Fig. S1. Fluorescence images of nitric oxide (green, DAF-FM DA) and vacuoles (red, FM4-64)
and merged images of indicated strains.

Fig. S2. A low-mobility band of Ned1-FLAG is phosphorylated.

Fig. S3. Electron micrograph of ASPBC902.03 at 24 hours after —N.

Fig. S4. ned1-264 showed MC loss and deformed nuclei, which were rescued by deletions of
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Fig. S6. PCR confirmation of gene deletion.
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Table S1 (Microsoft Excel format). Table of 85 GZE genes.
Table S2 (Microsoft Excel format). List of cancer-related references for 85 GZE genes.
Table S3 (Microsoft Excel format). Strains that failed to backcross or grow.
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Fig. S1. Fluorescence images of nitric oxide (green, DAF-FM DA) and vacuoles (red,
FM4-64) and merged images of indicated strains. Left columns show VE cells, and
right columns show cells 24 hours after —N. Signal intensity of DAF-FM DA was

quantified and shown in the images, proportional to WT VE cells.
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Fig. S2. A low-mobility band of Ned1-FLAG is phosphorylated. Western blot analysis
of Ned1-FLAG-tagged strains of WT, Anem and nedl-264 was performed in a 6%
Phos-tag gel. Samples were prepared from VE cells, treated with (+) or without (—)
lambda protein phosphatase (APPase). A low-mobility band (red arrowhead) increased its

electrophoretic mobility (blue arrowhead) after APPase treatment.



Fig. S3
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Fig. S3. Electron micrograph of ASPBC902.03 at 24 hours after —N. N, nucleus.
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Fig. S4. ned1-264 showed MC loss and deformed nuclei, which were rescued by
deletions of autophagy genes. (A) MC graphs of the indicated strains. Diagram showing
autophagy processes associated with these strains. (B) Percentages of DAPI-stained
nuclear shapes found in indicated strains and DAPI images 24 hours after —N. 200 cells

for each strain were counted.
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Fig. SS. Scheme of two screening procedures. (A) Spot tests of 3280 prototrophic
deletion strains. Colony formation ability was tested after —N on agar plates for a
maximum of 2 months. (B) MC measurements of selected strains from spot tests. MC

was measured after —N using liquid medium for a maximum of 4 weeks.
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Fig. S6. PCR confirmation of gene deletion. M: Molecular weight DNA ladder. W:

wild-type control. pc: positive control. (A) Deletion check of the 5" end. Strains that failed

to amplify with the first primer set (cpS-CPN10) were also tested with the second primer

set (cpS-CPN1). Nine strains (11, 14, 22, 23,27, 42, 67, 83, 90) failed to amplify with

both primer sets, and they were removed from the list. (B) Deletion check of the 3" end.

Strains that failed to amplify with the first primer set (cp3-CPC3) were also tested with

the second primer set (cp3-CPC1). There were eight strains (11, 14, 22, 23,42, 67, 83, 90)

that failed to amplify with both primer sets.



Table S1. Table of 85 GZE genes. Columns show classes, functional groups, strain

names, human and budding yeast orthologs, MC (%) at the indicated time points, average

cell length 24 hours after —N, cell number increment 24 hours after -N and major DNA

peaks in VE and 24 hours after -N measured by FACS.

Table S2. List of cancer-related references for 85 GZE genes. More than 40% (36 of

85) of these genes are implicated in the etiology of various cancers.

Table S3. Strains that failed to backcross or grow. There were 175 unique strains

excluded for viability failure (179 strains were listed, but 4 stains were duplicates of other

versions), which is about 5% of all 3280 strains.
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