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Methodology

Sample preparation
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No sample size calculation was performed as no statistical distribution assumptions were made, deep learning models were evaluated directly
on test sets without any assumption of underlying distributions.

For gene expression levels, processed raw RNA sequencing Star counts were obtained from the Digital Expression Explorer V2 database
(http://dee2.io/index.html) and filtered for experiments that passed quality control (QC tag in original database). Raw mRNA data were
transformed to transcripts per million (TPM) counts and genes with zero mRNA output (TPM < 5) were removed (Table S1-2).

Technical duplicates were performed with experimental measurements, triplicate runs with varying random seeds were performed with deep
modeling and 10 replicates were performed with shallow modeling.

Not relevant with the design of the present study as groups were not compared.

Not relevant with the design of the present study as trials/data were not collected, but instead publicly available RNA-Seq data was used.

The yeast cells were pre-cultured overnight in 96 deep well plates in 0.5 ml of minimal media with 2% glucose (see Table S6-4
for media composition) at 30°C and 300 rpm. The following day, the cultures were set up in 96 deep well plates with a
starting OD600 of 0.1. After 5 h of cultivation, when the cells were in mid-exponential growth phase, the cells were diluted
with water to a final OD600 of 0.02 in a total volume of 200 l in 96 well round plates in technical duplicates.

Guava easyCyte 8HT flow cytometry system

FlowJo, version 10.6.1




