SUPPLEMENTARY MATERIALS

Analysis of starvation-induced differential gene
expression of autophagy-associated genes

The de novo assembly generated from the pooled
transcriptome (3 control and 3 serum starved samples,
n=6) was used as a common reference for transcript
quantification. For each sample, transcripts were
quantified using Salmon (v0.9) [1] with the parameters -
IFS. Due to higher sensitivity and accuracy, only the
protein-coding genes with known functions in the gene-
level analysis were investigated. To achieve this,
transcripts with the same gene annotation were regarded
as different transcripts of the same gene, and their
abundance estimates were, accordingly, aggregated to
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