Extended Data Figure 1
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Genome data (collections tabulated in Supplementary table 1)
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Transcriptome data (Ooi et al 2013)
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ncRNA expression during nutrient
deprivation (Mohd-Padil et a/2017)

100 200 300 400 500 600

Number of ncRNA

[ ]

Expression  No
detected Expression

0

Transition from rich to low
nutrient medium

B Upregulated

B Downregulated



