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Figure S1. Number of genes versus size (nt in length) of genes. 	
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Figure. S2. Number of genes versus number of exons.	
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Figure. S3. KEGG category analysis in energy metabolism. 2d: 2-day-old culture in TAP, 4d: 4-day-old culture 
in TAP, 8d: 8-day-old culture in TAP, ds_2d: 2-day-old culture in dSTAP, ds_5d: 5-day-old culture in dSTAP, 
ds_7d: 7-day-old culture in dSTAP.	
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Figure. S4. KEGG category analysis in amino acid metabolism. 2d: 2-day-old culture in TAP, 4d: 4-day-old 
culture in TAP, 8d: 8-day-old culture in TAP, ds_2d: 2-day-old culture in dSTAP, ds_5d: 5-day-old culture in 
dSTAP, ds_7d: 7-day-old culture in dSTAP.	

Sum	



0 2000 4000 6000 8000 10000 12000 14000 16000 

alpha-Linolenic acid metabolism 

Arachidonic acid metabolism 

Biosynthesis of unsaturated fatty acids 

Cutin, suberine and wax biosynthesis 

Ether lipid metabolism 

Fatty acid biosynthesis 

Fatty acid elongation 

Fatty acid metabolism 

Glycerolipid metabolism 

Glycerophospholipid metabolism 

Linoleic acid metabolism 

Primary bile acid biosynthesis 

Sphingolipid metabolism 

Steroid biosynthesis 

Steroid hormone biosynthesis 

Synthesis and degradation of ketone bodies 

2d	

4d	

8d	

ds_2d	

ds_5d	

ds_7d	

Figure S5. KEGG category analysis in lipid metabolism. 2d: 2-day-old culture in TAP, 4d: 4-day-old culture in 
TAP, 8d: 8-day-old culture in TAP, ds_2d: 2-day-old culture in dSTAP, ds_5d: 5-day-old culture in dSTAP, 
ds_7d: 7-day-old culture in dSTAP.	
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Table S1: Percentage of genes annotated.	

KEGG category % of genes annotated	

Amino acid metabolism 4.3% 
Biosynthesis of other secondary metabolites 0.6% 
Cancers 2.9% 
Carbohydrate metabolism 6.1% 
Cardiovascular diseases 0.2% 
Cell communication 0.5% 
Cell growth and death 2.4% 
Cell motility 0.2% 
Circulatory system 0.2% 
Development 0.3% 
Digestive system 1.1% 
Endocrine and metabolic diseases 0.2% 
Endocrine system 1.2% 
Energy metabolism 3.5% 
Environmental adaptation 0.8% 
Excretory system 0.5% 
Folding, sorting and degradation 3.6% 
Glycan biosynthesis and metabolism 1.2% 
Immune diseases 0.8% 
Immune system 1.4% 
Infectious diseases 4.6% 
Lipid metabolism 3.5% 
Membrane transport 0.7% 
Metabolism of cofactors and vitamins 2.3% 
Metabolism of other amino acids 1.1% 
Metabolism of terpenoids and polyketides 0.8% 
Nervous system 1.5% 
Neurodegenerative diseases 1.9% 
Hypothetical protein 18.1% 
Nucleotide metabolism 2.5% 
Replication and repair 2.4% 
Sensory system 0.3% 
Signal transduction 3.7% 
Signaling molecules and interaction 0.1% 
Substance dependence 0.8% 
Transcription 2.0% 
Translation 4.2% 
Transport and catabolism 2.3% 
Xenobiotics biodegradation and metabolism 2.3% 
Gene of non-assigned KEGG function 12.8% 


