
 
Figure S1. Most represented KEGG pathways in T. notatus transcriptome. Transcriptome annotation was 

performed with Blast2GO. Met. indicates metabolism. 

  

0 20 40 60 80 100 120

Byosinthesis of antibiotics/sec. metabolites

Purine met.

Amino sugar and nucleotide sugar met.

Pyrimidine met.

Aminoacyl-tRNA byosinthesis

Glycolysis/Gluconeogenesis

Alanine, aspartate and glutamate met.

Cysteine and methionine met.

Glycine, serine and threonine met.

Pyruvate met.

Starch and sucrose met.

Cytrate cycle

Arginine and proline met.

Inositol phosphate met.

Carbon fixation pathways in prokaryotes

Glutathione met.

Pentose phosphate pathway

Tyrosine metabolism

Valine, leucine and isoleucine degradation

Phosphatidylinositol signalling system

Glycerophospholipid metabolism

Counts

K
E

G
G

 p
a
th

w
a
y
s



 

Figure S2. Outcomes of differential expression analysis run in EdgeR using count matrix estimated with 

Corset or RSEM. A) and C) multidimensional scaling (MDS) plots showing sample relations among replicates 

and treatmens. B) and D) Smearplots showing differentially expressed (DE) genes identified with EdgeR. 

Red spots highlit DE contigs at FDR < 0.05. Dotted blue lines indicate log fold-change (FC) 1. CPM stands for 

counts per million. 

  



Figure S3. Heat map of expression values of T. notatus P450 PUTs. Values calculated with RSEM-estimated 

matrix abundances were used. Maximun likelihood tree calculated for all T. notatus P450 PUTs was used as 

row dendogram. Black stars highlitgh differentially expressed P450s. Classification of P450s based on Figure 

6 (yellow = mitoclan, green = CYP2 clan, pink = CYP4 clan, light blue =CYP3 clan). 

 


