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Supplementary Figure S1. Categorization of commonly upregulated genes considering the comparisons control vs buried, control vs exposed, and 

control vs submerged samples. 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure S2. Network of interacting proteins encoded from commonly upregulated genes in all concealment groups. In red are 

evidenced proteins involved in the macro autophagy. Bigger nodes in the networks are the seeds while the smaller ones are the top-ranking 

neighbours. Seeds represent differentially expressed genes. 

 

 
 



Supplementary Figure S3. 

Network of enriched 

biological processes from 

commonly upregulated genes 

in all concealment groups. 

Dark red squares indicate 

high statistical power (p-

value<10-3) and yellow 

squares indicate low 

statistical power (p-

value>0.05). Altogether, the 

enriched processes are 

involved in post-translational 

protein modifications 

involved in autophagy. 

 

 

 

 

  

 

 

 



Supplementary Figure S4. Network of 

interacting proteins encoded from commonly 

downregulated genes in all concealment 

groups. In red are evidenced proteins 

involved in the small molecule metabolic 

process. Bigger nodes in the networks are the 

seeds while the smaller ones are the top-

ranking neighbours. Seeds represent 

differentially expressed genes. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure S5. Network of enriched biological 

processes from commonly downregulated genes in all 

concealment groups. Dark red squares indicate high 

statistical power (p-value<10-3) and yellow squares 

indicate low statistical power (p-value>0.05). Altogether, 

the enriched processes are involved in small molecule and 

fatty acid metabolic processes. 

 

 

 

 

 

 



 

Supplementary Figure S6. Expression of C1QB in different human samples. The expression is in Transcripts Per Million (TPM). It means that 

should be read as for every 1,000,000 RNA molecules in the RNA-seq sample. 
 

 

 

 

 

 

 



Supplementary Figure S7. Expression of FABP7 in different human samples. The expression is in Transcripts Per Million (TPM). It means that 

should be read as for every 1,000,000 RNA molecules in the RNA-seq sample. 
 

 

 

 

 



Supplementary Figure S8. Expression of NTSR2 in different human samples. The expression is in Transcripts Per Million (TPM). It means that 

should be read as for every 1,000,000 RNA molecules in the RNA-seq sample. 

 

 
 

  



Supplementary Figure S9. Expression of F3 in different human samples. The expression is in Transcripts Per Million (TPM). It means that should 

be read as for every 1,000,000 RNA molecules in the RNA-seq sample. 
 

 

  



Supplementary Figure S10. Expression of FADS2 in different human samples. The expression is in Transcripts Per Million (TPM). It means that 

should be read as for every 1,000,000 RNA molecules in the RNA-seq sample. 

 

 
 

 



Supplementary Figure S11. Expression of PDGFRA in different human samples. The expression is in Transcripts Per Million (TPM). It means 

that should be read as for every 1,000,000 RNA molecules in the RNA-seq sample. 

 

 


