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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.
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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.
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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.
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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?®) 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.
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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.

Gene expression for FABP 7 (ENSG00000164434.11)

log10(TPM+1)

| |
2.0 " :
I
i 111
15 I | I I I :
I 1 11
1.0+ I l I I I
| J
0.5 ‘ I
|
! | TSN T
D'U_I?T?TT‘I&CI.IIIIIIIIIIIII_Iﬁfihrz:ll?é‘?h?lé"lhlI_ITI IT.I.A._I.'I-II b.-h::A_An
Aoy s Jor &8 o O, S S S S B
G R RAARS YRS IR OLU s g LT O
R 2’@‘%’%% R BB P S Lo s U U LA Bty e &S, %
&%{ Uy, &GS S, ‘g .s-q%{c of’?,‘i“ % g ‘b&&bé,b,p% .o%?ryk by g @_%Pg}:
%ﬁ% 5 s 4,'/9 &y o) Jc%‘ _a.fs:r‘( QIJ; 5.06 {%&L G%g o s, %
g, SRR, 2
2 '_!__/ E‘Jé“ \‘:J, tQij = Q‘aéef&,,g,
"y Q’%‘}; %)C‘f% 2;



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.
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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.
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Supplementary Figure S10. Expression of FADS?2 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.
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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.
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