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Figure S1. Gene expression test set-up. The multi-generation ecotoxicity test with test concentrations ranging from 200-6400 mg/kg, is shown in the top 
row. From this setup, animals for the gene expression test were collected from three treatments (control, 800 and 3200 mg/kg dry soil) when they were 
approximately 12 days old. Subsequently, all animals were placed on clean soil for eight days allowing them to become approximately 20 days old, which is 
the standardized age of F. candida in gene expression analyses. Pools of 30-50 animals were then exposed for two days to each of the nanomaterials in jars 
containing 30 grams of either clean or polluted LUFA 2.2 soil, using five replicates per treatment. Animals were then extracted and deposited in 
microcentrifuge tubes to be snap frozen with liquid nitrogen. Samples were kept at -80°C prior to RNA isolation. The same setup was used for both CuO-NM 
and WCCo-NM.
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Figure S2. Pearson’s correlation coefficient (r) to assess the relationship between the expression of stress-response genes (MTC, ABC transporter, IPNS, 
Laminin A) in CuO nanomaterial exposed Folsomia candida. 
* Correlation is significant at the 0.05 level
** Correlation is significant at the 0.01 level
*** Correlation is significant at the 0.001 level.



x

D
en

si
ty

LogMTC

0.2 0.4 0.6 0.8 1.0 1.2

0.19
 

0.072

 0.4 0.6 0.8 1.0

0.
0

0.
4

0.
8

1.
2

0.03

 
0.

2
0.

6
1.

0

x

D
en

si
ty

LogABC

0.89*** 0.098

 

x

D
en

si
ty

LogIPNS

0.
0

0.
4

0.
8

1.
2

0.18
 

0.0 0.2 0.4 0.6 0.8 1.0 1.2

0.
4

0.
6

0.
8

1.
0

0.0 0.2 0.4 0.6 0.8 1.0 1.2

x

D
en

si
ty

LogLAM_A

Figure S3. Pearson’s correlation coefficient (r) to assess the relationship between the expression of stress-response genes (MTC, ABC transporter, IPNS, 
Laminin A) in WCCo nanomaterial exposed Folsomia candida. The only significant correlation is between ABC transporter and IPNS (r = 0.89). 
* Correlation is significant at the 0.05 level
** Correlation is significant at the 0.01 level
*** Correlation is significant at the 0.001 level


