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Table S1 Gene expression of ECS elements (receptors and metabolic enzymes) in PFC of prenatal Cannabis exposed (PCE) rats, stratified 24 

according to sex.  25 

MALES FEMALES 

ECS genes CNT (mean ± SEM) PCE (mean ± SEM) P values CNT (mean ± SEM) PCE (mean ± SEM) P values 

Cnr1 1.32 ± 0.42 1.05 ± 0.33 0.8290 1.36 ± 0.43 1.15 ± 0.44 0.6457 

Cnr2 1.07 ± 0.15 1.42 ± 0.30 0.5338 1.07 ± 0.14 1.82 ± 0.55 0.2844 

Trpv1 1.09 ± 0.19 1.11 ± 0.17 0.9740 1.12 ± 0.21 1.48 ± 0.18 0.2378 

Nape-pld 1.14 ± 0.23 1.48 ± 0.39 0.8048 1.16 ± 0.26 0.84 ± 0.17 0.2928 

Dagl-α 1.19 ± 0.22 0.99 ± 0.30 0.6389 1.06 ± 0.15 1.13 ± 0.22 > 0.9999 

Faah 1.05 ± 0.15 1.23 ± 0.23 0.7460 1.02 ± 0.09 0.96 ± 0.18 0.5887 

Magl 1.23 ± 0.35 1.30 ± 0.37 > 0.9999 1.15 ± 0.23 0.91 ± 0.27 0.5093 

 
Data are reported as 2-ΔΔCt values calculated by Delta–Delta Ct (ΔΔCt) method versus control (CNT) rats. Ex-pression was normalized to 

GAPDH, β-actin and 18S. Data are reported as mean ± SEM (n=5–7 rats/group, male rats; n=5/8 rats/group, female rats). P values are depicted. 
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SUPPLEMENTARY FIGURES 27 

 

Supplementary Figure S1. Schematic representation of rat (A) Drd1 (Transcript Drd1-202, ENSRNOT00000117894.1, genome 28 

assembly mRatBN7.2) and (B) Drd2 (Transcript Drd2-202, ENSRNOT00000083419.2, genome assembly mRatBN7.2) genes. ATG is 29 

the translation start site. Shown are the location of CpG islands, exons, introns and TSS (transcription start site). Coding regions of 30 

exons are shown darker. Sequence of CpG islands is depicted.  31 
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Supplementary Figure S2. miR-30b-5p expression levels of all the study samples. miRNA expression data are reported as 2-ΔΔCt 39 

values calculated by Delta–Delta Ct (ΔΔCt) method versus CNT. Expression was normalized to U6. Data are reported as mean ± SEM 40 

(n=11–11 rats/group) 41 


