


Fig. S3 iTRAQ/MALDI-TOF profiling of the THC-sensitive proteome in the fetal mouse cerebrum. 
(A) Protein identities significantly modified by THC (applied daily from E5.5-E17.5) in the 

cortices of male mouse fetuses at E18.5. Comparative analysis of n = 5 (THC) and n = 3 

(vehicle) with data expressed as percentage deviation from the mean control value. Only 

statistically significant hits are shown, as evaluated by the Wilcoxon signed-rank test. 

Increased color tones identify data clusters in THC-exposed fetal brains with > ±15% change 

relative to vehicle-treated controls. (B,B1) SCG10 and CB1R mRNA distribution maps 

available from the Allen brain atlas (www.brain-map.org) were color coded and modified to 

optimally visualize olfactory, cortical, ventral pallidal and cerebellar areas harboring 

significant levels of either mRNA transcript. Colors from blue towards red correspond to 

incrementing mRNA expression levels. (C) Anti-SCG10 antibodies recognized specific protein 

products corresponding to the calculated molecular size of SCG10 isoforms (22-24 kDa). Note 

that four SCG10 isoforms were discerned on Western blots of cortical homogenates (E18.5, left 

panel). In contrast, cultured neurons only expressed 2 major isoforms of this protein (right 
panel) when probed with an anti-SCG10 polyclonal antibody raised in rabbit. (D) 

Simultaneous double-label immunofluorescence using two anti-SCG10 antibodies (from 

mouse and rabbit hosts; Supplementary Table I) produced identical labelling patterns in the 

fetal cerebral cortex. Scale bars = 5 mm (B1), 45 µm (D). 
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