RNA sequencing 

RNA was extracted using commercially available mirVanaTM total RNA extraction kit (Ambion/life technologies) and DNase treated (Turbo DNA-free, Ambion/life technologies) according to manufacturer’s protocol. RNA was high quality with an RNA integrity number (RIN) value for all samples above 8 (Bioanalyzer, Agilent). Prefrontal cortex samples were then randomly pooled within each group by combining equal amounts of RNA from two to three animals resulting in a final four samples per group sent for RNA sequencing at Exiqon (Vedbaek, Denmark), where library preparation, paired-end sequencing (2x100bp) and Fastq-file generation was conducted on an Illumina NextSeq500 sequencer. The data discussed in this publication have been deposited in NCBI's Gene Expression Omnibus (Edgar et al., 2002) and are accessible through GEO Series accession number GSE66828 (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE66828).
Quality control and mapping to reference genome

Reads were filtered for quality and trimmed using Trimmomatic (v0.32) (1) using the following non-default parameters: AVGQUAL: 20; SLIDINGWINDOW: 4:20; LEADING: 10; TRAILING: 10; MINLEN: 60. Alignment to the mouse reference genome (GRCm38.p3) was performed with STAR aligner (v2.4.0f1) (2). Ensembl database release 78 served as input for gene models. 

Differential gene expression and GO-Term enrichment analyses

Ensembl release 78 was used for read counting for each gene using HTSeq-Count (v0.6.0)  (3) with the following non-default parameters: -s: no; -r: pos; -q –f bam –m intersection-nonempty. Differential gene expression was determined using the DESeq2 R-package (v1.6.2) (4,5) with default parameters on pairwise comparisons of all possible group combinations. An adjusted p-value ≤ 0.1 (Benjamini-Hochberg method) was considered significantly differentially regulated. Raw and processed original data have been deposited in NCBI's Gene Expression Omnibus (6) and and are accessible through GEO Series accession number GSE75816 (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE75816). Differentially expressed genes were then analysed for enrichment of GO-Terms using the DAVID Bioinformatic Resources (v6.7) (7). A network of molecular interactions was generated with QIAGEN’s Ingenuity® Pathway Analysis (IPA®, QIAGEN Redwood City, www.qiagen.com/ingenuity).
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