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For experimental procedures, adult (mean age ± SEM = 8.5 ± 1.0 years) male and female Rhesus monkeys (Macaca mulatta) were used for the study. Tissue from male and female monkeys (n = 2-3 animals/gender) was selected for further thin sectioning and laser capture microscopy (LCM).  Slabs from frozen male and female brains were serially cryosectioned at 14 µm onto PEN slides for laser microdissection (LMD; Leica Microsystems, Inc., Bannockburn, IL) and a 1:10 Nissl series was generated for neuroanatomical reference.  After drying for 30 minutes at room temperature, PEN slides were frozen at -80°C.  Slides were rapidly fixed in ice cold 70% ethanol, lightly stained with cresyl violet to allow cytoarchitectural visualization, dehydrated, and frozen at -80°C.  LMD was performed on a Leica LMD6000 (Leica Microsystems, Inc., Bannockburn, IL), using the cresyl violet stain to identify target brain regions. Quadruplicate biological replicates were collected from anterior cingulate gyrus (ACG), layers 2, 3, 5, 6; orbitofrontal cortex (OFC), layers 2, 3, 5, 6; dorsolateral prefrontal cortex (DLPFC), layers 2 – 6; primary motor cortex (M1), layers 2, 3, 5, 6; primary somatosensory cortex (S1), layers 2 – 6; primary auditory cortex (A1), layers 2 – 6; V1 (Brodmann area 17), layers 2 – 6 including 4A, 4B, 4Calpha (4Ca), 4Cbeta (4Cb); V2 (Brodmann area 18), layers 2 – 6; middle temporal visual cortex (MT/V5), layers 2-6; temporal area (TE), layers 2 – 6; hippocampus, CA1, CA2, CA3, dentate gyrus (DG); and dorsal lateral geniculate nucleus (LGN), magnocellular, parvocellular and koniocellular divisions.  
Microdissected tissue was collected directly into RLT buffer from the RNeasy Micro kit (Qiagen Inc., Valencia, CA) supplemented with ß-mercaptoethanol. RNA was isolated for each brain region following the manufacturer’s directions. RNA samples were eluted in 14µl and 1µl  was run on the Agilent 2100 Bioanalyzer (Agilent Technologies, Inc., Santa Clara, CA) using the Pico 6000 assay kit.  Samples were quantitated using the Bioanalyzer concentration output.  The average RNA Integrity Number (RIN) of all 225 passed experimental samples was 6.7.    

 Sample amplification, labeling, and microarray processing were performed by the Rosetta Inpharmatics Gene Expression Laboratory (Seattle, WA).  Samples passing RNA QC were amplified and profiled as described with a few modifications. Briefly, samples were amplified and labeled using a custom 2 cycle version, using 2 kits of the GeneChip® HT One-Cycle cDNA Synthesis Kit from Affymetrix.  Five nanograms of total RNA was added to the initial reaction mix together with 250 ng of pBR322 (Invitrogen).  As little as 2ng was used in some cases where tissue was extremely limited.  Hybridization was performed in three batches to GeneChip® Rhesus Macaque Genome Arrays from Affymetrix containing 52,803 probesets/sequences. To control for batch effects, common RNA pool control samples were amplified and hybridized in each batch (3 replicates per 96 well batch).  Profile quality was assessed using standard Affymetrix quality control metrics as well as by PCA. A total of 8 outliers were identified, and these samples were recollected and hybridized successfully.  
A total of 258 samples passed sample QC, including 225 experimental samples and 33 control samples.  The experimental samples include two male and two female profiles for each region (except three missing samples).  
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