Amygdaloid complex (Amy). A Nissl-stained coronal tissue section indicates the amygdaloid complex region annotated for LMD and subsequent microarray data generation. The left panel shows the amygdaloid complex region. The regions annotated for LMD are indicated in the right panel and include accessory basal nucleus (AB), basal nucleus (B), lateral division of central nucleus (CEl), medial division of central nucleus (CEm), amygdaloid intramedullary gray (IMG), lateral nucleus (L), medial nucleus (Me), periamygdaloid nucleus (PAC), and paralaminar nucleus (PL). For the youngest timepoints, the amygdaloid complex (Amy) was isolated. A scale bar is indicated at the bottom right of each panel. In the right panel, green outlines show the regions sampled for LMD microarray analysis. Samples were defined in a manner to minimize contamination from adjacent regions.
Basal nuclei (basal ganglia) (BN). A Nissl-stained coronal tissue section indicates the basal nuclei (basal ganglia) region annotated for LMD and subsequent microarray data generation. The regions annotated for LMD are indicated and include caudate nucleus (Ca), putamen (Pu), nucleus accumbens (NAC), lateral ganglionic eminence (LGE), lateral ganglionic eminence-cortex border (LGEcx), medial ganglionic eminence (MGE), and globus pallidus (GP). For E40 and E50, the left panel shows the basal nuclei region and the right panel shows the regions annotated for LMD. A scale bar is indicated at the bottom right of each panel. Green outlines show the regions sampled for LMD microarray analysis. Samples were defined in a manner to minimize contamination from adjacent regions.
Hippocampal cortex (hippocampal formation) (HF). A Nissl-stained coronal tissue section indicates the hippocampal cortex (hippocampal formation) annotated for LMD and subsequent microarray data generation. The left panel shows the hippocampal cortex region. The regions annotated for LMD are indicated in the middle (hippocampal proper) and right (dentate gyrus) panel. These regions include caudal ganglionic eminence (CGE), CA1 region (CA1), CA2 region (CA2), CA3 region (CA3), and dentate gyrus (dentate cortex) (DG). CA1 was subdivided into marginal zone of CA1 (mz), stratum lacunosum-moleculare of CA1 (lm), stratum radiatum of CA1 (ra), hippocampal plate of CA1 (cp), stratum pyramidale of CA1 (py), hippocampal subplate of CA1 (sp), stratum oriens of CA1 (or), hippocampal intermediate zone of CA1 (iz), hippocampal subventricular zone of CA1 (szi), and hippocampal ventricular zone of CA1 (vz). Dentate gyrus was subdivided into molecular layer of dentate gyrus (cortex) (mo), granular layer anlage of dentate gyrus (cortex) (DGgra), granular layer of dentate gyrus (cortex) (DGgr or gr), subgranular zone of dentate gyrus (cortex) (sg), and polyform layer of dentate gyrus (cortex) (pf). For E40 and E50, the regions annotated for LMD are shown in one panel. A scale bar is indicated at the bottom right of each panel. In the middle and right panels, green outlines show the regions sampled for LMD microarray analysis. Samples were defined in a manner to minimize contamination from adjacent regions. 

Lateral geniculate nucleus (LGN). A Nissl-stained coronal tissue section indicates the lateral geniculate nucleus region annotated for LMD and subsequent microarray data generation. The left panel shows the dorsal lateral geniculate nucleus region. The regions annotated for LMD are indicated in the right panel and include dorsal lateral geniculate nucleus (DLG); dorsal lateral geniculate nucleus, magnocellular layers (mc); dorsal lateral geniculate nucleus, parvocellular layers (pc); and dorsal lateral geniculate nucleus, koniocellular layers (kc). A scale bar is indicated at the bottom right of each panel. Green outlines show the regions sampled for LMD microarray analysis. Samples were defined in a manner to minimize contamination from adjacent regions. 

Primary visual cortex (V1). A Nissl-stained coronal tissue section indicates the primary visual cortical region annotated for LMD and subsequent microarray data generation. The left panel shows the boundary of V1. The middle panel highlights with a rectangle the region of high magnification shown in the right panel. The layers annotated for LMD are indicated in the right panel and include marginal zone (mz), layer 2 (2), layer 2/3 (2/3), layer 3 (3), outer cortical plate (cpo), layer 4 (4), layer 4A (4A), layer 4B (4B), layer 4Ca (4Ca), layer 4Cb (4Cb), layer 5 (5), layer 6 (6), cortical plate (cp), inner cortical plate (cpi), subplate (sp), intermediate zone (iz), intermediate cell dense zone (icd), transitory migratory zone (tmz), outer fiber (plexiform) zone (ofz), subventricular zone (sz), outer subventricular zone (szo), inner fiber (plexiform) zone (ifz), inner subventricular zone (szi), outer ventricular zone (vzo), inner ventricular zone (vzi), and ventricular zone (vz). A scale bar is indicated at the bottom right of each panel. In the right panel, green outlines show the regions sampled for LMD microarray analysis. Samples were defined in a manner to minimize contamination from adjacent layers. 
Rostral cingulate cortex (areas 24 and 32) (rCG). A Nissl-stained coronal tissue section indicates the rostral cingulate cortex region annotated for LMD and subsequent microarray data generation. The left panel shows the boundary of rCG. The middle panel highlights with a rectangle the region of high magnification shown in the right panel. The layers annotated for LMD are indicated in the right panel and include marginal zone (mz), layer 2 (2), layer 2/3 (2/3), layer 3 (3), outer cortical plate (cpo), layer 4 (4), layer 5 (5), layer 6 (6), inner cortical plate (cpi), subplate (sp), intermediate zone (iz), outer fiber (plexiform) zone (ofz), subventricular zone (sz), outer subventricular zone (szo), inner fiber (plexiform) zone (ifz), inner subventricular zone (szi), outer ventricular zone (vzo), inner ventricular zone (vzi), and ventricular zone (vz). A scale bar is indicated at the bottom right of each panel. In the right panel, green outlines show the regions sampled for LMD microarray analysis. Samples were defined in a manner to minimize contamination from adjacent layers.
