
Legends to Supplementary Figures 

Supplementary Figure S1.  The progenitor domains of the subpallium are readily 

distinguishable at E11.5.  A–M, Coronal sections through the rostral telencephalon at 

E11.5 showing the expression of Dlx2 (A), Pax6 (B), Nkx2-1 (C), Nkx6-2 (D), Couptf1 

(E), Olig2 (F), Lhx6 (G), Lhx7 (H), Shh (I), Dbx1 (J), Lhx2 (K), and Er81 (L) mRNA.  (A) 

to (E) photographs were taken from equivalent levels; (F) to (L) photographs were taken 

from equivalent levels, caudal to the first group of photographs.  Red dashed lines 

delineate the ventricular zone (VZ).  Progenitor domains are named after the anatomical 

region they belong to, followed by a number given in dorsoventral order.  The limits 

between ventricular domains are shown in white or black dashed lines.  A, Dlx2 labels 

the subpallial VZ.  Note that the most dorsal part of the MGE (pMGE1) contains very few 

cells expressing Dlx2.  B, Pax6 mRNA is expressed at high levels in the pallial VZ and 

pLGE1, at low levels in pLGE2, pLGE3 and pLGE4, and is not expressed in the MGE 

VZ.  C, Nkx2-1 mRNA expression defines the limit between pLGE4 and pMGE1.  D, 

Nkx6-2 is expressed at high levels in the dorsal part of the MGE (pMGE1), and at lower 

levels in the pLGE4 and pMGE2.  E, The absence of Couptf1 mRNA expression defines 

pMGE5.  F, Olig2 is expressed throughout the subpallial VZ except for the POA.  G, 

Lhx6 is expressed in a scattered pattern in pMGE2, pMGE3 and pMGE4.  H, Lhx7 is 

expressed in a scattered pattern in pMGE4 and pMGE5.  I, Shh is expressed at high 

levels in the ventral POA (pPOA2) and at lower levels in the dorsal POA (pPOA1).  J, 

Dbx1 expression in the subpallium is restricted to the ventral POA (pPOA2).  K, Lhx2 

expression is absent from the ventricular zone of the dorsal POA (pPOA1).  L, Er81 is 

expressed in the dorsal part of the LGE (pLGE1 and pLGE2) in the POA and ventral 

MGE (pMGE5).  M, Summary of the figure. The schema depicts the anatomical 
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disposition of the proliferative domains found at two different anterior-posterior levels at 

this stage.  The table summarizes the molecular identity of each domain: -, absent; +, 

present; ++, higher levels; +/s, scattered expression.  EmT eminentia thalami; pLGE, 

progenitor domain from the LGE; pMGE, progenitor domain from the MGE; pPOA, 

progenitor domain from the POA; Th, thalamus. Scale bar: 100 µm. 

 

Supplementary Figure S2.  Molecular identification of pLGE4 and pMGE1 in the E13.5 

rostral-intermediate subpallium. A–A’’, Coronal section through the rostral-intermediate 

telencephalon at E13.5 showing protein localization for Nkx2-1 (A,A”) and Nkx6-2 

(A’,A”).  Dashed lines delineate the basal side of the ventricular zone (VZ).  Progenitor 

domains are named after the anatomical region they belong to, followed by a number 

given in dorsoventral order.  Co-expression of Nkx2-1 and Nkx6-2 in VZ cells defines 

pMGE1.  Note that occasional double-labeled cells appear to be misplaced in pMGE3. 

Scale bar: 70 µm. 

  

Supplementary Figure S3.  Fate of cortical interneurons derived from MGE, pMGE1 

and pMGE4. Quantification of the percentage of PV+, SST+ or PV/SST- in the P14 

cortex after pMGE (A), pMGE1 (B) and pMGE4 (C) transplantation in three independent 

experiments per condition. 

 

Supplementary Figure S4.  Quantification of the number of PV+, SST+ or PV/SST- in 

the P14 cortex for each individual transplantation experiment: T72S, T72E and T72U 

correspond to whole MGE transplants, T104, T106 and T126 to pMGE1 transplants, and 

T128E, T129E, T129J to pMGE4 transplants. 

 

 


