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Sup Figure 1: Detailed analysis of Pax6/Ctip2 and Tbr2/Satb2 populations during neocortex

development



Sup Figure 1: Detailed analysis of Pax6/Ctip2 and Tbr2/Satb2 double positive populations
during neocortex development.

A: Representative dot plots for each developmental stage of Ctip2-Alexa fluor488 associated
fluorescence intensity (vertical axis) versus Pax6-Alexa fluor647 associated fluorescence
intensity (horizontal axis). Blue dots represent Pax6+ cells. Green dots represent Ctip2+ cells.
Yellow dots represent double positive for Ctip2 and Pax6 (blue, upper right quadrant). The
fraction of single and double positive cells is indicated in each quadrant.

B: Representative dot plots for each developmental stage of Thr2-Alexa fluor488 associated
fluorescence intensity (vertical axis) versus Satb2-Alexa fluor647 associated fluorescence
intensity (horizontal axis). Purple dots represent Tbr2+ cells. Orange dots represent Satb2+

cells. The fraction of single and double positive cells is indicated in each quadrant.
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Sup Figure 2: Analysis of Tbrl+ cell population during neocortex development.

A: Histogram plot of cells from a E15.5 embryo showing Tbrl associated Alexafluor 647 signal
intensity detected on APC-A channel (Tbrl+ cells are in black).

B: Relative proportion of Tbrl+ cells at each indicated developmental stage. Each dot
represents one embryo. Violin representation of the data displays the distribution (shape); the
median (red line) and 1t and 3" quartile (dotted black lines).

C: Absolute number of Tbrl+ cells in the neocortex per embryo at each developmental stage.
The histogram bars correspond to the mean with 95% confidence interval error bars. Each dot

represents the calculated value for one embryo.



sample id age Pl volume |beads volume | lot beads concentration |acquired beads|acquired cells | Total cell number
P300-1 | 300days | 400 pl 50 ul 1019 beads / ul 1317 63 687 24 589 855
P300-2 | 300days | 400 pl 50 ul 1019 beads / ul 1498 63 019 21391964
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Wang et al. Nature Neurosci.
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Sup figure 3: Comparison with published data at post-natal and pre-natal stages




Sup Figure 3: Comparison with published data at post-natal and pre-natal stages.

A: Raw data and calculation with the bead-based methods of the absolute number of cells for 2
distinct cortical samples from adult mice at 300 days post natal.

B: 2D data collected from a bibliographic survey.

C. Comparative dynamics of the 4 cell populations over the course of neocortex development:
Pax6+ (blue), Thr2+ (purple), Ctip2+ (green), Satb2+ (orange). Dots represent mean values

from data in B, for each developmental stage.
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Sup Figure 4: Cell cycle parameters for the 2 subtypes of cortical neurons over the course
of neocortex development.

A: Example of a dot plot of DNA content for Ctip2+ cells estimated by Propidium lodide
incorporation (horizontal axis) versus FSC relative cell size (vertical axis) for one embryo.
Cells in S-phase are highlighted.

B: Distribution of the proportion of Ctip2+ cells in S-phase at each developmental stage. Each
dot represents one embryo. Violin representation of the data displays the distribution (shape);
the median (red line) and 1t and 3" quartile (dotted black lines).

C: Example of a dot plot of DNA content for Satb2+ cells estimated by Propidium lodide
incorporation (horizontal axis) versus FSC relative cell size (vertical axis) for one embryo.
Cells in S-phase are highlighted.

B: Distribution of the proportion of Sath2+ cells in S-phase at each developmental stage. Each
dot represents one embryo. Violin representation of the data displays the distribution (shape);

the median (red line) and 1t and 3" quartile (dotted black lines).
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Sup Figure 5: Quantification of polyploid cells in adult liver using the flow cytometry
procedure.

A: Side scatter (SSC) versus Forward Scatter (FSC) dot plot of all acquired events showing the
gate R1 (left). Dot plot for Propidium lodide Width signal intensity (PI1-W) versus Propidium
lodide Area signal intensity (PI-A) of R1 gated events showing the gate R2 corresponding to the
singlets retained for further analysis (middle). R1 and R2 gated cells plotted with FSC on vertical
axis and PI fluorescence signal intensity (P1-H) on horizontal axis (right).

B: Fraction of hepatocytes (%) according to their DNA content. Bars represent one measurement of

one sample.



	Diapositive numéro 1
	Diapositive numéro 2
	Diapositive numéro 3
	Diapositive numéro 4
	Diapositive numéro 5
	Diapositive numéro 6
	Diapositive numéro 7

