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Table S1. The percentage of neuroepithelial cells that are in G0/G1 (1N DNA content), in S
phase (intermediate DNA content), and in the G2/M phase (2N DNA content) 24 hpe of the
indicated DNAs

Cell cycle profile 24 hpe %GFP/BrdU 24 hpe

DNA in pCIG % G1/G0 % S % G2 Total Dorsal Ventral

Mean 58.9 31.58 9.5 41.96 41.57 42.36Empty vector pCIG

s.d. 4.29 6.69 3.04 4.21 3.03 4.68
Mean 64.34 18.8 16.74 29.76 30.96 28.55Lrp6ΔC

s.d. 2.78 4.82 5.81 8.09 8.13 8.3
Mean 69.6 17.22 13.15 27.67 30.32 25.01Tcf1DN

s.d. 1.92 2.82 1.12 3.79 3.26 2.02
Mean 72.5 17.9 9.6 21 21.97 20.03Tcf3DN

s.d. 3.67 1.55 2.12 6.21 8.57 3.03
Mean 71.26 19.3 9.36 18.91 18.23 19.58Tcf4DN

s.d. 3.85 2.98 0.95 5.97 5.54 6.41
Mean 74.06 15.68 10.28 8.18 8.96 7.39Tcf3EnR

s.d. 4.35 3.8 1.37 2.9 3.64 1.81
Mean 67.36 21.96 10.83 22.78 23.6 20.11PtcΔLoop

s.d. 5.34 2.63 3.12 6.31 7.5 6.76
Mean 74.82 17.95 7.22 23.58 21.1 24.48Gli3R

s.d. 2.16 1.46 1.12 6.69 5.24 6.59
Mean 71.8 20.57 7.57 27.73 28.32 27.13PtcΔLoop/Wnt1/Wnt3a

s.d. 1.62 3.02 1.53 7.96 6.75 9.4
Mean 67.1 21.9 10.76 25.52 25.65 25.4PtcΔLoop/β-cateninCA

s.d. 1.55 1.22 1.8 5.78 3.59 7.78
Mean 60.15 25.15 14.61 40.16 42.05 38.27PtcΔLoop/Tcf3VP16

s.d. 3.95 3.96 4.52 3.68 3.72 3.48
Mean 58.4 25.36 16.2 26.52 29.9 28.05Gli3R/Ccnd1

s.d. 2.46 1.37 1.3 6.99 3.8 8.11
Mean 60.36 30.1 9.53 46.41 44.042 48.79Tcf3EnR/Ccnd1

s.d. 5.01 4.12 5.36 11.26 16.28 14.84
Mean 44.1 30.266 25.63 59.68 54.6 64.33Wnt1/Wnt3a

s.d. 2.06 2.77 1.7 7.37 5.5 5.64
Mean 52.06 31.96 15.96 68.96 67.41 70.52β-cateninCA

s.d. 2.85 3.2 0.68 4.33 3.38 4.97
Mean 48.83 33.73 17.43 52.61 51.33 53.56Tcf3VP16

s.d. 1.9 2.68 0.77 7.15 5.93 8.07
Mean 40.93 43.6 15.46 69.54 67.85 71.22Ccnd1

s.d. 1.8 1.907 0.152 4.57 4.43 4.72
Quantitative analysis of GFP-expressing cells that have incorporated BrdU, after a 30-minute BrdU pulse, 24 hpe of the indicated
DNAs. Analysis was carried out by separate counting of dorsal and ventral halves of the neural tube.


