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Supplementary Figure 5

Xa207:Gal4; UAS:gpr101 HuC:Gal4; UAS:gpr101

p = 0.66

p = 0.57

p = 0.85

p = 0.96



Supplementary Figure 6

actb1

WT               gpr101

tac3b

0.0

0.2

0.4

0.6

0.8

1.0

1.2

1.4

1.6

gpr101 scg3

G
O

I/a
ct
b1

ex
pr

es
io

n

WT gpr101

Gene expression after gpr101 upregulation – 90% epiboly

fold change                   1467.5                                                 81.2                                                                  1.3

gpr101 scg3 olig3 pax5 zic4 mdka
0.00

0.01

0.02
0.20

0.25

0.30

1.2
1.4
1.6

WT gpr101

G
O

I/
ac

tb
1

ex
pr

es
si

on

fold change   1467.5    81.2       4.9        14.1       3.0        5.9                                                      1.3

**

***

**

**

**

*

gpr101     scg3       olig3      pax5        zic4       mdka

gpr101

Gene expression after gpr101 upregulation – 90% epiboly



Supplementary Figure 7
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Supplementary Figure 9
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Supplementary Figure 13
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Supplementary Figure 14
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Supplementary Figure 15
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