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Keller et al. (2008); figure 4
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Keller et al. (2008); figure 6
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Keller et al. (2008); supplementary figure 1
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Keller et al. (2008); supplementary figure 2




Keller et al. (2008); supplementary figure 3
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Keller et al. (2008); supplementary figure 4
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Keller et al. (2008); supplementary figure 5
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Keller et al. (2008); supplementary figure 6
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Keller et al. (2008); supplementary figure 7
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Keller et al. (2008); supplementary figure 8
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Keller et al. (2008); supplementary figure 9

ventral hemisphere

dorsal hemisphere

a °

cells migrating vegetally
internalizing cells

internalizing cells

internalization asynchrony (min)

N
o

20

50

N
o

w
o

N
o

dorsal hemisphere (55%)

ventral hemisphere (45%)

synchronized embolic wave
1,550 cells (34%)

400 450 500
time (min)

I I I I I I I I I I

[ @)

OOOOOO

550 600

ooo:goooo
| O —
03 8°08888598309

[
)

= o
Oo

©) I

80 I dorsal hemisphere -
|

8 i ventral hemisphere

: simulation of involution

\

T ] ] ] ] T ] ] ] ] ] T

L >

0O 20 40 60 80 100 300 500 700

distance between internalizing cells (um)

internalization time point (min)

N
(o]

>
Y
w
g
o1

5



	figure_2
	figure_6
	supplementary_figure_1
	supplementary_figure_2
	supplementary_figure_5
	supplementary_figure_8



