
00.0
20.0
40.0
60.0
80.0
01.0
21.0
41.0
61.0
81.0
02.0

nif deppilcnud5d4d3

3 = n
9 = N

3 = n
9 = N

3 = n
9 = N

3 = n
81 = N

3 = n
9 = N

# #

4 = n
21 = N

5 = n
41 = N

a

ve
g
fr
1/

-a
ct
in

0.0
1.0
2.0
3.0
4.0
5.0
6.0
7.0
8.0
9.0

nif deppilcnu

3 = n
9 = N

3 = n
9 = N

3 = n
9 = N

3 = n
9 = N

4 = n
21 = N

5 = n
41 = N

3 = n
81 = N*** 

###

###

**  
###

###

###

###

d5d4d3

c

ep
h
ri
n
B
2a
/
-a
ct
in

0.0
1.0
2.0
3.0
4.0
5.0
6.0
7.0
8.0
9.0

nif deppilcnu

3 = n
9 = N 3 = n

9 =N

3 = n
9 = N

4 = n
21 = N

5 = n
41 = N

3 = n
81 = N

## ###

###
## ##

#

3 = n
9 = N

*

d5d4d3

b

se
m
ap
h
o
ri
n
3a
a/

-a
ct
in

0.0
1.0
2.0
3.0
4.0
5.0
6.0
7.0
8.0
9.0

2rfgev1rfgeva-fgeVaa3ameSa2Bnirhpe

d
R

at
io

 o
f 
g
en
e/

-a
ct
in

Supplementary Figure 2. Real-time PCR analysis of targeted genes in the zebrafish 
caudal fin. Changes in mRNA levels in targeted genes are shown in days of recovery follow-
ing amputation in controls (clear bars) or days of recovery following inhibitor washout as 
described for Figure 4 (black bars), or at baseline before fin clip (gray bars). All mRNA 
levels have been standardized with β-actin transcript levels. (a). vegfr1 (b). semaphorin3aa 
(c). ephrinB2a (d). baseline levels in amputated caudal fins. Standard abbreviations are 
used as follows: n = number of experimental replicates (pool of fins); N = Number of fins 
used; * = significantly different from control (*:P <= 0.05, **: P <= 0.01, ***: P<= 0.001); #: 
significantly different from unclipped fin (# :P <= 0.05, ## : P <= 0.01, ### : P<= 0.001). Error 
bars indicate standard deviations.


