ZX)UJ’\

o 2
N 3
3
E 5
100
S
N “O
Y, we Ac0C2 oc2
700
[
100 Lmo21
%2
% 100 Lmy20
e
b
< A
’\"J 8 O)d\ C]/C3 'YC3
7 S)/
3
\,((\"(L)\ ’qc

%
700
N

7

e,
oloy

Vz}v\,\,\’\
\i

¥c5

'40?05
Hsycq
VA
=2
R

-

Figure S1. Phylogenetic analysis of c-type protocadherin and the protocadherin 6 subcluster genes.

Amino acid sequences for the EC1-EC3 ectodomain region of anole, human and coelacanth protocadherin variable
exons were aligned by Clustal W. The phylogenetic tree was constructed by the maximum-likelihood method. Genes
in different protocadherin subclusters are indicated by color. Numbers at the nodes are the percentage of bootstrap
values of 100 replicates. The tree is unrooted.



