(@)

AGL6-llke 5 o
AGLI2-like %%} 229

1S

ADS2
™S /P e
bMADS15 —J'g5 94 OsMAD:!
PbMADS19 — 88 0¢ 4 o PI
16
PbMADS17 91— PbMADS28
v
POMADS18 - 2 — AP3/PI
acL1s — 182 100] 1%/ PbMADs,;
AGL19 6v 95 PbMADS 6
2 73 47 ApP3
A
% >, 24 4 pbzlss
'8 A, 40354
Map
S o So5
SOCI
G 6,
8 S
2) e
S o L1y “/O( < MIKC*
] “,3 »O‘YG} 6
8 A?"l o e o 64’ C
23l \"T\ V2% %%
$3% @0 % ®
53233835520 7
- ~
SEEBECRL °
. w
PERRE - T
AGLIS
SVP i
-like
My
Ma

PbrMADS69
6%

DS70
PbrMA! - o = PbrMADS 86
ADS 6
Porid 00 ) p PbrMapsgs
poMADSET 95 5] o9

Mp

Supplementary figure 2. Maximum likelihood trees of type | and Il MADS-box transcription factors in
pear. (a) Tree of type Il genes: a total of 56 type Il MADS-box proteins in pear, 46 in Arabidopsis, and 8 in
rice were used to construct the ML tree. The subgroups are indicated by different branch colors. (b) Tree of
type | genes: a total of 39 type | MADS-box proteins in pear and 61 in Arabidopsis were used to construct the
ML tree. The subgroups are indicated by different branch colors.



