Figure S2A PhyML phylogenetic relations and composition of domains for TTG1
(AT5G24520) homologues of representative plant species.

0L04G01730 @Eew)  (@o0)
=CR16G10620 0959 66400 )

0.977 -—SMO367G0275 {43
Mapoly0161s0021 b4 {oo400)

0.0286

‘PP00290G00030 @ (@o400)
0022 TR PP00092G00020 @
B Mapoly0259s0004 @
PP00179G00250
PP00174G00400
- 0cef PAB00042769
00y’ PPAB00051565
LezpAR00049457 o @0 G0

0.488

Mapoly0027s0005 00400 ©o400} 40}
—\/V08G12350
—FEG0001G22230 £0400) 60400 00400)
FV6G31680 0400) £o400) (_PFo413313 )
—'PPE_007G12370 £0400) £0400)
—'MD12G002840 60400 60400)

0.38

0.0563

038
0.935

0.00055

***MD14G003000 60409 60400) (@0400)
- 2 MD00G370440
- GR09G39980 620 §0400) 60400
= T ** B2 10005609240 I 65800 0309
CS00018G00500 60409 60400
02 — PT06G20900 0400 £0400 (@0400)
o PT16G07580 60400 60400
" s ——ME02892G00230
DM&RCBOOBZGOOZSO f00400) £0400
——ATR_00040G00980 mE =
——ATR_00001G04910 @ oo (om0}
L25B\/3G17080 @
o 2" CRU_006G21650 BED @
o] TP2G22830 B on @
o | o AL6G24590 & Gy @)
0'?:16{'WOATSG2 4520 9 G039 {o0400)
— BR06G25860 {49 foi00) 0400)
CP00003G01630 @
— LT8R C29428G00050 TETE (i)
= 0%™ME04116G00030 @ foi09 (000)
| T EZ¥ME08038G00010
72 mﬁcsoom 1G02680 @ feoso)
e 50001611330 @
2 —“PT12G00610 g @ 00400)
. - RS PT15G00260 40 00400
0858 086 GR04G12520 540 (00400)
_mﬁzﬁmcmzeoouo @ (0000)
S BT 0003620900 4G (©0400)
- “GM06G14180 640 040960409 f0400)
R GM04G40610 foa0) £0400 f00400)
—_]1G015650 @ 00400)
- = “'g”l&MﬁGogzazLo it
: =+'CL10G07190 @ 0o%0
—'CM00035G00980 @ (@0400)
——FV7G34790 5
=| %] #YYPPE_002G30580 D@ (20)
ooy o " 'MD00G043950 i (60a00)
”%L‘”‘?SMDmGozono 53— @ (©0400)

0.00803

¥ ST03G017030 ®m @ (@0400)
E,i;-;[m =¥¥5L03G097340 ® @ fo20)
“‘ng&l?asmmowom ®  ®
ol - *'OSINDICA_02G44170 @ (©0400)
TR Y%0502G45810 @ ©0400)
- . ..—SB04G031730 @ (00400)
- ‘“?E?zmosemeso 04 60400
" ..~ BD3G51820 (@0)
”'“"‘E“ngosmooom 640 (@00)
0.0833333
taxonpmic identity of protein domain architecture
Poaceae WD domain_ G beta repeat PFO0400 31 (TProo40031 )
Vacuolar protein_sorting 55 PF04133 13 - (FEassiE)
Brassicales
Out group



Figure S2B Evolutionary changes in protein structure of the TTG1 (AT5G24520)
homologous proteins being studied branch reflects from right to left: disorder (2 residue
types), secondary structure (3 types), secondary structure (8 types), globule surface
(3 residue types), rare (comparing with protein specific model) amino acid substitutions
Color scheme:

black- outer branch (not analyzed);

colours define branch lengths quartile: blue — Q1; green — Q2; orange —Q3; red —Q4.
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