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/-
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Gi19789524 Physcomitrella
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At1é;01250 Arabidopsis
At4g25480 Arabidopsis (DREB1A)
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At1g46768 ArabldopSIS (RAP2.1
% 05410 ArabldopS/sSB REB2A)
2940220 Arabidopsis (ABI4)

At1 78080 Arab/dopsts
g §7 Physc)omltrella ERF-R

At1 g43160 AfabldOpSIS (RAP2.6)

At195391 Arab/dopsts (RAP2.12) D
At4é;61 1140 Arabidopsis
At195 40 Arabzdops:s (RAP2.5

)
Pyt b 3 50640 Arab/dopSIs (ALERF3) - 751681100
t1g rabidopsis
At1g13260 Arabidopsis (S?A V1) } 100/100/100 _/

— 10 changes

J\

73/59/100

71/-1-
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Supplementary material 3. Strict consensus of 31 most parsimonious trees using DNA sequences of R1

and R2 domains in each lineage of AP2-like gene family (length=2960, CI=0.16, and RI=0.64), shown as a
phylogram (full tree of Fig. 6). Numbers above the branches are bootstrap values of aa analysis DNA data
analyses (>50%) and posterior probabilities in the Bayesian analysis (>90). The posterior probabilities are
multiplied by 100. The relationships among domains are indicated as thick lines.
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—~ Atlgl6060 Arabidopsis

Atlg79700 Arabidopsis
0s8g34360 Oryza
059925600 Oryza
0s6g05340 Oryza

Wmi0l-10ms3-e03 Welwitschia

At3g54320 Arabidopsis
At2g41710 Arabidopsis
Atl1g51190 Arabidopsis
gi21069051 Brassica
gi21069053 Brassica
At5gl7430 Arabidopsis
0s3g56050 Oryza
0s7g03250 Oryza
gi38492172 Nicotiana
0s3gl2950 Oryza
At4g37750 Arabidopsis
0s3g07940 Oryza
At5g57390 Arabidopsis
Atlg72570 Arabidopsis
At5g10510 Arabidopsis
At5g65510 Arabidopsis
0s4g55970 Oryza
0s6g44750 Oryza
0slg67410 Oryza
0s11g19060 Oryza
0s2g40070 Oryza

Most frequent sequence

PKVADFLG
PKLENFLG
PKLENFLG
PKLENFLG
PKLEDFLG
PKLEDFLG
PKLEDFLG
PKLEDFLG
PKVEDFFG
PKLEDFMS
PKLENFL-
PKVEDLLS
PKLEDFLG
PKLEDFLG
PKLEDFLG
PKMEDFLG
PKLEDFLG
PKLEDFLG
PKLEDFLG

PKLEDFLG

eUANT3 motif
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..———LDGSQNP-LR
.—-—-PTSPAST-RR

AP2-R1

TSIYRGVTRHRWTGRYEAHLW
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TSIYRGVTRHRWTGRYEAHLW.

TSQYRGVTRHRWTGRYEAHLW

TSQYRGVTRHRWTGRYEAHLW

TSQYRGVTRHRWTGRYEAHLW.

TSQYRGVTRHRWTGRYEAHLW.

TSQYRGVTRHRWTGRYEAHLW

TSQFRGVTRHRWTGRYEAHLW

TSIYRGVTRHRWTGRYEAHLW
TSQYRGVTRHRWTGRYEAHLW

. ---KKIVHTLGQR

SSVHRGVTRHRWTGRYEAHLWDKNSWNETQTKKGRQ. . .
SSPYRGVT--RWTGRYEAHLWDKNSWNDTQTKKGRQ. . .
SSAFRGVTRHRWTGRFEAHLWDKNTWNESQSKKGRQ. . .
SSVYRGVTRHRWTGRFEAHLWDKNSWNE SQNKKGKQ. . .
SSRFRGVSRHRWTGRFEAHLWDKGTWNPTQKKKGKQ. . .
TSKFKGVTRHRITGRFEAHLWDKGGWN---TNLGKK. . .
SSIYRGVTRHRWTGRFEAHLWDKS SWNSIQNKKGKQ. . .
SSIYRGVTRHRWTGRYEAHLWDKSTWNQNQNKKGKQ. . .
SCRREGQSRKGROQ. . .
SCKREGQTRKGROQ. . .
SCKREGQTRKGROQ. . .
SCKREGQTRKGROQ. . .
SCKKEGQTRKGROQ. . .
SCKKEGQTRKGROQ. . .
SCKKEGQTRKGROQ. . .
SCKKDGQTRKGRQ. . .
SFKKEGHSRKGRQ. . .
TCRKEGQTRKGROQ. . .
SCRREGQSRKGROQ. . .
SCKKEGQTRRGROQ. . .
TSIYRGVTRHRWTGRYEAHLWDONSCRREGQ.

TSIYRGVTRHRWTGRYEAHLWONSCRREGQ.

. PEQKKAVDSFGQ!

. DPARRTAETFGQ

TSIYRGVTRHRWTGRYEAHLW

. -—-RKSVDTFGQ

TSIYRGVTRHRWTGRYEAHLW

. QRMKAAMDTFGQ!

TSIYRGVTRHRWTGRYEAHLWDNSCRREGQSH

SCRREGQSH
SCRREGQTR
INSCRREGQT!

TSIYRGVTKHRWTGRYEAHLWD

-AVPRKSIDTFGQ!

eUANT4 motif|

TSIYRGVTRHRWTGRYEAHLWDNSCRREGQSH

ESCRREGQTR

eUANT1 motif

Supplementary material 4. Motif regions in sequences of the ANT lineage. The most frequent amino

acid at each site is highlighted in bold.
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Reduced Data Set 1 Genes included
eUAP2: At1g79700
(two domains) 033956050
gi38492172

ANT: 0s7g13170
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Reduced Data Set 2

Genes included

euAP2: At1g16060
" (two domains) 059925600
. 0s69g05340

86797, p<0.01 ANT: gi11181612
(two domains) gi5081555
® Os4g55560

ERF: gi2281634
(one domain) At1g50640
: v 0142566428

Frequency
o

Genes included
w euAP2: At5g17430
) (two domains) Os8g34360

36.79897, p<0.01 0s6905340
ANT: @i13173164
* (two domains) 0s7g13170
gi21717332
ERF: At1g43160
’ (one domain) At5g25810
v gi2281634

Frequency

Supplementary material 5. Results of the likelihood ratio test with the parametric bootstrap,
showing the distribution of § (the likelihood ratio test statistic), which is the difference between —In
likelihood scores of the optimal trees supporting Model B and Model A for simulated data assuming
that hypothesis B is correct. The observed value for the actual data (represented by the arrow) is
shown in relation to the distribution. If the observed value is much greater than the values found in
the distribution, the null hypothesis (Model B) is rejected. The observed values are significantly
different from the values in the distribution (p<0.01).



At1g72570 Arabidopsis
At5g57390 Arabidopsis
At5g17430 Arabidopsis
At1g51190 Arabidopsis
At3g20840 Arabidopsis
ANT-like At5g10510 Arabidopsis
At5g65510 Arabidopsis
At2g41710 Arabidopsis
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euAP2_|ike gi|11181610 Picea
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At5g60120 Arabidopsis
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LTDYQEDUDOTSKLSHKEEFYHILREROSTGFSRG
- | DDYEEDMEOMMELTHEEFYHYLEROQSTGFRPRG
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EAYTHFOAQSYDKEL. . .
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Supplementary material 6. A part of alignment of AP2-like genes, which showed five Arabidopsis
sequences having uncertain R2 domain (see text).





