Supplemental Figure 1A

MONOPTEROS/IAUXIN RESPONSE FACTOR 5
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Supplemental Figure 1B

AINTEGUMENTA and AINTEGUMENTA-LIKE GENES
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Supplemental Figure 1C

GROWTH REGULATING FACTOR GENES

—— evm_27.TU.AmTr_v1.0_scaffoldO...

GRMZM2G443903

AT2G06200

ut.F00160
00995

SoncOS 068760.1
SolycQ7 0416402
GSVI GOlO

Aqcoe2G129900
GSVIVG01033800001
Migut.L01765

SolyclO 083510.1

Medtr59027030

AT4G24150
Migut.E00302

Solyc089083230.1
evm_27.TU.AmTr_v1.0_scaffoldO...
3660

Med 092330

01 8629001
GSVIV60101966 001
— LOC Os 8430

RMZM23004619
T ERMIMAC096 00

R . GRMZMZGO98594
LOC_0s06902560
LOC_0s02g47280
GRMZM2G034876
LOC 0s04951190
GRMZM2 041223
GRMZM2G12914
vm_27.TU.AmTr_v1.0_: scaffoIdO
choe3GZl4400‘
GSVIVG01024326001
MedtrOOOl 0
igut, 2

i E— o3l
MZM5G8501

—— LOC OSOZ 45570
LoC 0904 48510

Ll |: GRMZM2G045977
GRMZM2G124566

O
O
._.

9
AmTr v1.0_ scaffoIdO
m_27.TU.AmTr_v1.0_scaffoldo...

— G GRMZM260184171

I—— LOC_0s03g47140
LOC Osl 6%29980

GRMZM2CD998
LOC 0511935030 AtGRF1
ATz'\g 55’4(903
AT4C37740 AtGRF2

LOC_0s03g51970
CRMZM2G178261
CRMZM5G853392

CRMZMSGa53392 2

Solyc02 092070.

27.TU.AmTr v1.0_scaffoldo... AqGRF-like
GSVlVG0100716500
Aqgcoe5G457000
choe66259800 AqGRF—Iike

edtr1g01749
GSVIVGOlOO9 99001
Solyc049g077510.2

0.3



Supplemental Figure 1D

BIG BROTHER GENES
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Supplemental Figure 1E
DA1 GENES
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Supplemental Figure 1F
KIP RELATED PROTEIN GENES
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Supplemental Figure 2

STYLISH homologs
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Supplemental Figure 3

Normalized read count
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Supplemental Figure 4

petal spur

Image demonstrating how the nectar spur is exposed to light at later
developmental stages



