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Figure 4. smax1 does not suppress max2 lateral root branching, axillary branching, primary inflorescence height, or
dark-induced senescence phenotypes. (A) Lateral roots/cm of primary root in 8-day-old seedlings. Mean +/- SE. n = 2
experimental trials of 19-36 roots/sample. Significant differences compared to Col were assessed by T-test, **p<1x10°. (B)
39-day-old plants. Axillary branching (C) and primary inflorescence height (D) phenotypes of 8-week-old max2 plants. Mean
+/- SD. n =9 8-week old plants/genotype. Significant difference from Col was assessed by T-test, *p<0.001. (E) Short-day-

grown plants. Arrowheads indicate leaves kembdnApsiden Greaystoingeios seoegcapgBlished by www.plantphysiol.org
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Figure 5. Maximum likelihood phylogram of SMAX1 and
SMAX1-like proteins in Arabidopsis. SMAX1, SMXL2
(At4g30350), SMXL3 (At3g42490), SMXL4 (At4g29920),
SMXL5 (At5g57130), SMXL6 (At1lg07200), SMXL7
(At2g29970), SMXL8 (At2g40130), and HEAT SHOCK
PROTEIN 101 (HSP101), were assigned to the tree by
PhyML based on protein sequence similarity. Numbers
above the branches represent bootstrap support derived
from 100 bootstrap replicates. Scale bar (branch length)
represents substitutions per site.

Downloaded from ¢
Copyright © 2013 A


http://www.plantphysiol.org

Relative transcript abundance

Relative transcript abundance

Seed Seedling Root
357 , 1.4
a
a 3 1.2
2.5 1
2 0.8 b

15 0.6

bcb
b 1 ﬂ ﬂ cd g 0 gg cd ¢ cd ¢ cd
b sl iid. aalsa
B bo b 03 0l clpplansll.

OFRPNWAUION0WWO

OISO ORI SIS
Ty, g g Ty gy My Ay Iy, gy My Ty Ty g Yy Yy, Ty, g gy gy gy gy
U,y ey s o e gy oy ey s e s ey By e e ey e iy s
Axillary Branch Leaf Senescent Leaf
6 71 25
5 61 2 2
4 ; S m 12 a
] ; )
2 ﬂ bc c 2 b b b
L . ¢ e m bc 05 m b b
ol P EA N : R F o b= F
SIS OIS SIS
Ty, g g gy g g Ty Ty, g gy g gy g gy Ty, g g g gy gy gy
A AL, s sy e e ey e ey ey e, ey e s

Figure 6. Relative abundance of SMAX1 and SMXL transcripts in Arabidopsis tissues. Transcripts detected by real-time RT-PCR
using cDNA derived from the following tissues from wildtype plants: Dry seed (n = 4 samples, ~40mg/sample), 4-day-old
red-light-grown seedlings (n = 5 samples, >50 seedlings/sample), 13-day-old roots (n = 4 samples, >50 roots/sample), 5-cm-long
sections from axillary branches on 6-week-old plants, each section containing 3 axillary buds and cauline leaves (n = 4 samples, 1
section/sample), 2-cm-long rosette leaves from 6-week-old plants (n = 4 samples, 2 leaves/sample), and senescent rosette leaves
with approximately 50% remaining green from 7-week-old plants (n = 4 samples, 1 leaf/sample). Abundance values are relative to
the CACS reference gene. Mean +/- SE. Statistical groupings for each tissue type were determined by ANOVA with Tukey-
Kramer HSD, p<0.01.
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Figure 7. Transcriptional responses to KAR/SL in the SMXL
gene family. (A) SMAX1 and SMXL transcriptional responses
to growth on 1 pM KAR, or 1 pM GR24 in 4-day-old red-light-
grown seedlings. DLK2 included as a positive control for KAR,
and GR24 response. Transcripts detected by real-time
RT-PCR. Expression values are relative to the CACS
reference gene. Mean +/- SE. n =5 independent samples, >50
seedlings/sample. Significant differences compared to the
control treatment were assessed by T-test, *p<0.05, **p<0.01.
(B) SMAX1 and SMXL2 transcripts in 4-day-old red-light-grown
max2 seedlings. Transcripts detected by real-time RT-PCR,
values are relative to CACS and scaled to Col = 1. Mean +/-
SE. n = 3 independent samples, >50 seedlings/sample.
Significant differences to Col were assessed by T-test, *p<0.05.
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Figure 8. smaxl single mutant phenotypes. The figure key
applies to panels B, C and D. (A) Relative abundance of
karrikin/strigolactone-responsive transcripts detected by

real-time RT-PCR using cDNA derived from 4-day-old red-light-
grown seedlings. Values are relative to the CACS reference

gene and scaled to Col = 1. Mean +/- SE. n = 3 independent
samples, >50 seedlings/sample. Significant difference from Col
was assessed by T-test, *p<0.05. (B) Hypocotyl lengths of
4-day-old seedlings grown in red light on 1 pM KAR{, 1 pM

KAR,, or 1 uM GR24. Mean +/- SE. n = 2 experimental trials of
20-50 hypocotyls/sample. Statistical groupings were determined
by ANOVA with Tukey-Kramer HSD, p<0.01. (C) Cotyledon area
of 4-day-old seedlings grown in red light on 1 uM KAR{, 1 uM
KAR,, or 1 uM GR24. Mean +/- SD. n = 32-50
cotyledons/sample. Statistical groupings were determined by
ANOVA with Tukey-Kramer HSD, p<0.01. (D) Primary dormant
seeds were grown on 0.8% agar plates containing 1 uM KAR, 1
UM KAR,, or 10 uM GR24 for 5 days at 24° C. NhsawHgadey from ¢
3 experimental trials of 75-100 seeds per samf&PYright © 2013 A
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