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Figure S1. Two T-DNA insertion mutants were obtained for IBR5. (A) The relative 

expression level of IBR5 in WT, ibr5-2 and ibr5-3 amplified via 1F and 1R. Error bars are ± 

SE, n = 3 independent replicates with 3 biological replicates analyzed in each assay. Two 

asterisks means significant differences (P < 0.01 from Student’s t-test). (B) The relative 

expression level of IBR5 in WT, ibr5-2 and ibr5-3 amplified via 2F and 2R. Error bars are ± 

SE, n = 3 independent replicates with 3 biological replicates analyzed in each assay. Two 

asterisks means significant differences (P < 0.01 from Student’s t-test). (C) The relative 

expression level of IBR5 in WT, ibr5-2 and ibr5-3 amplified via 3F and 3R. Error bars are ± 

SE, n = 3 independent replicates and each with 3 biological replicates analyzed in each assay. 

Two asterisks means significant differences (P < 0.01 from Student’s t-test). 
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Figure S2. The sketch for the analysis of leaf-serration height and width. The first leaf 

serration of the third leaf was selected for analysis. The width refers to the maximum length 

of the leaf serration at the bottom region. The height refers to the vertical length from the tip 

of leaf serration to its bottom region. 
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Figure S3. The height and width analysis of the second, third and fourth serrations at the 

proximal region of the third leaf. (A, B) The height and width of the second serrations at the 

proximal region of the third leaf. Error bars are ± SE, n = 3 independent replicates and each 

with 23 serrations from different leaves analyzed in each assay. Two asterisks means 

significant differences (P < 0.01 from Student’s t-test). (C, D) The height and width of the 

third serrations at the proximal region of the third leaf. Error bars are ± SE, n = 3 independent 

replicates and each with 25 serrations from different leaves analyzed in each assay. Two 

asterisks means significant differences (P < 0.01 from Student’s t-test). (E, F) The height and 

width of the fourth serrations at the proximal region of the third leaf. Error bars are ± SE, n 

= 3 independent replicates and each with 21 serrations from different leaves analyzed in each 

assay. Two asterisks means significant differences (P < 0.01 from Student’s t-test). 
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Figure S4. Cell size and cell number analysis at the bottom serration of the third leaf. (A) 

The representative image for the first serration of the third leaf from the 10-day-old WT plant. 

Bar, 50 µm. (B) The representative image for the first serration of the third leaf from the 10-

day-old ibr5-3 plant. Bar, 50 µm. (C) Cell area analysis for WT and ibr5-3. Error bars are ± 

SE, n = 3 independent replicates and each with 27 cells of the adaxial domains of most-

proximal-serrations from different leaves analyzed in each assay. Two asterisks means 

significant differences (P < 0.01 from Student’s t-test). (D) Cell number analysis for WT and 

ibr5-3. Error bars are ± SE, n = 3 independent replicates and each with 27 the adaxial domains 

of most-proximal-serrations from different leaves analyzed in each assay.  
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Figure S5. Only IBR5.1 was generated in IBR5-GFP transgenic plants. There are two spliced 

transcripts (IBR5.1 and IBR5.3) for IBR5. While, IBR5.1 but not IBR5.3 was detected in 

IBR5-GFP.  
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Figure S6. Auxin distribution analysis in WT and ibr5-3. The representative images of GUS 

staining image of 10-day-old DR5-GUS transgenic plant of WT and ibr5-3. Bar, 5 mm. 
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Figure S7. The expression levels of YUC1, YUC2, YUC4 and YUC6 in WT and ibr5-3. (A) 

The relative expression level of YUC1 in WT and ibr5-3. Error bars are ± SE, n = 3 

independent replicates and each with 3 biological replicates analyzed in each assay. (B) The 

relative expression level of YUC2 in WT and ibr5-3. Error bars are ± SE, n = 3 independent 

replicates and each with 3 biological replicates analyzed in each assay. (C) The relative 

expression level of YUC4 in WT and ibr5-3. Error bars are ± SE, n = 3 independent replicates 

and each with 3 biological replicates analyzed in each assay. (D) The relative expression 

level of YUC6 in WT and ibr5-3. Error bars are ± SE, n = 3 independent replicates and each 

with 3 biological replicates analyzed in each assay. 
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Table S1. 
Primers used in this work 

Primer 
name 

Sequence (5’ -> 3’) 

ZP1 AACCCTAATTTCCTCCGTCTGTG 
ZP2 ACGGTTCCTATGTGCCAGAATC 
ZP3 AGTTACGACAACGCTTCTCGC 
ZP4 TGATGAAACGAAAAGGGTGGAGAC 
ZP5 TCAGTGGGTTAAACAACGGAGAC 
ZP6 TGAGATTGGAAGCATCTTTGTCTGG 
ZP11 GATTACGAATTCGAG CATTGTCCGGGTCGGGTTTA 
ZP12 CTTGCTCACCATTCGAGAGCCATCCATTGCAATATC

ACC 
ZP200 TTGGTGACAACAG^GTCAAGCA 
ZP201 AAACTTGTCGCTCAATGCAATC 
ZP202 CTTGATGTCGGTCTTGTAGG 
ZP203 TTCTCCTTGATGTCTCTT 
ZP204 GCTGACCACACCTAGCTTTGG 
ZP205 AGGGAACCTTAGGCAGCATGT 
ZP206    CGGTCGGATTCAATAGCATCTC 
ZP207    AAGCGTAGGACTCAAGGTAGG 
ZP208    GGATGAGACAATGGAGTATG 
ZP209    ATATTTCACCGCTCTTATAGG 
ZP210    ACGCATCTGGTCTATGGAATG 
ZP211    CGGACTTGTACGCACTGG 
ZP212    GGTTGAGTCGGCTGCGTTTG 
ZP213    ACATACTCCGTCGTGCCTTCTTC 
ZP214     ACAAAACGACGCAGGCTAAG 
ZP215     AGCTGGCATTTCAATGTTCC 
ZP216    ACTTCTCGACCACTCCAACGC 
ZP217    ATCCCAATCACTTTCTCCCAC 
ZP218    TGTCGCCCTCGAACTTCAC 

 

 


