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Supplemental Figure 1. In silico Expression Profiling of the
CSLD family. The relative expression of CSLD genes in all major
Arabidopsis organs/tissues was analyzed using the
Genvestigator Meta-Analyzer tool
(https://www.genevestigator.ethz.ch/). Signal intensity values are
arbitrary units.




Supplemental Figure 2. RT-PCR analysis of the CSLD family.
RT-PCR analysis was carried out on various organs of wild type
(Col-0) plants using primers specific for each of the members of
the CSLD family. Arabidopsis translation initiation factor EIF4A2
was used as a constitutive expression control.
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Supplemental Figure 3. Analysis of promoter activity for CSLD2 and CSLD3.
Confocal microscopic analysis of GFP expression in roots of 6 day old wild type
seedlings carrying proCSLD2::GFP::GUS or proCSLD3::GFP::GUS fusion
constructs. Expression of constructs was observed in some trichoblasts at early
(A and B) and late (C and D) stages of root hair development.
proCSLD2::GFP::GUS expression was generally sparse in the distal (d) portion of
roots and stronger in proximal (p) portions (E). In contrast, proCSLD3::GFP::GUS
expression was strong in distal portions (F and G).
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Supplemental Figure 4. Generation of CSLD Knockout Lines. Schematic showing
the gene structures of CSLD1 (A), CSLD2 (B and C) CSLD3 (D) and CSLD4 (E).
Promoter regions are represented by grey boxes, black boxes are exons and
connecting lines are introns. Insertional mutants were generated and the position of
the T-DNA insertion in each gene is indicated by open triangles. csld2-1,csld2-2,
and csld3-2 are homozygous mutants whereas csld1-1 and csld4-1 are
heterozygous. (F), Semi-quantitative RT-PCR of CSLD2 and CSLD3 in wild-type
(WT), csld2-1, csld2-2 and csld3-2. Total RNA was prepared from root tissue.
EIF4A2 primers were used as a control. Products obtained from primers for CSLD2
and CSLD3 are indicated at the bottom.
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Supplemental Figure 5. Functional complementation
of csld3-2 with YFP-CSLD3. Phenotypes of the csld3-2
mutant (A) and csld3-2 complemented with the
35S::YFP::CSLD3 construct used in Figure 10 (B).




