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Figure S1. Expression profiles of WAKLS8 during development. Tissue level expression profile of

.

WAKLS during Arabidopsis development visualized using eFP Browser [1,2]. The expression levels are
represented as a colour gradient from yellow (lowest) to red (highest) and shows that WAKLS has
slightly higher expression levels in stems and mature leaves than other tissues. In primary roots,

WAKLS expression is highest in vascular cell types than other cells [1,3].
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Figure S2. Phloroglucinol-HCl staining of lignin in transverse sections 1 cm from the stem base of
WT, wakl8-1 and wakl8-2 plants. Fresh stems of WT (A-B), wakl8-1 (C-D) and waki8-2 (E-F) plants at

growth stage 6.5 were sectioned and stained with phloroglucinol-HCL. Scale bar =20 pum.
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Figure S3. Miule staining of lignin in transverse sections 1 cm from the stem base of WT, waklI8-1
and wakl8-2 plants. Fresh stems of WT (A-B), wakl8-1 (C-D) and wakl8-2 (E-F) plants at growth stage

6.5 were sectioned and stained with Méaule. Scale bar =20 pum.
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Figure S4. Sequencing of alternative spliced versions of WAKLS transcripts. PCR fragments cloned
from wild-type (WT) plant stem cDNA were sequenced and aligned with WAKL8 genomic DNA and

mRNA sequences downloaded from TAIR (https://www.arabidopsis.org/, accessed on 30 Jan 2018).

WAKLSA version transcript had the same sequence as mRNA from TAIR but with a site mutation which
caused an amino acid change from Pro to Ser before the predicted transmembrane domain (TMD). The
WAKLSB version transcript had only a part of the first intron expressed, which caused a stop codon

before the predicted EGF-Ca2+ region.
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