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[bookmark: _Ref420439556][bookmark: _GoBack]S1 Fig. Comparative analysis of all members of the Arabidopsis domain of unknown function 1218 (DUF1218) family and expression profiling of the candidate members, MODIFYING WALL LIGNIN-1 (MWL-1, At1g31720) and MWL-2 (At4g19370).
A. Neighbor-joining phylogenetic tree of Arabdiopsis DUF1218-containing proteins. ClustalW was used to align protein sequences from TAIR and the alignment thereafter used to construct the tree using p-distance and pairwise deletion with 1000 bootstrap replicates in MEGA5 [1]. Prediction of subcellular localization, signal peptide and number of transmembrane domains was done using SUBA3 [2], Signal-3L [3] and TMHMM [4] respectively with default settings. Highlighted in pink are the related MWL-1 and 2 sequences. B. Arabidopsis expression profiles for MWL-1 and MWL-2 across different tissues during development, exctracted from The Bio-Analytic Resource for Plant Biology (http://bar.utoronto.ca/welcome.htm) [5]. Preferential expression is seen at distinct developmental stages, however there is overlap in the secondary cell wall depositing, 2nd internode region.
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AT4G31130 195 Plasma membrane Yes (1-26) 3 (N-out)
AT5G17210 209 Plasma membrane Yes (1-28) 3 (N-out)
AT5G49320 257 Plasma membrane Yes (1-49) 3 (N-in)
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L ATIG31720 (MWL) 194 Plasma membrane Yes (1-36) 3 (N-out)
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