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Figure S2 Sequence alignment and annotation of PhLYK10 and SILYK10. Related to Figures 1 and 2.
PhLYK10 in Petunia hybrida originates from the Petunia axillaris parent. PhLYK10 has 79% amino acid
identity compared to SILYK10.
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Figure S3 Subcellular localization of SILYK10-YFP in N. benthamiana leaves and tomato roots. Related to
Figure 3. A) Confocal images of epidermal cells from a N. benthamiana leaf expressing SILYK10-YFP and
showing localization partly in undefined compartments. B) Confocal images of epidermal cells from a
tomato ROC line expressing SILYK10-YFP or a ROC control. Images were acquired with similar microscope
settings. C) Confocal images of epidermal cells from a tomato ROC line expressing SILYK10-YFP and treated
with FM4-64 (which labels the plasma membrane (PM) before being internalized) and DAPI (which labels
the nucleus), showing that SILYK10-YFP is localized at the PM. D) Confocal images of epidermal cells from a
tomato ROC line expressing SILYK10-YFP and plasmolyzed with mannitol. The arrow points to detachment of
the PM from the cell wall. Scale bars represent 20 um in A, 50 um in B and 10 um in C.
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Figure S4 Subcellular localization of SILYK10c-YFP in N. benthamiana leaves. Related to Figure 3. A)
Schematic view of the chimeric LYK10c-YFP constructs: the extracellular region (ECR) composed of 3 Lysin
Motifs from SILYK10 or PhLYK10, the transmembrane domain (TM), the intracellular region (ICR) from
MtNFP and the yellow fluorescent protein (YFP). B) Co-localization in N. benthamiana leaves of PhLYK10-YFP,
PhLYK10c-YFP and SILYK10c-YFP with a plasma membrane (PM) marker. Confocal images of epidermal cells
from N. benthamiana leaves expressing combinations of PMA4-GFP, a PM marker with PhLYK10-YFP,
PhLYK10-YFPc or SILYK10c-YFP. Fluorescence detected in the GFP and YFP channels is shown in red and
yellow respectively, to facilitate visualization of the overlay. Bars represent 20 um. C) Sensitivity assay of
SILYK10c to PNGaseF. After been processed in the Golgi apparatus, protein N-glycans become insensitive to
digestion by PNGaseF. Proteins extracted from N. benthamiana leaves were incubated (+) or not (-) with
PNGaseF. A higher band after incubation indicates that protein N-glycans are insensitive to the PNGaseF and
shows that protein has left the ER. A lower band after incubation indicates that protein N-glycans are
sensitive to the PNGaseF digestion and shows that protein did not exit the ER. The mutated form of MtNFP
lacking disulfide bridges is retained in the ER [S1] and completely digested by PNGaseF. D) Cell fractionation
of leaves expressing SILYK10c-YFP. Proteins were immunodetected in the total extract (T), the 100,000g
pellet (P) and the supernatant (S) using anti-GFP antibodies (to detect the YFP fusions), anti-BIP antibodies
(to detect an ER marker) or anti-H*-ATPase antibodies (to detect a PM marker). The Ponceau staining shows
that equal amounts of proteins were loaded on the gel.
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Figure S6 Alignment of the putative cis-regulating element in LYRIA promoters of 71 dicotyledonous
species. Related to Figure 5. The tree has been rooted on the basal dicots Aquilegia coerulea. Branch
support (10,000 replicates of SH-aLRT) is indicated on each branch. Alignment of the putative cis-regulating
element has been mapped at the right of the tree. Identity percentage is represented by the blue gradient
background at each position. Grey and white rectangles indicates that no promoter sequences were
extracted for these genes or absence of the motif respectively. Details about the 71 species are given in
Table S2.
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Figure S7 Complementation of Mtnfp nodulation by Pro355:PsSYM10-YFP and spontaneous nodulation in
L. japonicus roots expressing ProLjUbi:PhLYK10-Orange. Related to Figure 6. A) Number of organogenesis
events (nodules and nodule primordia) 28 dpi with S. meliloti lacZ in Mtnfp roots transformed with the
indicated constructs. Numbers in brackets indicate the numbers of root systems carrying organogenesis
events / root systems analyzed. Box plots represent the distribution between individuals from at least 2
independent experiments. Data for the empty vector (EV) and Pro35:MtNFP-YFP are the same as in Figure
6A. B) Section of a nodule from roots expressing PsSYM10. S. meliloti LacZ were stained by X-Gal. Scale bar
represents 100 um. C) Immunodetection in 20 mg of roots (10 root systems were pooled) expressing the
indicated YFP-fusion proteins. D) Roots of L. japonicus Gifu wild-type were transformed with the indicated
constructs. Box plots represent the number of spontaneous organogenesis events. E) Pictures of
spontaneous nodules on L. japonicus Gifu roots transformed with EV, ProLjUBI:LjSYMRK-mOrange or
ProljUbi:PhLYK10-mOrange, 60 days post transformation. Scale bars represent 1 mm.












