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Supplement Table:

Table 1: Flg22 up-regulated genes in roots, microarray data

Supplement Figures:
Fig S1: Prediction of FLS2 promoter motifs 1000bp upstream of At5g46330

(A) Visualization of promoter motifs 1000 bp upstream of ATG. (B) Details of
predicted promoter motifs 1000 bp upstream of ATG.

Prediction with Athena: a resource for rapid visualization and systematic analysis of
Arabidopsis promoter sequences (O’Connor et al., 2005;

http://www.bioinformatics2.wsu.edu/Athena).

Figure S2: FLS2 promoter activity during plant development

pFLS2::GUS is ubiquitously expressed in (A) 2 days-old seedling, in (B) 8 days-old
seedling cotyledons and (C) hypocotyl; and highly expressed in (D) flower sepals and

(E) stamen, in (F) pod dehiscence zone in mature siliques and (G) stipules.

Figure S3: FLS2 promoter activity during leaf development, wound stress and

biotic stress

(A) Definition of different leaf stages; (B) GUS staining of pFLS2::GUS in different
leaf stages. Insert shows hydathodes. (C) Wound-induced promoter activity in
different leaf stages. Insert shows hydathodes. (D) Hypocotyl after Pro DC3000
incubation with enhanced promoter activity in stomata (arrows), compared to mock

treated (10mM MgCl,) hypocotyl; bar = 100 pm.

Figure S4: Pto DC3000-GFP localization on leaves and roots



(A) Confocal micrographs showing Pto DC3000-GFP (green) on Col-0 leaves, upper
panel shows bacteria on epidermis, encircled are stomata, lower panel shows bacteria
(arrow heads) in the apoplast of mesophyll cells (block arrows); chloroplast
autofluorescence is represented in red. (B) Confocal micrographs showing DC3000-
GFP (green) bacteria on Col-0 roots stained with propidium iodide (red); note the

accumulation of bacteria (arrow heads) at outgrowing LR (block arrows).

Figure S5: FLS2 promoter activity in non-sterile grown roots and flg22

dependent inhibition of root growth

(A) pFLS2::GUS activity in 14 days-old seedlings grown on soil, white arrow shows
inner vasculature, black arrows mark expansion of GUS staining, bar = 50 pm. (B)
Cross section of roots grown on soil, arrows mark expanded GUS activity in
endodermis, bar = 10 um. (C) Graph depicts root length of 12 days-old Col-0 or fIs2
treated with 1 uM flg22 or without (same seedlings as used for 3F, bars represent
average of 3 independent experiments, error bars represent SD, statistical significance

represented with student t-test (p-value >0.001).
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