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Figure S1. Subcellular distribution of AtPRAl proteins in tobacco leaf

epidermal cells. A, AtPRAl1.Al; B, AtPRAl.A2; C, AtPRAl.A3; D, AtPRAl.Bl; E,

AtPRA1.B2; F, AtPRA1.B3; G, AtPRA1.B4; H, AtPRA1.B5; I, AtPRAl.B6; J,

AtPRA1.C; K, AtPRAl.D; L, AtPRAl.E, M, AtPRAl.Fl; N, AtPRALl.F2; O,

AtPRA1.F4; P, AtPRA1.Gl; Q, AtPRAl.H. Most AtPRAl proteins were found as



vesicular organelles, often associated with a light network of ER strands.
Four AtPRAl proteins (AtPRA1.Al1, AtPRA1.B6, AtPRA1.C, AtPRAl1.H) showed a
unique localization specific to the ER compartment. The proteins AtPRALl.F3
and AtPRAl1.G2, showed expression indicative of ER localization, but no
strong detectable GFP cells were found to be imaged (data not shown). Scale

bar = 10 um.



Figure S2. Subcellular distribution of free GFP protein in tobacco
epidermal cells. A, Median section with nucleus; B, Cortical section. The
expression of the GFP gene driven by the CaMV 35S promoter led to the
fluorescent protein accumulation in the nucleus and the cytoplasm, denoted

by thick transvacuolar strands. Scale bar = 10 um.



AtPRA1.B6 " 1 ER marker

Figure S3. Subcellular distribution of AtPRA1.B6 over the ER in tobacco
leaf epidermal cells. Out of the four ER-specific AtPRAl, AtPRAl1.B6 was
chosen as representative. The adopted ER marker corresponds to a chimeric
fusion of the signal peptide AtWAK2 and the HDEL retention signal to the
fluorescent marker gene. A, AtPRAI1.B6; B, ER-marker; C, Merge. Scale bars =

10 um.
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Figure S4. Sequence alignments of PRAl proteins. The program hmmsearch from

the HMMER package
identify putative
genes. The PRAL

Predicted protein

together with the PRA1 PFAM domain (PF03208) was used to
PRA1 genes, as well as BLASTP searches with known PRA1
domain 1is marked Dby asterisks above the alignment.

annotations were kept as retrieved from different used

databases. Protein sequences were aligned with T-Coffee and manually edited

with BioEdit. Conserved and identical amino acids are marked in grey and

black, respectively.



