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Supplemental Figure 1. Structural analysis of ptOmp85 
Multiple alignment of the N-terminal part of alr2269, the crystal structure of FhaC (PDB:2QDZ) and 
Toc75 from Phaeodactylum tricornutum constructed with MAFFT v6.624b (38), manually adjusted 
and fed to Modeller v8.2 for constructing the homology model. 
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Supplemental Figure 2. Alignment of Omp85 sequences for the calculation of the phylogenetic 
tree presented in Figure 1B 
Representation of the alignment of all Omp85 sequences used in the phylogenetic analysis 
(Fig. 1B) created with JalView (Waterhouse, A.M., Procter, J.B., Martin, D.M.A, Clamp, M. 
and Barton, G. J. (2009) Bioinformatics 25, 1189-1191) and colored with the "Clustal-X" 
color scheme. 
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A 
>gi|30687572|ref|NP_189102.2| PL-SP1 [Arabidopsis thaliana] 
MMVMISLHFSTPPLAFLKSDSNSRFLKNPNPNFIQFTPKSQLLFPQRLNFNTGTNLNRRTLSCYGIKDSSETTKS
APSLDSGDGGGGDGGDDDKGEVEEKNRLFPEWLDFTSDDAQTVFVAIAVSLAFRYFIAEPRYIPSLSMYPTFDVG
DRLVAEKVSYYFRKPCANDIVIFKSPPVLQEVGYTDADVFIKRIVAKEGDLVEVHNGKLMVNGVARNEKFILEPP
GYEMTPIRVPENSVFVMGDNRNNSYDSHVWGPLPLKNIIGRSVFRYWPPNRVSGTVLEGGCAVDKQ 
 
>estExt_gwp_gw1.C_chr_10974| Phatr2:17972 [Phaeodactylum tricornutum] 
MPTISDHTHACRAANLASSPQRRMVLLLALCLSLVAPSVTAFRPSTPPAVRSSVFVSSRTKISWADASSSRRKQI
LGMSDNKNDSPVDRKPASEPGLKASLRNKWEDETPASEPDAGFLEGIKRWFNSDEGREDVKTYFISLFLALLLRF
TIIEPRFIPSLSMYPTFEVGDQLAVEKVTKRIKPFYRTEVVVFQPPQAFRDIVENQYGDKSKGKEALIKRIVAVE
GDKVEIKNGKLLINDIEQEEAYTAEDAQYAFGPVRVPPENVLVLGDNRNHSLDGHIWGFLPTKNVIGRAVFVYWP
PWRVGNGGMF 
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Supplemental Figure 3. Identification of the putative PL-SP1 homologue in P. tricornutum  
A. The two sequences which were compared are shown. The predicted signal peptide is shown in blue 
and the predicted transit peptide in red. B. The alignment of A. thaliana plastidic type I signal 
peptidase 1 and the respective homolog from P. tricornutum is shown. Note that the conserved 
functional domain starts at ~aa120. 
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