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gi|5911820|emb| 149 169
gi|163838662|re 149 169
gi|6978575|ref| 149 169
gi|296486947|tp 149 169
gi|54400566|ref 146 162
gi| 6690723 |gb|A 141 158
gi|294676238|re 143 160
gi|392243174|gb 153 166
gi|16226870|gb| 188 196
gi|347834285|em 155 164
gi|321312631|re 145 155
gi|11499070|ref 143 153
gi|77459036|ref 137 152
gi|7296190|gb|A 155 185
gi|167656983|gb 178 187
cons 229

Supporting Fig. S1. Sequence alignment, as obtained from the T-COFFEE server, of TspO/PBR

proteins from different organisms:

5911820 [Homo sapiens]

163838662 [Mus musculus]

6978575 [Rattus norvegicus]

296486947 [Bos taurus]

54400566 [Danio rerio]

6690723 [Rhodobacter sphaeroides]
294676238 [Rhodobacter capsulatus SB 1003]
392243174 [Mycobacterium abscessus subsp. bolletii CCUG 48898 = JCM 15300]
16226870 [Arabidopsis thaliana]

347834285 [Schizosaccharomyces pombe]
321312631 [Bacillus subtilis BSn5]

11499070 [Archaeoglobus fulgidus DSM 4304]
77459036 [Pseudomonas fluorescens Pf0-1]
7296190 [Drosophila melanogaster]

167656983 [Eubacterium siracum DSM 15702]
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Supporting Fig. S2. Comparison between the 3D model of a subunit of RsTspO (left column) and the
3D high-resolution structure of the mTSPO-PK 11195 complex (right column). The PK 11195 ligand is
shown in spheres, trans-membrane helices are labelled. C15 and W38 of RsTspO and P130/P138 of

RsTspO/mTSPO are shown in stick representation.
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Supporting Fig. S3. Fit of two alternative (compared to Fig. 2(A)) dimeric arrangements to the
electron density of RsTspO. (A) TMITM2:TM2'TM1' similar to Fig. 2(A), but rotated by ~34° around
the C2 symmetry axis. In this model, TMS5 is not placed well in the electron density (indicated by *).
(B) TM2TMS:TMS5'TM2'. TM3 does not match the electron density and the overall dimension of the
model is ~50 A.
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