Table 1: Protein identifications from the "unclean fractions" of the rice etioplast
preparation. Identified proteins (column protein identifications) are depicted by the TIGR

Protein identifications Sub-cellular localization Notes
TIGR | TIGR [ Number | Fraction | TragetP |  Verified sub-
146 beta-5 10 Band 0 |[location | cytosol
448 ribosomal 3 Band 0 [pathway cytosol
153 xin|o_sativ 3 Band 0 |[location | cytosol
101 090P23.3| 24 Band 0 |[location | cytosol
176 057G07.1 5 Band 0 |[location | cytosol
152 hydratase 4 Band 0 [plastid cytosol
100 shock 5 Band 0 |[location | cytosol
150 ¢ initiation 6 Band O |[location | cytosol
253 tubulinjo_ 5 Band 0 |[location | cytosol
088 005K07.1| 6 Band 0 [location | cytosol
172 glycerate 4 Band 0 |[location | cytosol
126 | protein 3 Band O |[location | cytosol
169 ehyde-3- 5 Band 0 |[location | cytosol
140 ribosomal 3 Band 0 |[location | cytosol
203 glycerate 3 Band 0 |[location cytosol
174 aminotran 3 Band 0 [ria cytosol
206 ehyde-3- 3 Band 0 |[location | cytosol
167 bisphosph 9 Band O |[location | cytosol
157 bisphosph 5 Band 0 |[location | cytosol
4 055P24.3| 4 Band O |[location | cytosol
144 | protein 3 Band 0 |[location | cytosol
175 sphate 8 Band 0 |[location | cytosol
108 c 4 Band 0 |[location | cytosol
174 nally 3 Band 0 |[location | cytosol
156 ribosomal 5 Band 0 [pathway cytosol
187 2 3 Band O |[location | cytosol
129 al protein 3 Band 0 |[location | cytosol
022 60S 4 Band 0 [ria cytosol
175 | L5P 3 Band 0 [ria cytosol
210 10 4 Band O |[location | cytosol
142 | protein 4 Band 0 [pathway cytosol
166 | protein 4 Band 0 [plastid cytosol
164 al 4 Band 0 [ria cytosol
232 ribosomal 3 Band 0 [ria cytosol
127 | protein 4 Band O [location | cytosol
160 ribosomal 6 Band O |[location | cytosol
141 ribosomal 3 Band 0 |[location | cytosol
165 | protein 4 Band 0 [ria cytosol
204 032H19.8| 4 Band O [location | cytosol
131 ligase, 8 Band 1 [pathway cytosol
149 phosphogl| 5 Band 1 |[location | cytosol
200 hydratase 8 Band 4 |[location | cytosol
141 n 10 Band 5 |[location | cytosol
056 bisphosph 3 Band 5 |[location | cytosol
121 ehyde-3- 4 Band 5 |[location | cytosol
105 homolog|o 3 ant location | cytosol
155 | protein 3 ant location | cytosol
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