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C. elegans (R H) 14.100 5,778 30.1
D. melanogaster (>3 <37/\1) 6.305 2,835 20.1
S. cerevisiae (B £2) 4289 1,303 20.7
E. coli (KiZ=) 1,709 898 20.9
H. influenzae (1> ZILITUHHE) 4100 323 18.9
B. subutilis (A& =) 480 987 24.1
M. genitalium (Y4375 X) 850 97 20.2
B. burgdorferi (T4 LfRIRIEE) 1052 244 28.7
C. pneumoniae (V35327) 894 292 27.8
C. trachomatis (F>3—<JRR{K) 1522 219 24.5
A. aeolicus (FBHIFEAMEHE) 3169 315 20.7
Synechocystis sp. (7> 5£8) 1715 818 25.8
M. jannashchii (A2 4 FE T #l &) 1,869 324 18.9
M. thermoautotrophicum (A2 EH#llE) 2 407 407 21.8
A. fulgidus (iR =Tl =) 492 20.4

Krogh et al. (2001) J. Mol. Biol., 305, 567-580
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134 bacterial M. musculus C. elegans A. thaliana
genomes
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E. cuniculi S. cerevisiae S. pombe P. falciparum
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Sensory Rhodopsin Cytochrome c oxidase Photosynthetic

(PDB: 1F88) (PDB: 1H68) (PDB: 10CC) reaction center
(PDB: 1PRC)
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Bacteriorhodopsin Aquaporin Potassium channel ABC transporter Porin
(PDB: 1C3W) (PDB: 1J4N) (PDB: 1BL8) (PDB: 1L7V) (PDB: 1PRN)
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