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FIGURE 1
HMoiel Seq-from Seq-to HMM-from HMM-to Score E-value Description
m 2 23 214 1 268 -179.1 0.76 7 wensmembrane yYeceptor { Secretin family)
?m 1 40 296 1 259 109.7 2.8e-35 7 transmembrane receptor (thodopsin family}
7m_1 40-296
7tm_1: domein 1 of 1, from 40 to 296: score 109.7, E = 2.8e-35
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FIGURE 4
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FIGURE 5

% Increase paw volume raw

i S
o
|

W
o
1

contralateral paw
- N
o o
| | [ |

% increase in ipsi vs.




WO 2006/003422 PCT/GB2005/002601
6/8

FIGURE 6
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FIGURE 7
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