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TGFb signaling pathway network
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RMSD TABLE

I
Rank | Sub- | Run | Binding | Cluster | Reference | Grep

| Rank | | Energy | RMSD | RMSD | Pattern

| | I | | I
1 1 1 -3.54 0.00 101.06 RENKING
2 1 2 -3.30 0.00 97.95 RANKING
3 2 5 -3.16 0.00 89.43 RANKING
4 1 € -3.03 0.00 84.39 RANKING
5 1 10 -3.01 0.00 74.52 RENKING
€ 1 4 -2.93 0.00 97.12 RANKING
7 1 8 -2.90 0.00 94.98 RANKING
8 1 3 -2.83 0.00 76.15 RANKING
5 1 5 -2.80 0.00 116.45 RENKING
10 1 7 -2.34¢ 0.00 91.96 RANKING
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