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Sequence | QOgTPPPETELLOS-TPPETOEPOTOEP

Sequence 2 q8gmpppgngggdd-nppgndgpdndgp
Sequence 3 pdERTEPEXEOLES-TRPWRETPITEEP
Sequence 4 POETNEPLOPELOO-TRPPRTNERONE EP
Sequence 5 pOGRMEPZOPGEOO-NNPPTNGTITEEP
Sequence 6 POETNGPETEOZOS-TPPETOEPETEEP
Sequence 7 POERTEPELSELOLOd-TPPRNOEPENEEP
Sequence 8 POZTNEPETEOZIOXTPPETOZPENEZP
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Shewsk Predictions | [
Posi Pos2 CrmV | (<i)logP DF Corresponding Positions
2 93| 0.83011 6 4 2-C 71-G
5 90| 0.79957 6 12 5-A 68-U
6 89| 0.96785 6 12 6-U 67-A
7 88 0.87933 6 4 7-U 66-A
10 48| 0.94944 6 2 10-m2G  |45-G
71 87! 0.95895 6 8 49-m5C |65-G
74 84 1 G 4 52-U 62-A
Fig. 9(a)

Fig. 9(b)
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Shevek Predictions

| f

Pos1 Pos2 crmV | (logP DF Corresponding Positions
30 121) 0.88097 8 14 22-Ala 84-lle
64 112 0.78824| 7.69897 42 50-lle 81-Pro

Fig. 10(a)

10/14

Fig. 10(c)




WO 2004/027540 PCT/US2002/030656

Shewek Predictions ! |
Post Pos2 CrmV | (-1)logP DF Corresponding Positions
18 69| 0.7102 7 36 19-Ala 66-Leu
87 1437 0.96041 7 14 84-Ser 139-Lys
Fig. 11(a)

Fig. 11(b)
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