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Figure 2
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Figure 3
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Figure 4
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Table 1

OH

Cmpd. R1 R2 R3 R4 IC5o (MM) CC;24 h (uM) CCs;,72h (uM)  ECs024 h (MM)  EC;o 72 h (pM)

(ATPase (Cell viability)  (Cell viability) (mCP (Viral load)

assay) expression)

CCT018159  Me -OCH,CH,0- Et 64.3+25 21.1+1.6 16.6 £ 1.1 0.6 £0.1 1.1+0.1
Cmpd. 1 Me H H Et 1274184 289+1.7 7.6+0.1 3.1+0.2 1.5+0.1
Cmpd. 2 Me -OCH,CH,0- H 309 + 26.4 46.1+3.8 251+24 24+0.3 51+04
Cmpd. 3 Me OMe H Et 88.7+7.9 27927 14.7+0.5 24+04 27102
Cmpd. 4 CO,H OMe H Et > 1000* ~ 820* > 1000* > 1000* 138.1 + 45.2*



Figure 5
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