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ibili » M46IL 3 . 87% | 13 1| 83 7 9 2 | 97% [3.3 0 5 [ 97% [3.3% 97% | 3.3% 77 3.3% e Viruses with single primary mutations remain
T?ble 1'_ Susceptibility Cut-off Values for 150V 5 [166%] 0% 1657 0% 67" -1 [100 % 0 .7 [100%] 0% 100 9 100% 0 < single primary .
Ritonavir-Boosted Pls M46IL, 150V 14| 0.4 [100%] 0 18.1] O 64 .8 | 100 % | 0 .0 [100%] 0% 71% | 2 79 0 largely sensitive to TPV, with the exception of 184V
150L 15| 1.0 | 80% [6.7% 13%| 1.3 | 80 6.7% | 24.1 | 6.7% | 40% |53 .7 [100%] 0 100% 80 0 and V82L.
PI Lower Upper T54ALMSTV 21| 1.2 | 71% | 29% | 0% | 4.8 | 48 24% | 1.9 | 76% [ 19% [ 4.8%| 1.2 | 95% [4.8% 100% 7 4 4.8%
i V82A 21 100%] 0% | 0% | 1.2 | 90 0 1.4 | 95% [4.8%] 09 .4 [100%] 0 .5 [ 95% [4.8% 37 0
Amprenavir (APV/r) 4 1.5 Va2l 4 | 2.2 [ 50% [50%] 0% | 1.2 | 75 0 1.6 | 75% [ 25%] 0 8 [100%] 0 .0 [100%] 0 37 0% | ACKNOWLEDGEMENTS
Atazanavir (ATV/r) 5.2 20* V82L +/- others 22| 23.5 [ 9.1% | 23% [ 68% | 15.8 | 14 50 77.2 | 1 68% | 23.5 | 32 2 6%| 14.6 | 36% | 36 7% | 56.5 2 50% | ful h | |
o 184V 20 [ 2.2 | 45% [50%5.0%]| 4.1 | 50 10 3.0 [ 7! 10 .9 | 95 .0 .0 | 90% [ 10 414 1 20 We are grateful to the Monogram Biosciences Clinica
Indinavir (IDV/r) 10 50% N88S 1700 [ 100%] 0% | 0% | 0.2 | 100% 0% 17611 47/ T B8% | 12% 5 [ 100% 0% 4.7 7 09 9 9
Lopinavir (LPV/r) 9 55 L9OM 298| 1.0 | 91% [9.4%] 0% | 1.2 | 95% |4.7%] 0.3 18 | 83 3.0 3 93% 6.7 .2 | 99% [0.7% 9 o 4 8.1% Reference Laboratory for performance of all
L1241, M46IL, V82A 8 | 0.6 [100%] 0% | 0% | 4.1 | 50 13 4.9 | 50 13 .8 | 63% | 389 .7 | 50% | 50% .5 | 25% | 75% | 1.2 | 7' 0%
Saquinavir (SQV/r) 2.3 12 154V, V82A, L90M 63 B 439 5 54'1;0 3.2:/:: 4.0 | 48 % | 14% | 11.3 | 21 37" 18.0 | 24% | 63% | 13' .6 | 4.8% | 62% | 33% | 33.2 3 JUTIZY 10.1 ] 1.6% 50";0 phenotype and genotype assays.
Tipranavir (TPV/ 2.0 8.0 M461L, 154V, V82A, L9OM 90 | 2.8 | 38% | 52% | 10% | 10.7] 16 % | 47% | 27.4 | 14% | 26% [60%]| 34.4 | 6% | 74% |20%| 71.9 | 0% | 36% [ 64 7.0 SUTIN 4.0 2.2% | 21% | 77%
ipranavir ( " - - M46IL, 147V, 154V, 184V, LOOM | 14 | 11.4 | 0% | 29% [71%] 57.0| 0 % JEIR0Y 181.6] 0% |7.1% JCERPN 147.4] 0% | 29% [71%| 157.8] 0% | 0% JECIRAY 128.0 FLIA2Y 1000] 0% | 09
*estimated upper cutoff, pending further analysis *MFC: Median Fold Change in IC50 50-90%




