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IS T SR REAR R S B TR WE . $UE . TN DAL B, DUURE
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HIVi#Z5#k HIV drug resistant strains
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HIV RNARJ#5 U1%L Ccopies, CPs) B Friifi (1Us) k&R (CPsimLEGIUS/mML)

3.7
p24#n[& p24 antigen
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