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Whole blood (EDTA) from 58 HIV-1+ patients were extracted with the Promega RSC % PMNs 1. Multiple methods to quantify the cells present worked
Blood kit and then analyzed for HIV-1 DNA and total cells with a PCR assay supplied by 2 / eauallv well
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3. Because of method bias, it would be best to stick with a
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single method to estimated cell quantity for serial studies.



