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The Need Diagnostic Strategy 2. Probe Production
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The Macha Hospital in Zambia requires an
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Concept Overview: Interaction of Heparin and Probe = White Light Fluorescent Light

Conclusions

1) Viral Isolation: Five 500 microliter washes of PBS are required to remove
fluorescence from heparin beads.
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Please visit the “A Low-Cost Dynamic Light Scattering System for Detection
of Viral Aggregates” poster to learn more about the optics portion of this
project led by Lindsey Barner and Alex Roth
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