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|. BACKGROUND

RNA material present in domestic wastewater can be

4. RESULTS

Reference Set: Connecticut, One lineage per sample.

5. ANALYSIS
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*Combined Lineage experiment — with US reference set
with all lineages in the same sample.

results.

* Pipeline is not strong at making predictions for
more than 2 lineages combined together,
especially for Alpha and Delta.

Figure 2: High(left) and Low(right) Granularity Results for Delta variant.
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Figure 3: Granularity results for Delta variant(US), Combined Lineage Experiment.
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