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Introduction. Wastewater monitoring

Issues:

● Difficulties identifying lineages at low prevalence

● Rare lineages observed were not seen in clinical 
samples

● Differences in sequencing protocols lead to 
different detection results
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Images: Karthikeyan, Smruthi & Levy, Joshua & Hoff. et al. Wastewater sequencing uncovers early, cryptic SARS-CoV-2 variant transmission. (2021). https://doi.org/10.1101/2021.12.21.21268143. 

Successes:

● Identifying trends in disease spread

● Early variant detection
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Proposed plan
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Tools to benchmark:
CliqueSNV
PredictHaplo
aBayesQR

Future
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Setup environments for tools

Generate sequencing reads (SimSeq, Python)

Align reads (bwa tool)

Run tools, saving outputs (Bash)

Align predicted variants with reference (ClustalW)

Pipeline
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Challenges

● Poorly supported tools

● Remote 
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Results
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Results

Getting scores
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Future work

● Use multiple-sequence 
alignment to improve 
scores

● Benchmark other tools

● Pipeline tool reproducible 
and expandable
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Thank you!
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