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Last Week
• Getting on the cloud
• Sequencing technology
• Raw sequencing reads
• Preprocessing reads
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Today
• Last Wednesday
• NGS Quiz in Discord groups
• Sequence alignment
• Presentations
• 16s rRNA Amplicon sequencing
• Metagenomics and microbial ecology

Please check webpage for times!
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Technological advances continues to advance
metagenomic possibilities
• New Technologies means new possibilities
• …also means new types of errors
• Illumina is the current workhorse

– Great for many applications
• Long read technology

– Adding information
– Resolves difficult regions during genome assembly
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Reminder: things can will go wrong
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Basecalling
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Fastqc reports
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● Report basic statistics on your data
● Identify issues with your data
● Use at each step of preprocessing to check progress
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Sequencing depth for shotgun metagenomics
● No reference database like 16s, therefore we cannot use rarefaction
● Nonpareil: How often do I find the same read in a dataset?
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QUIZ TIME!
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