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Approach:
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Challenges:
Amplicon Sequencing

Almost ~tractable on desktop/laptop
Working interactively vs. with scripts
Rapidly evolving tools / best practices

Bringing analysis into the classroom
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Results:
Amplicon Sequencing
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Log2-fold change with fire (controlling for pH, vegetation, and %C in soil) using metagenomeSeq (Paulson et al. 2016)
Each point represents one OTU, sized by mean relative abundance. Faint OTUs were not significant (pagj<0.05)



Results:
Amplicon Sequencing
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Approach: Environmental
Shotgun Metagenomics
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Approach: Environmental
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Approach: Environmental
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Approach: Environmental
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Challenges: Environmental
Shotgun Metagenomics

Copying files (sometimes not zipping is faster)
Soil microbial communities are particularly diverse
e Comparatively large files

* Jools may not be optimized for soil samples

* Weeks-long running times

User, not developer



Log,—Fold Change vs. Control
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Results: Environmental
Shotgun Metagenomics
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Future Results: Environmental

Shotgun Metagenomics
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