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BACKGROUND METHODS
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Fig. 1: Taxonomic classification of a simulated LCC dataset. A) Fig. 2: Taxonomic classification of a simulated HCC dataset. A)
RA and taxonomic classification of simulated LCC recovered Species-level detection of a sample of 20 random HCC components
from different replicates (A-J) with porefile, EMU and generated from human (n = 101 components) and environment (n =
wf-metagenomics (minimap2) workflows. B) Linear fit between 12) sources with porefile, EMU and wf-metagenomics (minimap2).
expected and observed relative abundances C) Precision and B) Linear fit between expected and observed RA. C) Mean RA
recall. D) Root-mean-square error (RMSE) of Species-level obtained with porefile, EMU and wf-metagenomics. Dotted lines

classification of the simulated LCC for each workflow. indicate the expected relative abundance for the human (~1%) and
. e
CONCLUSION environment dataset (~8%).
FUTURE WORK

Our results suggest that the porefile workflow with the _ _ _ _
polishing step module is suitable for the generation of The next step is the generation of taxonomic profiles from 165

taxonomic profiles of complex microbial communities at the RNA gene datasets using recent ONT sequencing chemistries to
species level compared to other available tools. Porefile, Validate results obtained with simulated data from both low and

EMU and wf-metagenomics detect all LCC components, high complexity microbial communities.
however EMU and porefile showed improved recovery of the
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