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Taxonomy Annotation

The bar charts show the distribution of the species taxonomy rank. Taxonomy distribution is computed using a raj

accurate and sensitive microbial community
classification program called centrifuge (Kim. et al). Reads are screened against the index for Bacteria, Aarchaea, Viruses and Human genomes, using default
parameters. The graph displays the top 10 species ranked by the number of reads.
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Sample ID: 51981e243615270017bbees1
contains atotal of 37. From those, 6 reads
contain at least one ARG. The size of the sample
in base pairs corresponds to 3,285,803 bp
(useful for sample normalization).

This section contains analysis of the sample
including read length distribution of the reads
that contain at least one ARG and any other
functional genes including: MGES, MRG.
Additionaly, taxonomy annotation s provided
for each one of the reads in the sample.

Read length

‘This graph shows the distribution of the read length that contains at least one ARG. The length is
represented in kilo basepairs. Each position represents the number of sequences withing a length
1000kbp range. The data used in this graph corresponds to the reads that contain at least one ARG.
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Antibiotic resistance hits distribution

(97 Hits)

ARGs are computed using our deep learning-based approach to predict antibiotic resistance genes in metagenomes (deepARG) (Arango-Argoty et., al. Because of
the high error rate of nanopore reads, the deepARG-LS v1.0 was run with permisive parameter cutoffs ( —iden 25 —cov 40 —evalue 1e-5 —prob 0.5 ) to guarantee
the correctness of the classifications.

stance Genes (ARGS) Antibiotic Categories

This plot shows the ARGs that were discovered in the sample and the This plot shows the distribution of antibiotic categories in terms of the
number of reads for each ARG. Click more to see the full distribution.
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Metal Resistance Genes

There are a total of 81 Metal Resistance Genes identified in the BC15

Distribution of Metal Resistance Genes
(MRGs)

sample.

others.
Metal Resistane Genes (MRG) were downloaded from the BacMet v1.0 c;pp!,

I

I
database ( Pal. et, al) and screened agains the nanopore reads using zinc
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Distribution of Mobile Genetic Elements
(MGEs)

Discovered genes were classfied as mobile-derived genetic elements
(MGESs) based on alignment parameters ( —evalue 1e-5 —id 25
—coverage 40).

To build the mobile-derived genetic elements (MGES) database,
sequences on NCBI where its metadata from protein sequences match to
‘one or more of the following keywords: transposase, transposon,
conjugative, integrase, integron, recombinase, conjugal, mobilization,
recombination, plasmid as described by Forsberg et., al. Protein
sequences that matched those keywords were retrieved from the
National Center for Biotechnology Information NCBI. Then, sequences
with an identity greater than 90% were clustered and the centroid
sequence was substracted using CD-HIT. Nanopore reads are then
screened against this customized set of MGES using diamond with
parameters ().

Mobile-derived Genetic Elements

Inthe sample BC15were identified 65 genes derived of mobile genetic
elements
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Genes mapped to nanopore reads

This table contains a sample of the ARGs mapped to the nanopore reads. Particularly, for those reads that contain ARGs, the MGESs, MRGs, Taxonomy and other

functional genes are reported. This table is useful to find co-occurrence patterns.

Click here to download full table in JSON format. and visit the following link to process this JSON file to obtain the full table: how to obtain the full table?
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ARGs, MGEs, MRGs patterns

This section shows a linear representation of the nanopore reads with the detected ARGs and neighboring genes. It can help to identify common ARG patterns
(the visualization contains only reads with antibiotic resistance genes). UniRef90 was used to screen the nanopore to a broad set of functional genes using
diamond with parameters --evalue le-5 --id 25 --coverage 40 .Byusingthis set of functional genes, it is possible to identify the components of each

nanopore read.
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