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Across the world, natural systems have been degraded to an unprecedented
extent, resulting in severe biodiversity loss at the microbial and macro level
(Ceballos et al., 2017) Despite their importance for ecosystem functioning, the
study of microbial diversity has obtained less attention than other taxonomic
groups such as the vertebrates. Especially the microbial diversity of air
remains poorly understood in comparison to more frequently studied aquatic
and terrestrial microbiomes. P
Here, we conducted a pilot study to assess the change of microbial diversity — * @i
along gradients of anthropization by using nanopore metagenomics. We

sampled three replicates of air, soil, and water at Castellbisball, an industrial
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area at the intersection of natural and urban environments in Spain. We /‘ \
processed these samples in a standardized manner using spin column DNA ,f : "
extraction and nanopore shotgun sequencing (RBK114-24) to subsequently = :;f
perform High-Accuracy (HAC) basecalling and nanopore metagenomic studies. ST £,
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We performed taxonomic classification of the nanopore reads to the microbial genus level using
Centrifuge-based What’s In My Pot (WIMP) (Kim et al., 2016). We filtered reads for length (>50 bases) and
the bacterial genera for minimum relative abundance (>1%), and then plotted the 20 genera with the
highest relative abundance across all samples. We assessed the microbial composition of each sample
using the relative abundance of read counts (left) and base counts (right). This pilot study shows that we
can robustly assess environment-specific microbial composition, even in inherently difficult-to-analyze
air samples.
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