TSP oo

Universidade de Sao Paulo
C AP ES

| ong-read, whole genome sequencing and
metagenomics of Atlantic Rainforest bodies of water

Samir VF Atum'?, Douglas MM Soares!, Jodo C Setubal?, Renato S Freire! and Cassius V Stevani

1. Departamento de Quimica Fundamental, Instifuto de Quimica, Universidade de S&o Paulo, Sdo Paulo, Brazil
2. Departamento de Bioguimica, Instifuto de Quimica, Universidade de S&o Paulo, SGo Paulo, Brazil

Background.
e The Atlantic Forest is an important Brazilian biome, where most of the population, industrial centers, and agricultural
productionislocated. Assuch, it's also Brazil's most degraded biome.

e Despite its importance, there haven't been many metagenomic studies conducted in the biome, and none inits waters.
* Whole Genome Sequencing (WGS) metagenomics provide not just the tfaxonomic distribution of a microbiome, but
also physiological information, metabolic functions, and enables the elucidation of whole genomes (binning).

e Two natural and two artificial bodies of water were analysed.

Guarapiranga Reservoir

Red Pond

MeThOdOk)gy e Water was sampled from the surface.

 Vacuum filtration of pooled water samples
(T L) using 0.22 um filters.

* gDNA extraction using Dneasy PowerWater wh
kit (QIAGEN). Se
* DNA concentration and purity evaluation
by both spectrophotometer and
fluorometer.

e Sequencing library preparation from 3 g of
gDNA.
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MAGs obtained from each pond

The only Metagenome-Assembled
Genome (MAG) classified as o
—> described species was
a Microcystis novacekii genome,
from Red Pond

binning
~(MmetaWRAP pipeline —
modified for long reads)
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