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Metagenomicka analyza pody

Adam Michalik a Filip Jozefov



Odber Vzorku

e Brno, Komin

e 49°14'43.344"N

e 16°32'28.177"E

e Nezorané pole

e Priletisku Medlanky
e Pestovana plodina: Sinec€nica rocna
e Dve vzorky v blizkosti 20 metrov
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Vypocetné nastroje a zdroje

e /Zdroje: Metacentrum

e Pipeline: SnakeMake

e \Workflow:
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Clanky

e Nanopore DNA Sequencing for Metagenomic Soil Analysis

https://www.jove.com/t/55979/nanopore-dna-sequencing-for-metagenomic-soil-analysis
Identifikacia druhov v pdde z nanopore dat (¢lanok navyse popisuje aj biochemicku pripravu)
FastQ data sekvenci vybrali priamo z Fast5 suborov pomocou HDF viewer

Klasifikacia skrz BLASTN vyhladavanie podobnosti vo¢i NCBI non-redundantnej databaze
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e Metagenomic tools in microbial ecology research

o https://www.sciencedirect.com/science/article/pii/S0958166921000240
o  Dobry prehlfadovy ¢lanok
o  Prehladny zoznam pouzitelnych nastrojov

e Signal based processing of metagenomic data from nanopore sequencing

o  https://dspace.vutbr.cz/bitstream/handle/11012/187119/324 _eeict2017.pdf
o  obsahuje jednoduchy simulovany metagenom vhodny na vytvaranie pipeline
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Dakujeme za pozornost
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