
Súradnice vzorkov

Súradnice 1
Súradnice 2

Výpočetné nástroje:

Base Calling - gpu guppy,(doc guppy), bonito
Quality control - MinIONQC
**Assembly - Flye, MetaVelvet, Meta-IB-Da, Genovo
**Alignment -> DIAMOND, BLAST, Clustal
**Alignment for taxonomy -> bowtie2
Taxonomy - cuCLARK, Kraken2
**Genes annotation - MetaGeneMark, GlimmerMG, MetaGene, Orphelia, MetaGun
**Alpha diversity analysis - …
Visualisation - Python, R
**Polishing()

pipeline - SnakeMake
Výpočetné zdroje:

Lokalny stroj (GTX 1080ti)
Výpočtový server Adonis

Rozsirenie (3 clenna skupina):

Využitie GPU k akcelerácii výpočtov:
base calling: gpu guppy
taxonomy: cuCLARK

Metagenome-assembled genome:
assembler: Flye

Vedecká publikácia s podobným výzkumom :

Nanopore sequencing and its application to the study of microbial communities

(example) Long-read metagenomics retrieves complete single-contig bacterial genomes
from canine feces

https://goo.gl/maps/bnZWZgrjsYPxebPS7
https://goo.gl/maps/K7Jzov6pFL68vK8QA
https://hub.docker.com/r/nanozoo/guppy_gpu
https://timkahlke.github.io/LongRead_tutorials/BS_G.html
https://github.com/nanoporetech/bonito
https://github.com/roblanf/minion_qc
https://bmcbioinformatics.biomedcentral.com/articles/10.1186/s12859-016-1434-6
https://github.com/DerrickWood/kraken2
https://tomsasani.github.io/snakemake.html
https://www.fi.muni.cz/tech/unix/adonis.html.en
https://hub.docker.com/r/nanozoo/guppy_gpu
https://github.com/Funatiq/cuclark
https://github.com/fenderglass/Flye
https://www.sciencedirect.com/science/article/pii/S2001037021000714
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-021-07607-0
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-021-07607-0

