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McMaster, Benjamin, et al. "Can AlphaFold’s breakthrough in protein structure help decode
the fundamental principles of adaptive cellular immunity?." Nature Methods (2024): 1-11.
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Fig. 1. Common workflows in genomics

Subramaniyan, Arun, et al. "Genomicsbench: A benchmark suite for genomics." 2021 IEEE International
Symposium on Performance Analysis of Systems and Software (ISPASS). IEEE, 2021.
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Kang DD, Froula J, Egan R, Wang Z. 2015. MetaBAT, an efficient tool for accurately reconstructing single genomes
from complex microbial communities. Peerd 3:€ 1165 https.//doi.org/10.7717/peer]. 1165



https://doi.org/10.7717/peerj.1165

Roy, Somak, et al. "Next-
generation sequencing
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medicine 140.9 (2016): 958-
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Attéls: https://resources.nvidia.com/en-us-hc-biopharma/hc-solution-overview-5
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3 samples & 269 taxa (ARG). PCOA tax_transform=cir dist=euciidean

Att.: Rezistences génu beta diversitates grafiks pa pilsétam



Metagenoma sekvencésana atklaj antibiotiku rezistento génu (ARG) un baktériju
sastavu slimnicas videé.
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- No 66 géniem pacientu izolatos 24 tika
atrasti visos paraugos, 32 vismaz tris
paraugos.

1) Noteiktie ARG parada visu baktériju aizsardzibas mehanismu kopumu

2) Pacientos atrastajas baktériju pilno genomu sekvences tika atrasti tie pasi génu veidi, kas
izlietnés un notektdenos.

iz G-Bl

- 15 karbapenemazes rezistenci géni no
kuriem 6 géni tika atrasti visos izolétajos 3) Pacientos atrastajas baktérijas novérojama lidzigu rezistences mehanismu uzkrasanas.
paraugos. o _

4) Al riku pielietoSana uzrada salidzinamus rezultatus,
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