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Source: Yang, Aimin & Zhang, Wei & Wang, Jiahao & Yang, Ke & Han, Yang & Zhang, Limin. (2020). Review on the Application of
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Gapilary electrophoresis
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Source: Drdolova, Zuzana & Golian, Jozef & Curlej, Jozef & Marsalkova, Lenka. (2017).
Verification of animal species in ham and salami by DNA microarray and Real time PCR @. .

methods. Potravinarstvo. 11. 10.5219/831. Z1SAGRI
[
[ ]

EEDy
.___'_'_'_'_'_-,_/o: Co-funded by

e ® e 0 the European Union



AGREED

GENOMICS

Genomics is the study of whole '65
genomes of organisms, and
incorporates elements from " 5
genetics. Genomics uses a combination B
of recombinant DNA, DNA sequencing %
methods, and bioinformatics to
sequence, assemble, and analyse the
structure and function of genomes.

Source: https://www.hku.hk/press/news_detail 13152.html
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Source: https://upselling.biz.id/oxford-nanopore-technologies-
cost/
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METABARCODING
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This presentation has been supported by the Erasmus+ KA2 Cooperation Partnerships grant no. 2021-1-SK01-KA220-HED-000032068 “Innovation of the structure and content of study programs in the field of
animal genetic and food resources management with the use of digitalisation - Inovdcia obsahu a Struktury Studijnych programov v oblasti manaZmentu Zivolisnych genetickych a potravinovych zdrojov s vyuZitim
digitalizacie”. The European Commission support for the production of this presentation does not constitute an endorsement of the contents which reflects the views only of the authors, and the Commission
cannot be held responsible for any use which may be made of the information contained therein.
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