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—— a. First Generation Sequencing
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16S Gene PCR Amplification O O GCTATC
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Full-lenght 165 V1-V9 regions (~ 1600 bp) 16S Clones Overexpression Sanger Sequencing
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[ A \ — - —
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i . r '.}( 300 bp) Illumina MiSeq sequencing
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c. Third Generation Sequencing

Random Genomes
16S Gene PCR Amplification
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T
Full-lenght 16S V1-V9 regions (~ 1600 bp) Quick library preparation MinlON sequencing

Comput Struct Biotechnol J. 2020;18:296-305
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lllustration of conserved and variable regions of the 16S rRNA gene
Journal of Animal Science, 2022, 100, 1-18
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The ISME Journal (2016) 10, 2020-2032
© 2016 International Society for Microbial Ecology Al rights reserved 1751-7362/16
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High-resolution phylogenetic microbial community

profiling
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Taxonomic level

% FL sequences
classified
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Phylum
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Family
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Species

94.6
92.9
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74.5

82.9 EKYHFERERE
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71.5
62.2
49.4

Abbreviation: FL, full length.
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% of sequences classifiable at the genus level % of sequences classifiable at the species level
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