AMPLICON-BASED SEQUENCING

Collect Sample(s) Containing Microbial Communities

v

Isolate DNA
(Quality Control)
Amplify gene region of interest &29 High-throughput sequencing
J S
Library construction . .
‘L Y g Bioinformatics
: : g
High-throughput sequencing =z Preprocessing quality control
Bioinformatics § Filtering of host sequences (if applicable)
Preprocessing quality control o Marker Gene Analysis & Binning
=
OTU selection from database t‘; Assembly
Alignment & Clustering S Genome/Contig Profile
w
= Gene Prediction & Functional Annotation

v Taxonomic Classification
Community & Phylogenetic Analysis

Within and Across Sample Similarities —
Alpha and Beta Diversity

Visualization -
bar/area graphs, PCoA, NMDS, network analysis

OFigure 9.2 Benbow et al. 2017. In: Hauer and Lamberti (eds.) Methods in Stream Ecology. Elsevier.



