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ibrary preparation
Supplementary figure L:

o Workflow diagram of library
preparation.
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Gel electrophoresis, PCR Clean-up

Sample normalization (Fluorometrically), pooling
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Gel electrophoresis, PCR Clean-up

Sample normalization (qPCR), pooling

Pooled 16S rRNA library

Check library (qPCR, Bioanalyzer)

Sequencing on MiSeq V3 chemistry, 2x300 bp



