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Introduction Methods
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Brewers add hops that are dried and/or  Chloroplast and mitochondria sequences were removed SR | - - 5, I Ij |
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downstream investigations into the impacts o o 0 0.10203040506070809 1 (€8 nectar, petals, pollen, etc) and very few include next
microbes have on the final beer product. 3 2500 —ocu Relative Abundance generation DNA sequencing (Aleklett et al. 2014). So the data
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