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Supplementary file 1: Sketch of the kayak corer used for sampling (to the left) and tube with the 

selected sediment layers in cm (to the right). 
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Supplementary file 2: Schematic of sampling and laboratory protocols. Amplification targeted the 

V4-V5 gene region of the taxonomic group of the 16S rRNA of microorganisms.  

 

 

 

Supplementary file 3: Rarefaction curve of both sampling sets. ‘Before stocking’ sampling to the left 

and ‘peak biomass’ sampling at the right. A 10x difference in scale is between the two sampling sets. 
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Supplementary file 4: Bar plot depicting sequence abundance in all negative controls (no template 

controls and DNA extraction negatives).  
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Sample 2 
0.12547 - - - - - - - - - - - - 

BS 

Sample 3 
0.01387 0.67107 - - - - - - - - - - - 

BS 

Sample 4 
0.00337 0.56667 0.95236 - - - - - - - - - - 

BS 

Sample 5 
0.00066 0.22553 0.56717 0.61858 - - - - - - - - - 

BS 

Sample 6 
0.03283 0.51854 1.0000 0.95236 0.68064 - - - - - - - - 

PB 
Sample 1 

0.00234 0.00114 0.00013 0.00013 0.00013 0.00066 - - - - - - - 

PB 

Sample 1+ 
0.00337 0.00114 0.00013 0.00013 0.00013 0.00066 0.42947 - - - - - - 

PB 
Sample 2 

0.00013 0.00071 0.00013 0.00013 0.00013 0.00021 0.61858 0.42947 - - - - - 

PB 

Sample 2+ 
0.00021 0.00114 0.00013 0.00013 0.00013 0.00066 0.52496 0.67746 0.79131 - - - - 

PB 
Sample 3 

0.00013 0.00071 0.00013 0.00013 0.00013 0.00013 0.48359 0.91350 0.68064 0.68064 - - - 

PB 

Sample 4 
0.00021 0.00120 0.00021 0.00021 0.00021 0.00021 0.15341 0.92920 0.26689 0.41950 0.68064 - - 

PB 
Sample 5 

0.00013 0.00042 0.00013 0.00013 0.00013 0.00013 0.68064 0.56717 0.73071 0.91350 0.73071 0.41950 - 

PB 

Sample 6 
0.00013 0.00114 0.00013 0.00013 0.00013 0.00013 1.0000 0.42947 0.52496 0.67107 0.40492 0.12547 0.67746 

Supplementary file 5: Results of the Wilcoxon rank sum test for the post-hoc analysis. Samples who 

were significantly different from one another (p < 0.001, 0.01 and 0.05) are highlighted in yellow. BS 

= before stocking. PB = peak biomass. 
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Supplementary file 6: Relative abundance barplot (>19,000 reads/sample) of the phylum 

Epsilonbacteraeota. Before stocking (left) and peak biomass (right). X-axis show the distance from the 

cages and the y-axis show a quantitative display of the relative abundances. 
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Supplementary file 7: Relative abundance barplot (>19,000 reads/sample) of the phylum of 

Proteobacteria showing the classes Deltaproteobacteria (blue) and Gammaproteobacteria (red). Before 

stocking (left) and peak biomass (right). X-axis show the distance from the cages and the y-axis show 

a quantitative display of the relative abundances. 
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Supplementary file 8: Top 45 family ranked heatmap (and showing their classes). Separated by 

samplings events (before stocking and peak biomass). Values and color represent the % read 

abundance, where red = high abundance and white = low abundance. 

 

 

 



   

 

 

Supplementary file 9: Top 50 family ranked heatmap (and showing their classes) in a combined plot (surface layer = left, 3 cm depth layer 

= middle, 10 cm depth layer = right). Separated by samplings events (before stocking and peak biomass). Values and color represent the % 

read abundance, where red = high abundance and white = low abundance.



   

 

 

 

 

Supplementary file 10: Top 5 genus ranked heatmap of the family Flavobacteriaceae. Separated by 

samplings events (before stocking and peak biomass). Values and color represent the % read 

abundance, where red = high abundance and white = low abundance. 


