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METHODS

« Extraction blanks were generated from 4 brands of DNA extraction reagents:
Micronbrane (M), and other brands Q, Rand Z.
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Fig5. Comparison between SICP done at
two locations (this lab and manufacturer’s lab).
Contaminants peculiar to this study site are marked with yellow

Fig 2. Comparison between brands M (MEKO01), Q, R and Z using (a) heatmap and (b) PCA.
Input were either MBG or SICP.
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