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Fig. S1: Barplot of top bacterial families and genera identified in samples collected using the 

microfluidic zig-zag channel.
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Table S1: Differential abundance of bacteria species in the samples collected using microfluidic zig-zag channels.
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Table S2: Relative abundance of bacterial species in the samples collected using microfluidic zig-zag channels.
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Supplementary Video 1: Distribution of epithelial cells and cellular debris present in the 

human nasopharyngeal swab samples at 150 µl/min flow rate in the zig-zag channel.


