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Figure legends
Figure S1. Location and sequence of oprL gene used to design the primers
The nucleotide sequences of the sense strands of oprL are listed. The sites of primer sequences were underlined. Left arrows and right arrows showed complementary and sense sequences that are used.
            
Figure S2. Performance of the standard MCDA using different genomic templates and double distilled water (DW)
Signal 1, positive control (P. aeruginosa, ZG-CDC-1417); Signals 2-32, Staphylococcus aureus, Staphylococcus epidemidis, Plesiomonas shigelloides, Enterohemorrhagic E. coli, Enteropathogenic E. coli, Enterotoxigenic E. coli, Enteroaggregative E. coli, Enteroinvasive E. coli, Aeromonas hydrophila, Listeria monocytogenes, Listeria ivanovii, Listeria grayi, Listeria innocua, Listeria welshimeri, Listeria seeligeri, Vibrio cholera, Vibrio alginolyticus, Vibrio parahaemolyticus, Shigella dysenteriae, Shigella boydii, Shigella flexneria, Shigella sonneri, Salmonella, Enterococcus faecalis, Enterococcus faecium, Yersinia enterocolitica, Enterobacter cloacae, Bntorobater sakazakii, Bacillus cereus, Campylobacter jejuni, Klebsiella pneumonia; Signals 33-64, DW.

Figure S3. Analytical sensitivity of standard MCDA assay using serially diluted genomic DNA with P. aeruginosa (ZG-CDC-1417)
A total of three monitoring techniques, including lateral flow biosensor (A), real time turbidity (B), colorimetric indicator (HNB, C), were applied for analyzing the amplification products. The genomic DNA levels of 100 ng, 100 pg, 100 fg and 10 fg per reaction produced the positive reactions.
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