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Figure S2. Nucleotide mismatches of the RT-LAMP primers against 463 ZIKV genome 

sequences. The top sequences are primer sequences. Total numbers of ZIKV genomes with 

100% sequence similarity to the primers are shown at 3’ end of the primers. Only the ZIKV 

genomes with nucleotide mismatches to the primer are listed. The dots indicate the same 

nucleotides as the top sequence. The boxes indicate the nucleotide positions which are critical 

for priming and amplification. 


