
Supplementary data 

A CRISPR-Cas12a-based diagnostic method for Japanese en-
cephalitis virus genotypes I, III, and V 

Supplementary data 

 

Table S1. Primers for in vitro transcription 

 
Genotype Primer Sequence 

Genotype I 
T7-JEV-GI-F TAATACGACTCACTATAGGGAGAGACAGCAGCTACGTGTGCAAACAAGGCTTT 

T7-JEV-GI-R CCGAGGTGGTGGTTCCGTGCACGAATATGCCAACCT 

Genotype III 
T7-JEV-GIII-F TAATACGACTCACTATAGGGAGACTGACTGGATTGCCAAGCAT 

T7-JEV-GIII-R GAATTCCAAACGGCACTGGCTCCATTGTCCC 

Genotype V 
T7-JEV-GV-F TAATACGACTCACTATAGGGAGAATGACGTGGAGGCTTG 

T7-JEV-GV-R GCAAAGAGAATGCTCTTCCCCCATGC 



 
Figure S1. Alignment of RT-RPA primers with target sequences of JEV genotypes. The nucleic acid sequences of primer 
sets for one genotype are aligned with those of other genotypes analyzed in this study. All reverse primers are in the 
reverse-complement orientation. 



 
Figure S2. Alignment of gRNAs with target sequences of JEV genotypes. Nucleic acid sequence of gRNA for one 
genotype is aligned with those of other genotypes analyzed in this study. All gRNAs are in the reverse-complement 
orientation. 

 


