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Development and application of multiplex PCR method for detection of sweepoviruses and

Sweet potato chlootic stunt virus in sweet potato
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Fig. 1 Comparison between multiplex and conventional PCR
methods for detection of sweepoviruses and SPCSV
in sweep potato
1: #HLPCR §'4 SPCSV; 2: ##L PCRY 1 sweepoviruses;
3: ZEPCR; 4: PIEXTEE,  1: Detection of SPCSV by using
conventional PCR; 2: detection of sweepoviruses by using con-
ventional PCR; 3: multiplex PCR; 4: negative control.
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