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gene region amplified by the YH31 PCR primers and (b) 95 nt region 
internal to the 671 nt region bounded by the YHc RT-nested PCR primers.

YHc qRT-PCR amplification of RNA isolated from representative isolates 
of genotypes 1 to 6.

(a) YHc qRT-PCR amplification plots generated using a 10 pmols/pl primer 
concentration for RNA of a genotype 1 field isolate and an uninfected P. 
semisulcatus and (b) the corresponding DNA dissociation curves showing 
Tm = 77.5°C and Tm=73.5 °C obtained with the genotype 1 RNA and with 
RNA from uninfected shrimp.

(a) YHc qRT-PCR amplification plots generated using different primer 
concentrations (10, 5, 2.5 and 1.0 pmoles/pl) and RNA of a genotype 1 field 
isolate and an uninfected P. semisulcatus and (b) the corresponding DNA 
dissociation curves showing a Tm = 77.5°C obtained with the genotype 1 
RNA at primer concentrations 5, 2.5 and 1.0 pmoles/pl but not at 10 
pmoles/pl, as shown in Fig. 6.14.

DNA dissociation curve of a product with at Tm = 77.5°C amplified from a 
genotype 1 field isolate using the YHc qRT-PCR and a 5 pmoles/pl primer 
concentration.

DNA dissociation curves of products with at Tm = 77.5°C amplified from a 
representative genotype 1, 2, 3, 4, 5 and 6 isolates using the YHc qRT-PCR 
and a 5 pmoles/pl primer concentration.

YHc qRT-PCR amplification plots obtained using 10-fold dilutions (1.25 x 
109 to 0.5 cDNA/RNA equivalents per 5 pi reaction) of GAV synthetic 
RNA.

The standard curve for YH-complex genotypes obtained using the YHc 
qRT-PCR and cDNA prepared to a 10-fold dilution series of GAV synthetic 
RNA (1.25 xlO9 x 125 RNA copies).
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