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Figure 3. OPLS analysis (Y= 1, 2, 3 and 4)
Observations (N) = 383, Variables (K) = 2561, A= 1+21, R2X = 0.72, R2Y= 0.97,
Q2(cum)= 0.79
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Polyphenolics driving segregation (see Fig. 4)

Figure 6.

Gallocatechin-Delphinidin (DP)-3
Gallocatechin-cyanidin (CD)-3-glu
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Figure 5. OPLS analysis (Y= 1, 2 and 3)
Observations (N) = 383, Variables (K) = 2561, A= 1+20, R2X = 0.701, R2Y= 0.98,
Q2(cum)= 0.88
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