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A BLeaf Al:            r = 0.046, P < 0.01**
Mortality rate:  r = 0.043, P < 0.01**

Growth rate:    r = 0.051, P < 0.01**
Leaf Al:            r = 0.046, P < 0.01**
Leaf C:            r = 0.043, P < 0.01**
Leaf Ca:          r = 0.088, P < 0.01**
Mortality rate:  r = 0.058, P < 0.01**


