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65 Drought differentially affects expression of a PRâ€•10 protein, in needles of maritime pine (Pinus pinaster) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 342 Td (Ait.) seedlings. Journal of Experimental Botany, 2001, 52, 1143-1144.4.8 59
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