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1- SE: a key technology in maritime pine breeding 2- SE in model genotype (PN519) for reverse genetics:

towards multivarietal forestry (MVF, eavs, sec kimaszewska et 2007) effective transfer to Sustainpine partners
| | .

Published protocols P5, P7, P8 ( reviewed in Klimaszewska et al. 2007)
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Published protocols P5, P7, P8 ( reviewed in Trontin et al. 2007) + common protocol P7/P8
Roberts etal. 1998 & % @hristensen & Quail (1996)
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4- TR with selected overexpression (OE) & ihnpRNA "- X i
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9- Ongoing transgenesis in the frame of Sustainpine
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6- Transgenic plants already available for reverse
genetics studies
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7- Concluding remarks

Ongoing method transfer for maritime pine SE and trans genesis
Improvement of the transformation toolbox during Susta inpine
One of the greatest efforts for gene functional analys is in conifers
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