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Supplemental Figure 2.

Electron microscopy. P: plastid, M: mitochondrion, Px: peroxisome.

T0: 0% chlorophyll degraded (magnification x30 000)




TO: 0% chlorophyll degraded (magnification x50 000)




T2: 40-60% chlorophyll degraded (magnification x30 000)




T2: 40-60% chlorophyll degraded (magnification x50 000)




T4: >80% chlorophyll degraded (magnification x30 000)




T4: >80% chlorophyll degraded (magnification x50 000)
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Supplemental Figure 4.
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Supplemental Figure 6.
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