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» Transcriptional analyses Levels of endogenous bioactive ABA in the flower buds of two sweet cherry cultivars <2 (piCYP707A1b CYP707A1b;(t) + ipCYWWM CYP707A4a;(t)
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Higher levels of ABA during endodormancy — Regina 3. Testing the model on a third cultivar
o The model accurately simulates variations in ABA levels

Garnet
o We simulated an ABA threshold for dormancy release

--------------- o The model accurately predicted a dormancy release date
for ‘Garnet’ between the dates for the early and late
cultivars

w
o

N
o

Decrease in ABA content before dormancy release

Experl mental deSIQ N Higher ABA levels in the cultivar with a late dormancy release date

—_
o

Predicted ABA levels

o S

prd

(@]

-

o O

(_:2 @)
3

Qo

==

o
&)

Aug Oct Dec Feb Apr
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However, although we could verify the model on dormancy release dates in one
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