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Fig. S4: Scoring of the results of the method by Wood et al.
8
. Green dots: acceptable segmentation, red: bad

segmentation, pink: missed cell, cyan: spurious cell.
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Fig. S5: Scoring of the results of the method by Wood et al.
8
. Green dots: acceptable segmentation, red: bad

segmentation, pink: missed cell, cyan: spurious cell.
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Fig. S6: Scoring of the results of the method by Wood et al.
8
. Green dots: acceptable segmentation, red: bad

segmentation, pink: missed cell, cyan: spurious cell.
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bud detected bud detectedbud not detected
t=0 t=1

Fig. S7: Examples of tiny buds in data set 9 from ref.
15

, some only a few pixels in size, that were detected by
the YeaZ CNN (left and right) except for four such tiny buds (middle example). The missed bud (middle) was,
however, detected at the next time point in the timelapse series (right) when it was slightly bigger.
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