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Figure S1. Exemplary computation of track fragmentation error (TFE), track merging error (TME) and
corrected track merging error (TME,,,..) for two arbitrary algorithms, where the second algorithm generates an
additional track connection (arrow) that is either correct or wrong.
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Figure S2. The track fragmentation error (TFE) (a) and the track merging error (TME) (b) of AMIT-v1 increase
with the average number of single cells in the field of view. The parameters r and p denote the Pearson
correlation coefficient and the p-value for the Pearson correlation coefficient, respectively.
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Figure S3. Final tracks generated by AMIT-v1 and AMIT-v2. The size of the field of view is 425x 425 pm.
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Figure S4. Tracking errors of AMIT-v1 for different values of the gap size parameter. (a) Track fragmentation
errors (TFE); (b) track merging errors (TME). Stars indicate significant difference with respect to gap size 3: *
p <0.05, ** p < 0.01 (Wilcoxon signed-rank test, n=9, two-tailed).
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Figure S5. Optimal gap size computed according to equation (4) for videos 1-9.
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Figure S6. Distribution of tracks with different (a) track lengths and (b) track durations in a full-length video of

three hours for AMIT-v1 and AMIT-v2 with gap sizes three and five time frames, stars indicate significant

difference with respect to AMIT-v1 with gap size 3: ** p < 0.01, *** p < 10™ (Kolmogorov-Smirnov test, two-

tailed).
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Figure S7. Tracks of polymorphonuclear neutrophils (PMN) confronted with Candida glabrata generated by
AMIT-v1 (top) and AMIT-v2 (bottom) arranged by their starting time point in the video; touching events are
highlighted in green, phagocytosis events are indicated by stars. Frame rate is six frames per minute.



