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Extended Data Fig. 2k
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Extended Data Fig. 6f

p-KNL1 KNL1 Vinculin

Extended Data Fig. 6g

P-KNL1 KNL1 Vinculin

p-KNL1 KNL1 Vinculin




Extended Data Fig. 6l
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Extended Data Fig. 8g
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Extended Data Fig. 8i
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Extended Data Fig. 9d
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Extended Data Fig. 9e
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Extended Data Fig. 9f
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Extended Data Fig. 9g
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Extended Data Fig. 9i
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Extended Data Fig. 9j
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Extended Data Fig. 10b
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Extended Data Fig. 10f
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Supplementary Figure 2
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Supplementary Figure 3

Gating stategy for Figure 1g, 2h, 3m, Extended Data Fig. 2g, 4l, 5I, 8d, 8f (Cleaved PARP FACS Analysis)
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Gating stategy for Figure 1i, Extended Data Fig. 2e, 2h, 2m, 4k, 6k (Propidium lodide FACS Analysis)
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Gating stategy for Extended Data Fig. 4i, 5m (phospho-Histone H3 FACS Analysis)
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Gating stategy for Figure 4a, 41, Extended Data fig. 7b (EdU and FxCycle/DAPI FACS Analysis)
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Gating stategy for Extended Data Fig. 2i (EdU and FxCycle FACS Analysis)
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Gating stategy for Extended Data Fig. 2j ( Cleaved PARP and FxCycle FACS Analysis)
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