Supplementary Tables:
Supplemental table 1: Quantification of histone H4, H2A, H2B and H1 with imaging on

fixed samples.
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Table 2: Averages and 95% confidence intervals for all datasets

H4 data summary:

Data set (figure): Average 95% Confidence
interval
H4-GFP GSC/GB ratio (Figure 1) 2.73 2.24<x<3.23




H4-mKO GB/GSC ratio (Figure 1) 1.13 1.03<x<1.22
H4-GFP SG1/SG2 ratio (Figure 1) 0.99 0.94<x < 1.03
H4-mKO SG2/SG1 (Figure 1) 0.98 0.92<x < 1.05
H2A-GFP GSC/GB ratio (Figure 2) 1.00 0.94<x<1.08
H2A-mKO GB/GSC ratio (Figure 2) 1.10 1.02<x<1.19
H2A-GFP SG1/SG2 ratio (Figure 2) 1.01 0.98<x<1.04
H2A-mKO SG2/SG1 ratio (Figure 2) 1.01 0.98<x<1.05
H2B-GFP GSC/GB ratio (Figure 2) 0.99 0.95<x<1.03
H2B-mKO GB/GSC ratio (Figure 2) 1.21 1.11<x<1.31
H2B-GFP SG1/SG2 ratio (Figure 2) 1.01 0.98<x<1.05
H2B-mKO SG2/SG1 (Figure 2) 1.05 0.96<x<1.14
H1-GFP GSC/GB ratio (Supplementary figure 1) 1.26 0.93<x<1.59
H1-mKO GB/GSC ratio (Supplementary figure 1) 1.18 0.92sx<1.44
30-minute pulse of EAU incorporation length (Sup. fig. 2) 1.96pym 1.63<x<2.30
Quantification of old H2A on sister chromatids (Figure 4) 1.36 1.29<x<1.44
Quantification of old H3 on sister chromatids (Figure 4) 2.41 2.03<x<2.79
Quantification of new H2A on sister chromatids (Figure 4) 1.24 1.13x<1.36
Quantification of new H3 on sister chromatids (Figure 4) 1.94 1.62<x<2.27
H3K27me3 fold-enrichment on RPA70-enriched sister (Figure 5) 3.20 2.30<x<4.52
H3K27me3 fold-enrichment on PCNA-enriched sister (Figure 5) 2.04 1.60 <x<2.50




H3K4me3 fold enrichment on RPA70 enriched sister 1.77 1.41<x<221
PLA puncta between ligase and new H3-mKO in GSCs (Figure 6) | 26.5 23.0<x<30.0
PLA puncta between ligase and old H3-GFP in GSCs (Figure 6) 18.5 16.0<x<21.5
PLA puncta between ligase and new H3-mKO in SGs (Figure 6) 16.7 13.0<x<20.3
PLA puncta between ligase and old H3-GFP in SGs (Figure 6) 21.9 18.7<x<25.1
PLA puncta between PCNA and new H3-mKO in GSCs (Figure 6) | 12.3 10.2<x<144
PLA puncta between PCNA and old H3-GFP in GSCs (Figure 6) 7.2 5.8<x<8.6
PLA puncta between PCNA and new H3-mKO in SGs (Figure 6) 8.3 7.0x<9.7
PLA puncta between PCNA and old H3-GFP in SGs (Figure 6) 7.6 6.3<x<8.9
PLA puncta between ligase and old H3-mKO in GSCs (sup. fig. 4) | 8.5 6.1<x<10.9
PLA puncta between ligase and new H3-GFP in GSCs (sup. fig. 4) | 11.4 8.9<x<14.0
PLA puncta between old or new histones and Vasa (sup. fig. 4) 1.3 1.0<x<17
PLA puncta in hub cells in all experiments (sup. fig. 4) 0.2 0.1sx<0.3




