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Figure S2
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Supplement to Figure S2. (A) Two-dimensional scatter plots analyzing correlation of sample replicates. (B) Two-dimensional scatter plots of
unsynchronized vs G1-synchronized MOP/FLOP/HOP data. (C) Boxplots of ChIP signals at replication origins and CENs.



Figure S3. (A) Two-dimensional scatter plots analyzing correlation of replicates. (B) Plots of ChIP signal across chromosomes llI-L and IX with potential Fkh1
binding sites indicated as colored circles on one track and called peaks indicated on the lower track. (C) Heatmaps of averaged ChlIP signal at snoRNAs.
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Figure S4
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Supplement to Figure S4. Two-dimensional scatter plots analyzing correlation of replicates.



Figure S5
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Supplement to Figure S5. (A) Two-dimensional scatter plots analyzing correlation of replicates.
(B) Venn diagrams showing origin overlap of peaks called using RN and uncontrolled datasets
against confirmed and likely origins. (C) Two-dimensional scatter plots comparing Orc1 and Mcm4

ChlIP signals against origin efficiencies.



Figure S6
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Supplement to Figure S6. Two-dimensional scatter plots analyzing correlation of replicates.



Figure S7
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Supplement to Figure S7. (A) EMSA analysis of Fkh1-dbm versus Fkh1 binding to TEM1 DNA probe.
(B) Two-dimensional scatter plots analyzing correlation of sample replicates. (C) Plots of ChlIP signal
across chromosomes llI-L and IX with potential Fkh1 binding sites indicated as col-ored circles on one
track and called peaks indicated on the lower track.
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