Supplementary File 2: ChIP-seq datasets utilized in this study.

	Sample
	Time
	Antibody
	Type
	GEO accession numbers
	References

	Wild type
	3 hr in meiosis
	Anti-Red1
	ChIP-seq
	GSE69232, GSE115092
	1,2

	Wild type
	3 hr in meiosis
	Anti-Hop1
	ChIP-seq
	GSE105111
	3

	Rec8::3HA
	3 hr in meiosis
	Anti-HA
	ChIP-seq
	GSE69232
	1

	SK1 WT / S288c
	3 hr in meiosis
	Anti-Red1
	ChIP-seq
	GSE114731
	4

	S288c chrIV-chrI, cen1 /SK1 chrIV-chrI, cen1
	3 hr in meiosis
	Anti-Red1
	ChIP-seq
	GSE114731
	4

	S288c chrIV-chrI, cen4/SK1 chrIV-chrI, cen4
	3 hr in meiosis
	Anti-Red1
	ChIP-seq
	GSE114731
	4

	rec8
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE156040
	5

	hop1-phd
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE156040
	5

	hop1-phd rec8
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE156040
	5

	Wild type
	4 hr in meiosis
	Anti- H4K44ac
	ChIP-seq
	GSE59005
	6

	Wild type
	4 hr in meiosis
	Anti-H3K56ac
	ChIP-seq
	GSE59005
	6

	Wild type
	4 hr in meiosis
	Anti-H4
	ChIP-seq
	GSE59005
	6

	Wild type
	4 hr in meiosis
	Anti-H3
	ChIP-seq
	GSE59005
	6

	Wild type
	4 hr in meiosis
	Anti-H3K4me3
	ChIP-seq
	GSE67907 
	7

	Wild type
	3 hr in meiosis 
	Anti-H3K79me3
	ChIP-seq
	GSE287129
	This study

	dot1
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE115092
	1,2

	set1
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE115092
	1,2

	Wild type
	Mid-log phase
	Anti-Sir3
	ChIP-seq
	GSE287129
	This study

	Wild type
	0 hr in meiosis (post-induction)
	Anti-Sir3
	ChIP-seq
	GSE287129
	This study

	Wild type
	3 hr in meiosis
	Anti-Sir3
	ChIP-seq
	GSE287129
	This study

	sir3 
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE287129
	This study

	sir3 dot1
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE287129
	This study

	hht1-K79R, hht2-K79R
	3 hr in meiosis
	Anti-Red1
	ChIP-seq + SNPChIP-seq
	GSE287129
	This study
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