Additional file 1
Table S1. ChIP sequencing
	Replicate
	Sample
	Raw sequence reads
	Read length
	Aligned reads (% of raw sequence reads)
	Uniquely aligned reads (% of aligned reads)
	Duplicate reads (% of uniquely aligned reads)

	Replicate 1
	H4K20me3 PRO
	39,484,830
	75SE
	20,454,475 (51.80%)
	13,573,412 (66.36%)
	1,557,381 (11.47%)

	Replicate 2
	H4K20me3 PRO
	32,579,665
	76SE
	31,513,652 (96.73%)
	20,458,553 (64.92%)
	14,041,295 (68.63%)

	Replicate 1
	H4K20me3 RS
	40,153,145
	75SE
	11,877,393 (29.58%)
	7,204,019 (60.65%)
	480,160 (6.67%)

	Replicate 2
	H4K20me3 RS
	35,612,628
	76SE
	34,004,626 (95.48%)
	21,420,438 (62.99%)
	11,302,493 (52.76%)

	Replicate 1
	Histone H4 PRO
	38,207,253
	75SE
	37,518,075 (98.20%)
	23,896,617 (63.69%)
	3,555,752 (14.88%)

	Replicate 2
	Histone H4 PRO
	173,573,972
	75SE
	161,745,109 (93.19%)
	108,758,224 (67.24%)
	9,284,667 (8.54%)

	Replicate 3
	Histone H4 PRO
	36,143,799
	76SE
	35,122,945 (97.18%)
	22,318,823 (63.54%)
	3,114,353 (13.95%)

	Replicate 1
	Histone H4 RS
	41,815,564
	75SE
	40,754,439 (97.46%)
	29,783,168 (73.08%)
	1,631,878 (5.48%)

	Replicate 2
	Histone H4 RS
	95,517,411
	75SE
	93,106,290 (97.48%)
	62,064,893 (66.66%)
	4,626,073 (7.45%)

	Replicate 3
	Histone H4 RS
	39,250,360
	76SE
	37,943,697 (96.67%)
	27,509,615 (72.50%)
	1,422,789 (5.17%)

	Replicate 1
	H4K20me3 CON
	52,402,142
	72SE
	49,391,035 (94.25%)
	46,357,610 (93.86%)
	3,033,425 (6.54%)

	Replicate 2
	H4K20me3 CON
	46,950,322
	72SE
	38,947,474 (82.95%)
	35,986,674 (92.40%)
	2,960,800 (8.23%)

	Replicate 1
	H4K20me3 OIS
	54,300,630
	72SE
	28,708,509 (52.87%)
	25,801,955 (89.88%)
	2,906,554 (11.26%)

	Replicate 2
	H4K20me3 OIS
	39,863,734
	72SE
	20,398,500 (51.17%)
	18,182,817 (89.14%)
	2,215,683 (12.19%)

	Replicate 1
	Histone H4 CON
	62,804,180
	72SE
	61,207,528 (97.46%)
	57,460,088 (93.88%)
	3,747,440 (6.52%)

	Replicate 2
	Histone H4 CON
	64,589,146
	72SE
	62,812,618 (97.25%)
	57,641,150 (91.77%)
	5,171,468 (8.97%)

	Replicate 1
	Histone H4 OIS
	46,680,952
	72SE
	45,089,853 (96.59%)
	41,551,406 (92.15%)
	3,538,447 (8.52%)

	Replicate 2
	Histone H4 OIS
	51,330,312
	72SE
	49,797,923 (97.01%)
	44,104,533 (88.57%)
	5,693,390 (12.91%)

	Replicate 1
	H4K20me3 CON
	37,776,092
	72SE
	19,711,923 (52.18%)
	13,995,410 (71.00%)
	5,716,513 (40.85%)

	Replicate 2
	H4K20me3 CON
	34,551,204
	72SE
	32,675,481

(94.57%)
	19,184,031 (58.71%)
	13,491,450 (70.33%)

	Replicate 1
	Input 
CON
	45,405,621
	72SE
	44,016,168 (96.94%)
	42,163,836 (95.79%)
	1,852,332 (4.39%)

	Replicate 1
	H4K20me3 H2
	39,074,862
	72SE
	30,571,784 (78.24%)
	24,040,372 (78.64%)
	6,531,412 (27.17%)

	Replicate 2
	H4K20me3 H2
	38,978,674
	72SE
	36,232,057 (92.95%)
	29,406,635 (81.16%)
	6,825,422 (23.21%)

	Replicate 1
	Input 

H2
	40,825,214
	72SE
	39,467,127 (96.67%)
	37,678,964 (95.47%)
	1,788,163 (4.75%)


Table S2. RNA sequencing
	Replicate
	Sample
	Raw sequence reads
	Read length
	Aligned reads (% of raw sequence reads)
	Duplicate reads (% of aligned reads)

	Replicate 1
	PRO
	46,751,313
	72PE
	39,062,466 (83.55%)
	13,100,746 (33.54%)

	Replicate 2
	PRO
	49,874,009
	72PE
	41,996,835 (84.21%)
	13,935,254 (33.18%)

	Replicate 1
	RS
	39,939,645
	72PE
	33,171,173 (83.05%)
	11,747,697 (35.42%)

	Replicate 2
	RS
	49,374,817
	72PE
	42,527,566 (86.13%)
	13,852,934 (32.57%)

	Replicate 1
	CON
	71,663,726 
	72PE
	 49,709,871 (69.37%)
	 15,947,715 (32.08%)

	Replicate 2
	CON
	87,704,544 
	72PE
	 60,821,604 (69.35%)
	 19,646,345 (32.30%)

	Replicate 1
	OIS
	65,724,432 
	72PE
	 42,641,297 (64.88%)
	 16,417,415 (38.50%)

	Replicate 2
	OIS
	83,580,956 
	72PE
	 54,045,859 (64.66%)
	 21,269,855 (39.36%)


