Supplementary information, Figure S8

"9 PROAA 66 mgn AN AN

0

S ot s ]

1
100 75 50 25 O
Number of H3K4me3 peaks associated with DSB hotspots (x102)

b c Persistent d Slow-turnover € Fast-turnover

a A0 —_L - -

404 —mz 40 —mZ 40 —mz

2 = —_z o —_1Z F) —_z
25 154 2 ePld 2 ePld @2 eP1d
;Li:-_‘ 8 304 S 30+ 8 304

EX 104 g g g

g £ ¢ 204 Q0 Q20

o

5 £ £ £

S8 05+ 3 M 3

o~ o 104 o 10 o 10 4

£ T = ey

°

=] i LN . B/ . P—
= 0 0 . ! 0 T : 0 T !

Q. et e‘ -5-kb Center +5-kb  -5kb Center +5-kb -5-kb Center +5-kb
\‘i‘ 9\2 0\1 o
\0‘ “,(“ o

ea\‘l \oxrl?gs-
f 3.0 kb

i i H3K4med
e H3K4me1

-5-kb Center +5-kb

Fig. S8 The dynamics of hotspot-associated H3K4me3 peaks. a Point vennplot
diagram showing the overlap of hotspot-associated H3K4me3 peaks among leptotene,
early-zygotene, mid-zygotene, late-zygotene, early 1-pachytene spermatocytes and
early 2-pachytene spermatocytes. b Boxplot showing the width of the four subtypes of
hotspot-associated H3K4me3 peaks at mid-zygotene, which are normalized by the
width at 50% max level. c-e Profile of the averaged H3K4me3 tag density on persistent

(¢), slow-turnover (d) or fast-turnover (e) hotspot-associated H3K4me3 peaks in



leptotene, mid-zygotene, late-zygotene, and early 1-pachytene. H3K4me3 tag density
was calculated using H3K4me3 ChIP-seq reads coverage with 50-bp resolution. f
Profile of the average H3K4mel and H3K4me3 tag density on the top 3000 DSB
hotspots defined using SPO11-oligo in mid-zygotene spermatocytes. H3K4me3 tag
density was calculated using H3K4mel or H3K4me3 ChIP-seq reads with 50-bp
resolution, the width at the 50% max heights of H3K4me3 and H3K4mel peaks were

shown.



