Lange et al., Figure S1

N4
N
AL g & B
b & N\
2 14 central
250+ -
200+ l
- 1
10098 T | 0d == - -
Cs =)
o o) —
T 12, = i
> 500 bp 8
o T — £
2 6 »
° = 00
p 1 o
O ol .. R T - o
[a T T T T T P
@) o 15 HS23.9
ge 12 2 —
S5 =
o5 ] A
I © 2
o8 ] A R R Y S
os
© T T T T T 1
S
>
8 s 12 14 HS59.4
BE ] -
B2 6 1
I
I e 04 e e
= 160.025 160.027 —2000 O 2000
§ Position on chromosome 1 (Mb)
D
501
Unique reads: o
Each read that maps unambiguously to a single location g
is assigned, while multi-mapped reads are initially set aside. o 5
IS
s
£ 50-
Imputation approach for multi-mapped reads: S|o
Each read that maps to multiple locations is fractionally o % £
distributed among its mapped positions in proportion to s g—g
the number of uniquely mapping reads in the vicinity. § =
2
—|lo 501
Normalization approach for multi-mapped reads: (o) _g =
Each read that maps to multiple locations is evenly % g =
distributed among its mapped positions. 5 E
P4 04
E F
o
o 8- S 10°
Slo | Total unique: 500 b ~
Eg ] o4ssrPm oo 5. 10°
=5 2%
= T n € 103
o _ 0 il =3
5 28 10
8| E T EZ 10
ST 4 83
G Total multi: =10
—~|3 1 15.97RPM g
SlE s , : . 5 1
% 160.025 160.026 160.027 z

Position on chromosome 1 (Mb)

Q

— extent of crossover hotspot
— extent of SPO11-oligo hotspot

- M1 - A3
1 HS14.9 1 HS182
| R
: HS37 1 A HS44.2
: 4 HS59.5 1 HS61.1

2000 0 2000 -2000 O 2000

Position relative to center of recombination site (bp)

: A distal

HS61.2

L L |

-2000 O 2000

Genome positions of three sequences that share high sequence identity:

chr8: 129,264,658 chr10: 130,543,583

chr19: 61,153,474
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