
Lange et al., Figure S1
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Unique reads:
Each read that maps unambiguously to a single location
is assigned, while multi-mapped reads are initially set aside.

Normalization approach for multi-mapped reads:
Each read that maps to multiple locations is evenly
distributed among its mapped positions.  

Imputation approach for multi-mapped reads:
Each read that maps to multiple locations is fractionally
distributed among its mapped positions in proportion to
the number of uniquely mapping reads in the vicinity.
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Genome positions of three sequences that share high sequence identity:

Position relative to center of aligned sequences (bp)

100 bp

E

0

8

4

8

4

Position on chromosome 1 (Mb)
160.025 160.026 160.027

Total unique:
64.44 RPM

Total multi:
15.97 RPM

SP
O

11
 o

lig
os

 (R
PM

) t
ha

t a
re

:
U

ni
qu

e
Im

pu
te

d 
m

ul
ti

N
or

m
al

iz
ed

 m
ul

ti 
SP

O
11

-o
lig

o
re

ad
 c

ou
nt

 +
 1

Unique SPO11-oligo read count + 1

r =0.79

F

500 bp

1

10

102

103

104

105

1 10 102 103 104 105


