
Supplemental Figure 4
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Abrams (11,046 mutations)
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Reconstructed spectrum (cosine similarity = 0.985)
C>A C>G C>T T>A T>C T>G

SBS1 (0.146)
SBS5 (0.137)
SBS8 (0.125)
SBS9 (0.071)
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SBS39 (0.036)
SBS40 (0.116)
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Gracie (6,251 mutations)
C>A C>G C>T T>A T>C T>G

0
10

0
20

0
30

0
40

0
M

ut
at

io
ns

Reconstructed spectrum (cosine similarity = 0.965)
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SBS37 (0.056)
SBS39 (0.003)
SBS40 (0.015)
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HMPOS (30,690 mutations)
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Reconstructed spectrum (cosine similarity = 0.984)
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SBS1 (0.289)
SBS5 (0.352)
SBS8 (0.057)
SBS9 (0.03)
SBS17a (0.002)
SBS17b (0.002)
SBS19 (0.034)
SBS22 (0.028)
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SBS37 (0.02)
SBS39 (0.02)
SBS40 (0.039)
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McKinley (11,526 mutations)
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Reconstructed spectrum (cosine similarity = 0.983)
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SBS1 (0.226)
SBS5 (0.189)
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SBS9 (0.103)
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SBS17b (0.003)
SBS19 (0.016)
SBS22 (0.022)
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SBS40 (0.183)

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
C

A

A
C

G

C
C

A

C
C

G

G
C

A

G
C

G

TC
A

TC
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G

A
TA

A
TG C
TA

C
TG

G
TA

G
TG TT

A

TT
G



0
10

0
20

0
30

0
40

0
50

0
M

ut
at

io
ns

Moresco (9,783 mutations)
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Reconstructed spectrum (cosine similarity = 0.978)
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OS2.4 (16,373 mutations)
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Reconstructed spectrum (cosine similarity = 0.99)
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SBS22 (0.01)

SBS30 (0.037)
SBS32 (0.017)
SBS35 (0.005)
SBS36 (0.085)
SBS37 (0.032)
SBS39 (0.066)
SBS40 (0.301)
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OSCA2 (7,265 mutations)
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Reconstructed spectrum (cosine similarity = 0.981)
C>A C>G C>T T>A T>C T>G

SBS1 (0.12)
SBS5 (0.199)
SBS8 (0.135)
SBS9 (0.086)
SBS17a (0.019)
SBS17b (0.028)

SBS19 (0.002)
SBS22 (0.012)
SBS30 (0.008)
SBS32 (0.007)
SBS35 (0.004)
SBS36 (0.014)
SBS37 (0.068)
SBS39 (0.017)
SBS40 (0.281)
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OSCA8 (4,397 mutations)
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Reconstructed spectrum (cosine similarity = 0.979)
C>A C>G C>T T>A T>C T>G

SBS1 (0.239)
SBS5 (0.218)
SBS8 (0.103)
SBS9 (0.054)
SBS17a (0.01)
SBS17b (0.007)

SBS19 (0.052)
SBS22 (0.019)
SBS30 (0.041)
SBS32 (0.02)
SBS35 (0.021)
SBS36 (0.036)
SBS37 (0.034)
SBS39 (0.054)
SBS40 (0.093)
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