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A. Joining time density for varying n
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B. PSMC transition density ( = 0.5)
Source s

s = 0.3
s = 0.8
s = 1.5
s = 3.0

0.00

0.25

0.50

0.75

1.00

1.25

1.50

1.75

2.00

Ti
m

e 
(c

oa
le

sc
en

t u
ni

ts
)

0 1 2 3

Before SPR

0 1 2 3

After SPR

SPR

cut 0
regraft
onto 3

C. Sub-graph pruning & re-grafting (SPR move)
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D. ARG rescaling: mutation-clock correction
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