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This supplementary file comprises all supplementary information relevant to the analyses that we performed on the DNA polymerase gene fragment. These analyses are not commented on in the main manuscript because they essentially confirm results derived from analyses of the V gene fragment.
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Comparison of the number of OTU delineated by analyses based on the V and DNA polymerase gene fragments. GMYC: general mixed Yule-coalescent, MCC: maximum clade credibility, ML: maximum likelihood, PTP: Poisson tree processes.
	
	GMYC (single threshold)
	PTP

	
	
	ML
	Bayes

	V
	ML
	NA
	16
	16

	
	Bayesian MCC
	12
	22
	22

	DNA polymerase
	ML
	NA
	27
	30

	
	Bayesian MCC
	24
	26
	26



Comment: Here we also employed a second delineation method based on Poisson tree processes; it can be applied to non-ultrametric trees (e.g. maximum likelihood trees; Zhang et al. 2013 Bioinformatics). All in all, the OTU delineation assessed in the main text is the most conservative, both considering a second marker (DNA polymerase) and this alternative delineation method. For later analyses on the DNA polymerase fragment, we superimposed the delineation derived from the V gene fragment analysis (note that the DNA polymerase delineation nested within the V gene fragment one; this decision was therefore essentially conservative).


Log marginal likelihood values for different species delineation schemes. The best delineation scheme model is bold.
	
	Path sampling
	Stepping stone sampling

	Coalescent: constant population size
	-5557.0
	-5556.9

	Multi-species: 4 species
	-5351.2
	-5352.9

	Multi-species: 12 species
	-5284.5
	-5285.2

	Speciation: Yule
	-5552.4
	-5552.7




Ancestral host posterior probabilities. Values obtained assuming four distinct tree priors are reported, up-to-down: full coalescent (constant population size), *BEAST 4 species, *BEAST 12 species and speciation (Yule process). Best values are in bold. Values on a line does not always sum to 1.00 as values <0.01 were rounded to 0. OTU: operational taxonomic unit.
	
	Host

	
	Bonobo
	Chimpanzee
	Gorilla
	Human

	B
	0
	0.23
	0.71
	0.06

	
	0.03
	0.19
	0.75
	0.04

	
	0
	0.25
	0.68
	0.07

	
	0
	0.43
	0.54
	0.03

	C
	0.02
	0.26
	0.52
	0.19

	
	0.12
	0.28
	0.41
	0.19

	
	0.01
	0.27
	0.50
	0.21

	
	0.01
	0.45
	0.45
	0.10

	OTU1
	0
	0
	0
	0.99

	
	0
	0.01
	0
	0.99

	
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	OTU2
	1.00
	0
	0
	0

	
	1.00
	0
	0
	0

	
	1.00
	0
	0
	0

	
	1.00
	0
	0
	0

	OTU3
	0
	1.00
	0
	0

	
	0.01
	0.99
	0
	0

	
	0
	1.00
	0
	0

	
	0
	1.00
	0
	0

	OTU4
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	D
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	E
	0
	0.68
	0.07
	0.25

	
	0.01
	0.77
	0.03
	0.19

	
	0
	0.66
	0.06
	0.28

	
	0
	0.82
	0.09
	0.09



Date estimates for the main divergence events, substitution rates and their coefficients of variation. * Median values and 95% highest posterior density intervals are reported. # Time windows are reported for transmission events: this corresponds to date estimates of two successive nodes for these events having occurred on an internal branch and to an interval starting at 0 (today) and stopping at the first node for external branches. OTU: operational taxonomic unit. The divergence of all HAdV-C viruses was used to calibrate the analyses, assuming it was driven by the divergence of all hominines. For the *BEAST: 12 species estimate, species divergence was used for calibration (i.e. not sequence divergence) but the date estimate is that of sequence divergence which occurred earlier. The *BEAST: 4 species analysis could not be calibrated as HAdV-C was considered a single species.
	
	Coalescent: constant population size
	*BEAST: 4 species
	*BEAST: 12 species
	Speciation: Yule process

	Divergence dates (My)
	
	
	
	

	HAdV-C*
	5.9 [4.9-6.9]
	NA
	7.2 [4.9-12.7]
	5.9 [4.8-6.7]

	Root
	14.0 [5.7-23.6]
	
	17.6 [7.2-31.8]
	10.1 [6.2-14.7]

	Other HAdV
	NA§
	NA§
	NA§
	NA§

	HAdV-B
	5.0 [1.5-10.2]
	NA
	8.1 [3.0-17.0]
	5.5 [3.0-9.1]

	HAdV-D
	1.5 [0.5-3.0]
	NA
	1.6 [0.6-3.4]
	3.2 [1.7-5.1]

	HAdV-E
	1.8 [0.4-4.5]
	NA
	2.7 [0.8-6.6]
	3.3 [1.4-6.2]

	g>h HAdV-B OTU7#
	0.4-3.1 [0.05-7.3]
	NA
	0.9-7.0 [0.02-2.6]
	0.9-3.6 [0.2-6.4]

	c>h HAdV-B OTU10#,$
	0.3-0.9 [0.07-2.4]
	NA
	0.7-1.5 [0.2-3.5]
	0.9-1.9 [0.3-3.8]

	
	
	
	
	

	Substitution rate (E-8.subst.s-1. y-1)
	1.8 [0.8-3.0]
	NA
	1.2 [0.4-2.0]
	1.1 [0.6-1.5]

	
	
	
	
	

	Coefficient of variation
	0.96 [0.65-1.30]
	0.84 [0.59-1.11]
	0.86 [0.61-1.14]
	1.16 [0.84-1.52]



HAdV-B host switch counts.
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