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Supplementary Material 2
This supplementary file succinctly presents analyses aimed at re-assessing HAdV deep branching pattern, i.e. the strength of the co-divergence hypothesis in the HAdV-C lineage and the HAdV-B, -D and –E lineage.


Date estimates for divergence events relevant to the hypothesis of a co-speciation pattern within HAdV-C.
	
	Hominine
	Human-chimpanzee
	Chimpanzee-bonobo

	Host genomes
(Prado-Martinez et al. 2013)
	COALHMM
	5.6
	3.7
	0.9
	

	
	ILSCOALHMM
	5.2
	3.2
	0.7
	

	V
	Constant
	5.9
	4.7 [3.1-6.2]
	2.7 [1.4-4.2]
	

	
	11 sp
	6.8
	5.7 [2.9-8.9]
	2.4 [0.7-4.4]
	

	
	Yule
	5.9
	4.7 [3.1-6.2]
	2.7 [1.4-4.2]
	

	DNA polymerase
	Constant
	5.9
	3.8 [1.8-5.9]
	1.9 [0.5-3.6]
	

	
	12 sp
	7.2
	5.7 [2.6-9.4]
	3.4 [1.2-6.2]
	

	
	Yule
	5.9
	4.5 [2.9-5.9]
	3.0 [0.9-3.3]
	


Median and 95% highest posterior density (HPD) estimates. 95% estimates encompassing divergence estimates derived from host genomes are highlighted in bold.
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Deep branching pattern of HAdV species.
Methods: We followed Roy et al. (2009) in focusing our analyses on 8 complete coding sequences (DNA binding protein, DNA polymerase, E1A, fiber, hexon, penton base, protease, preterminal protein). We randomly selected 2 published full genomes per HAdV species. For each coding sequence, we generated an alignment, selected conserved regions and determined the best-fit model of nucleotide substitution using the same methods as detailed in the main text. Maximum likelihood gene trees were reconstructed using PhyML. In addition we also ran a multispecies coalescent analysis using *BEAST; this generated individual gene trees and a co-estimated species tree. Branch and root posterior probabilities were estimated from the posterior sample of trees.
	
	Maximum likelihood
	Bayesian MCMC

	
	Roy et al. (2009)
	This study
	Coefficient of variation
(Path-O-Gen)
	Topology
(MCC tree)
	Coefficient of variation
(95% HPD)
	Root (C,others)
(posterior probability, #rank)
	Monophyly (B,E)
(posterior probability)

	DNA-binding protein
	(C,(D,(B,E)))
	(C,(D,(B,E)))
	0.16
	(C,(D,(B,E)))
	0.33 [0.15-0.52]
	0.66 (#1)
	1

	E1A
	(D,(C,(B,E)))
	(D,(C,(B,E)))
	0.1
	(C,(D,(B,E)))
	0.21 [0.00-0.45]
	0.66 (#1)
	1

	Fiber
	(B,(D,(C,E)))
	(B,(D,(C,E)))
	0.1
	(C,(D,(B,E)))
	0.84 [0.43-1.29]
	0.68 (#1)
	0.55

	Hexon
	(C,(B,(D,E)))
	(C,(D,(B,E)))
	0.32
	(C,(D,(B,E)))
	0.58 [0.38-0.85]
	0.90 (#1)
	1

	Penton base
	(C,(D,(B,E)))
	(C,(D,(B,E)))
	0.18
	(C,(D,(B,E)))
	0.35 [0.14-0.59]
	0.85 (#1)
	1

	Polymerase
	(C,(D,(B,E)))
	(C,(D,(B,E)))
	0.32
	(C,(D,(B,E)))
	0.62 [0.39-0.91]
	0.71 (#1)
	1

	Preterminal protein
	(C,(D,(B,E)))
	((C,D),(B,E))
	0.24
	(C,(D,(B,E)))
	0.48 [0.25-0.73]
	0.68 (#1)
	1

	Protease
	(C,(D,(B,E)))
	(C,(B,(D,E)))
	0.27
	(C,(D,(B,E)))
	0.57 [0.20-1.01]
	0.81 (#1)
	0.91

	Species tree
	-
	-
	
	(C,(D,(B,E)))
	-
	0.85 (#1)
	1


MCMC: Markov chain Monte Carlo, HPD: highest posterior density. Agreements with the topology (C,(D,(B,E))) are highlighted in bold. Disagreements with the seminal study performed by Roy et al. (2009) are highlighted in italics.
Comment: The initial analysis by Roy et al. (2009) already evidenced gene tree disagreements, with the topology (C,(D,(B,E))) being supported by 5 genes and contradicted by 3. Our own ML analysis came to the conclusion that 3 genes agreed with this topology while 5 contradicted it. This difference may arise from distinct nucleotide models having been employed. Noteworthy, the 3 disagreements with Roy et al. (2009) hit 3 of the 4 coding sequences with the highest coefficient of variation, suggesting rate heterogeneity may have an influence on the outcome of the analyses. Bayesian MCMC analyses run under a relaxed (lognormal) clock model ended up with all 8 gene trees supporting the topology (C,(D,(B,E))); the co-estimated species tree also supported this topology. Root and branch posterior probabilities were generally high. All in all, this re-analysis reinforces the notion that the correct topology is (C,(D,(B,E))) and therefore, that HAdV-B, -D and -E did not evolve by mere co-divergence with their respective hosts.
