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This supplementary file comprises all supplementary information relevant to the analyses that we performed on the V gene fragment; these analyses are those mostly commented on in the main manuscript. The tables and figures here appear in the order this Supplementary Material is called in the main text.
2

Long distance PCR results.
	Species/subspecies
	Site
	HAdV-B
	HAdV-C
	HAdV-D
	HAdV-E

	Pan troglodytes spp.
	-
	
	
	
	

	Pan troglodytes verus
	Taï National Park
	
	
	
	1

	Pan troglodytes troglodytes
	Loango National Park
	1
	
	
	

	
	Dzanga-Sangha Protected Areas
	
	
	
	

	Pan troglodytes schweinfurthii
	Budongo Central Forest Reserve
	1
	
	
	1

	Pan paniscus
	Salonga National Park
	
	
	
	

	Gorilla spp.
	-
	
	
	
	

	Gorilla gorilla gorilla
	Loango National Park
	3
	
	
	

	
	Dzanga-Sangha Protected Areas
	
	
	
	

	Gorilla gorilla diehli
	Greater Takamanda – Mone Landscape
	1
	
	
	

	Gorilla beringei beringei
	Bwindi Impenetrable National Park
	8
	
	
	

	
	Virunga National Park
	22
	2
	
	

	Gorilla beringei graueri
	Kahuzi-Biega National Park
	3
	1
	
	

	Homo sapiens
	-
	
	
	
	

	Homo sapiens
	Salonga National Park
	
	
	4
	

	
	Bwindi Impenetrable National Park
	
	
	
	

	
	Taï National Park
	
	
	7
	

	
	Dzanga-Sangha Protected Areas
	
	
	3
	



Recombination plot. The short V gene fragment selected for later analyses is highlighted.
[image: C:\Users\calvignacs\Desktop\AdV_last\HAdV_MBE\AdV_submission\Supplementary_Figure_1.jpg]
Maximum likelihood tree of a partial fragment of the V gene. This tree is also presented in Figure 2 (main text). Here it appears with the names of the viruses. Names of sequences generated in this study start with “u” (great ape hosts) or “hu” (human hosts). Note however that a single name appears where multiple viruses may exhibit the same sequence (only unique sequences were included in this analysis).
[image: C:\Users\calvignacs\Desktop\nouvelles_figures_sup_data\tree_sup_mat_1.png]

Support for GMYC-delineated OTU monophyly. Bp: bootstrap, pp: posterior probability (pp are those obtained under a coalescent process assuming a constant population size). b: bonobo, c: chimpanzee, g: gorilla, h: human, GMYC: general mixed Yule-coalescent method, OTU: operational taxonomic unit.
	Recognized HAdV species
	GMYC OTU
	Clade support (Bp, pp)
	Host(s)

	C
	1
	100, 1.00
	h

	
	2
	84, 1.00
	b

	
	3
	56, 0.97
	c

	
	4
	100, 1.00
	g

	E
	5
	52, 1.00
	b, c, h

	B
	6
	100, 1.00
	g

	
	7
	100, 1.00
	h

	
	8
	100, 1.00
	b, c, h

	
	9
	69, 1.00
	c, g

	
	10
	70, 1.00
	c, g, h

	
	11
	38, 0.94
	g

	D
	12
	100, 1.00
	h




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 11 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
	0.01
	0.98
	0

	
	0
	0.01
	0.98
	0.01

	
	0
	0.01
	0.98
	0.01

	
	0
	0.01
	0.99
	0

	OTU6
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	OTU7
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	OTU8
	0
	1.00
	0
	0

	
	0
	1.00
	0
	0

	
	0
	1.00
	0
	0

	
	0
	0.99
	0.01
	0

	OTU9
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	OTU10
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	
	0
	0
	1.00
	0

	C
	0.03
	0.16
	0.72
	0.09

	
	0.03
	0.17
	0.72
	0.08

	
	0.02
	0.15
	0.75
	0.08

	
	0.01
	0.10
	0.86
	0.03

	OTU1
	0
	0
	0
	1.00

	
	0
	0
	0
	1.00

	
	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
	0.99
	0
	0

	
	0
	0.99
	0.01
	0

	
	0
	0.99
	0.01
	0

	
	0
	0.99
	0.01
	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
	0.99
	0
	0

	
	0
	0.99
	0
	0

	
	0
	0.99
	0
	0

	
	0
	0.98
	0.02
	0



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. OUT: 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: 11 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: 11 species
	Speciation: Yule process

	Divergence dates (My)
	
	
	
	

	HAdV-C*
	5.9 [4.9-6.9]
	NA
	6.8 [4.8-10.8]
	5.9 [4.9-6.9]

	Other HAdV
	7.2 [2.9-12.4]
	NA
	7.7 [3.4-14.4]
	7.4 [4.0-10.8]

	HAdV-B
	3.6 [1.5-6.5]
	NA
	4.5 [1.9-9.4]
	5.5 [2.7-8.8]

	HAdV-D
	0.8 [0.4-1.5]
	NA
	0.8 [0.3-1.6]
	2.1 [1.1-3.5]

	HAdV-E
	0.9 [0.3-1.8]
	NA
	1.1 [0.3-2.5]
	2.2 [0.9-4.1]

	g>h HAdV-B OTU7#
	0.3-1.7 [0.1-3.1]
	NA
	0.4-2.3 [0.1-4.8]
	0.8-2.9 [0.2-4.8]

	g>c HAdV-B OTU8#
	0.3-1.7 [0.1-3.1]
	NA
	0.4-2.3 [0.1-4.8]
	0.8-2.9 [0.2-4.8]

	c>h HAdV-B OTU8#
	0.0-0.1 [0-0.2]
	NA
	0.0-0.1 [0.0-0.4]
	0-0.2 [0.0-0.7]

	g>c HAdV-B OTU9#
	0.0-0.1 [0.0-0.2]
	NA
	0.0-0.1 [0.0-0.3]
	0.0-0.2 [0.0-0.6]

	g>h HAdV-B OTU10#
	0.5-0.9 [0.2-1.5]
	NA
	0.7-1.2 [0.2-2.5]
	1.2-2.1 [0.5-3.4]

	g>c HAdV-B OTU10#
	0.0-0.2 [0.0-0.4]
	NA
	0.0-0.2 [0.0-0.7]
	0.0-0.6 [0.0-1.4]

	c>h HAdV-E#
	0.0-0.6 [0-0.8]
	NA
	0.0-0.5 [0.0-1.1]
	0-1.1 [0.0-2.1]

	
	
	
	
	

	Substitution rate (E-8.subst.s-1. y-1)
	3.3 [1.9-5.4]
	NA
	2.8 [1.2-4.6]
	1.9 [1.2-2.8]

	
	
	
	
	

	Coefficient of variation
	0.64 [0.44-0.84]
	0.60 [0.42-0.79]
	0.62 [0.43-0.82]
	0.89 [0.66-1.16]
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