Table S1:
Variability of TA repeats in TATAA box of UDP-glucuronosyltransferase (UGT)1A1 promoter in archaic hominin, human and non-human primate samples
To investigate species-specific differences in a microsatellite of UGT1A1 related to variability in plasma bilirubin levels in humans[1], we analyzed the A(TA)nTAA polymorphism in the 5’ promoter region of UGT1A1 in the sequences of archaic hominins, non-human primates and present-day humans. Sequences of the TATAA box of the promoter of human UGT1A1 (GRCh38 Primary assembly, Chromosome 2q37, position 233,760,234 to 233,760,249) were derived from published sequence data and in the case of the common marmoset its draft assembly (GCA_000004665.1) from the Ensembl database [2-6]. As observed by Hall et al [7] there was no overlap in copy-number repeats between humans and non-human primates. Archaic hominins had TA-repeat lengths similar to those in present-day humans living outside of Africa. 
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	A(TA)nTAA
	N

	human population[6]
	5-8
	13

	Africans
	5-8
	5

	Dinka
	6/7
	1

	Mandenka
	5/7
	1

	Mbuti
	7/8
	1

	San
	6/7
	1

	Yoruba
	6/7
	1

	Europeans
	6-7
	2

	French
	6/6
	1

	Sardinians
	6/7
	1

	Asians
	6
	2

	Han
	6/6
	1

	Dai
	6/6
	1

	Australians
	6/6
	1

	Papuan
	6/6
	1

	native Americans
	6-7
	2

	Karitiana
	6/6
	1

	Mixe
	6/7
	1

	Archaic hominins[4,6]
	6
	2

	Altai
	6
	1

	Denisova
	6
	1

	Non-human primates[2,3,5,8]
	0-4
	10

	chimpanzees
	0, 3-4
	5

	West African
	0, 3-4
	3

	Central African
	3
	1

	East African
	3
	1

	bonobos
	2, 4
	2

	orangutan
	1
	1

	rhesus macaque
	3
	1

	marmoset
	0
	1
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