Supplementary Table S4. Polymorphism and divergence in hominids at homologous positions in the 1,115 bp sequence including the

870 bp NATZ coding exon.

The screened sequence spans from 18'257'489 to 18'258'603 on chromosome 8 in the human reference sequence GRCh37/hg19. Positions downstream the
NAT2 coding exon are reported in italic font. Non-synonymous mutations are shown in bold type. The 38 substitutions corresponding to inter-species
divergence (between two species at least) are highlighted by stars to the left part of the table. Polymorphisms shared between species or sub-species are
highlighted in blue font. (N) indicates that undefined positions were also observed in some individuals. Variants also recorded in sequenced ancient genomes of
hominins (Denisova, Neanderthal or 45’000 years old Homo sapiens from Ust’-Ishim) are boxed (see Supplementary Table S8).

Position Common chimpanzee? Gorilla* Orangutan5

human . L . .

rence M SNt wesern M g conral Bonobor 700 Sl g P

sequence
1 18257520 7 rs200893121 A/G A A A A A A A A A
2 18257521 8 rs186884477 T/A T T T T T T T T T
3 18257542 29 rs72466456 T/C T T T T T T T T T
4 18257549 36 T T T T/C T T T T T T
5 18257576 63 G G G G G G G G G G/T
6 18257583 70 rs45477599 T/A T T T T T T T T T
7 18257585 72 A A A A A A/C A A A A
8 18257612 99 G G G G G G G/A(N) A G G
9 18257617 104 rs199780526 T/C T T T T T T T T T
10 18257621 108 C C C C C C C C C/T C/T
11 18257624 111 rs72554615 T/C T T T T T T T T T
12 18257630 117 C C C C C C C C C/T(N) C(\N)
13 18257634 121 rs149283608 A/T A A A A A A A A A
14 18257654 141 C C C C C C C C T T
15 18257658 145 G G G G G A G G G G
16 18257665 152 rs72466457 G/T G G G G G G G G G
17 18257670 157 G G G G G G G G G/A(N) G/A(N)
18 18257703 190 rs1805158 Cc/T C C C C C C C C C
19 18257704 191 rs1801279 G/A G G G G G/A T T G G
20 18257712 199 rs201345576 T/C T T T T T T T T T
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1 Human polymorphisms are those recorded by the consensus gene nomenclature of human NAT alleles (http://nat.mbg.duth.gr/), complemented with haplotype data
from 1000Genomes Phase 1 (The Genomes Project Consortium 2012), (Sabbagh et al. 2008), (Patin et al. 2006a), (Mortensen et al. 2011) and (Podgorna et al. 2015).
Human positions not recorded as polymorphic but associated with a SNP identifier are reported with a highest population MAF < 0.01 in Ensembl (Yates et al. 2016)
(http://www.ensembl.org/Homo_sapiens/Info/Index).

Z Western, Niger-Cameroon, Eastern and Central chimpanzees are Pan troglodytes verus, P. t. ellioti, P. t. schweinfurthii and P. t. troglodytes, respectively. Polymorphism
recording is based on the individuals of the present study (Supplementary Figure S1) and the chimpanzees of Prado-Martinez et al. (2013) cross-checked with the P. t.
verus assembly reference sequence (panTro4, February 2011). For Eastern chimpanzees (P. t. schweinfurthii), no successful NAT2 Sanger sequencing of the single DNA
sample available in this study (CHarriet) was achieved, so that NATZ polymorphism recording for this individual is based solely on the NGS sequence from Prado-Martinez
etal. (2013).

3 Based on the Pan paniscus individual of this study (Bonobo), the bonobos of Prado-Martinez et al. (2013) and the Pan paniscus draft assembly reference sequence
(PanPan1, May 2012).

4 Based on the individuals of this study, the gorillas of Prado-Martinez et al. (2013) and the Gorilla gorilla gorilla draft assembly reference sequence (gorGor4, December
2014).

5 Based on the individuals of this study, the orangutans of Prado-Martinez et al. (2013) and the Pongo pygmaeus abelii draft assembly reference sequence (ponAbe2, July
2007).

6 At this position (18°257’858), a fixed non-synonymous mutation (A) differentiates the Pan genus from the other hominids. Among the latter, a synonymous C/T
polymorphism is observed in humans and gorillas, whereas a T is observed in the orangutans.

7 At this position (18'258’316), a synonymous A/G polymorphism is observed in humans, whereas all other hominids are apparently fixed on A; an A is also observed in
the Neanderthal sequences; in Denisova there seems to be an inconsistency at this position between the high-coverage sequence reads of the Denisova genome in the UCSC
Genome Browser (reporting A) and the ancient genome browser from the Max Planck Institute for Evolutionary Anthropology, which apparently reports G (see
Supplementary Table S8).

8 At this position (18°258’351), a non-synonymous G/A polymorphism is observed in humans, and a non-synonymous mutation (C) differentiates the orangutans from all
other hominids (G).

9 At this position (18’258°407), immediately downstream the coding exon, we hypothesize that a C insertion (C/CC) polymorphism could be present in gorillas. The four
gorillas Sanger sequenced in this study have the C insertion and so does the gorGor3 reference sequence (gorGor3, May 2011). However, the newer gorGor4 reference
sequence does not have this insertion, and it is not reported, either, in the gorilla NGS sequences of the GAGP from Prado-Martinez et al. (2013).
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