Supplementary Table S3. Polymorphism and divergence in hominids at homologous positions in the 903 bp sequence including the
870 bp NAT1 coding exon.

The screened sequence spans from 18'079'545 to 18'080°447 on chromosome 8 in the human reference sequence GRCh37/hg19. Positions upstream or
downstream the NAT1 coding exon are reported in italic font. Non-synonymous mutations are shown in bold type. The 21 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* Orangutan>
human . N i i
reference hucrél:n %ﬁz;r]itl)rll Human®  Western Cl;]rlf:::;n Eastern Central Bonobo3 gz;;gg bi(;;;f;(;i Pongo abelii pyZor:ggus
sequence
* 1 18079548 -9 T C C C C C T T T T
2 18079577 21 rs4986992 T/G T T T T T T T T T
* 3 18079595 39 G A A A A A G G G G
4 18079631 75 rs201603160 T/C T T T T T T T T T
5 18079632 76 G G/A G/A G/A G/A G G G G G
* 6 18079643 87 A A A A A A A A G G
7 18079653 97 rs56318881 C/T C C C C C C C C C
* 8 18079664 108 C C C c c C C C A A
9 18079688 132 T T T T T T T T C C/T(N)
10 18079689 133 rs181298696 G/T G G G G G G G G/A G
* 11 18079694 138 T A A A A A A A A A
12 18079703 147 o C/T C/T C/T C/T C C o C C
13 18079737 181 A A A A A A A A/C(N) A A
14 18079746 190 rs56379106 C/T C C C C C C C C C
15 18079757 201 rs200617057  G/C G G G G G G G G G
16 18079775 219 rs765390690 T T T T T T T/C(N) T T T
17 18079793 237 rs751824544 G/C G G G G G G G G G
18 18079797 241 A A A A A A A A T/A T
* 19 18079809 253 G G G G G G C C G G
* 20 18079817 261 rs368205381 G A A A A A G G G G
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51 18080115 559 rs5030839 C/T C C C C C C C C C
52 18080116 560 rs4986782 G/A G G G G G G G G G
53 18080128 572  rs141552883  C/T C C C C C C C C C
* 54 18080139 583 A C C C C C G G G G
55 18080153 597 T T/G T T T T T T T T
56 18080169 613  rs72554609  A/G A A A A A A A A A
57 18080196 640 rs4986783 G/T G G G G G G G G G
58 18080219 663 A/G A A A A A A A A A
58 18080247 691  rs201916736  G/T G G G G G G G G G
* 60 18080277 721 C C C C C C C C T T
61 18080293 737  rs201129487 A/G A A A A A A A A A
62 18080308 752  rs56172717  A/T A A A A A A A A A
63 18080312 756  rs112846752  A/T A A A A A A A G G
64 18080316 760 G G G/C G G G G G G G
* 65 18080321 765 C T T T T T C C C C
* 66 18080332 776 G G G G G G G G A A
67 18080333 777 rs4986991 T/C T T T T T T T T T
68 18080336 780 G G G G G G G G G/T G
69 18080337 781  rs72554610  G/A G G G G G G G G G
70 18080343 787  rs72554611  A/G A A A A A A(N) A(N) A A
71 18080345 789 A A/G A A/G  A/G A A A A A
72 18080363 807  rs201670530  T/C T T T T T T T T T
* 73 18080375 819  rs746370481 T A A A A A T T T T
* 74 18080382 826 C G G G G G G G G G
75 18080432 876 T T T T T T T T c/T c
76 18080440 884 rs55793712  A/G A A A A A A A A A

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), (Patin et al. 2006a) and (Mortensen et al. 2011). 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).

3 Based on the individual of this study (Bonobo), the bonobos of Prado-Martinez et al. (2013) and the Pan paniscus draft assembly reference sequence (panPanl, 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 Polymorphism (rs72554606) reported by the consensus gene nomenclature of human NAT alleles as occurring on haplotype NAT1*5, on one of these two positions:
18079906 or 18'079°907.

7 Polymorphism (rs72554608) reported in the consensus gene nomenclature of human NAT alleles as occurring also on haplotype NAT1*5, on one of these three positions:
18’080°053, 18'080°054, or 18’080°055. Two additional SNP identifiers are reported in Ensembl (rs56328478 and rs745892749).
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