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Fig. S1 BBsplit results for detection of contamination by human and prey primates. Each circle is corresponding to a sample. (A) %Pan (chimpanzee). (B) Y%oHomo
(human). (C) %Gorilla (gorilla). (D) %Papio (baboon). (E) %Chlorocebus (guenon). (F) %Colobus (colobus). (G) %Otolemur (galago).
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Fig. S2 Autosomal exome-wide heterozygosity, H(A), and detection of possible human and prey contamination in feces. Horizontal
dashed line shows the stepwise maximum values and statistics (G, U, and P) of Grubbs test for detecting outliers. The top four
H(A) values (<0.0014) were considered outliers (P < 0.05).
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Fig. S3 Examples of sequencing depth for each chromosome and mitochondrial genome. Coding sequences of autosomes
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(A) Female chimpanzee, Jire (JR48, Bossou). X chromosome sequencing occurred at the level of autosomes, whereas

Y chromosome sequencing was minimal. (B) Male chimpanzee, Jeje (JJ3, Bossou). X and Y chromosome sequencing was
almost equal at half the level of autosomes.



|_||_|- ==l

SATELLITE

ANCESTRAL
NA

AMPLICONIC

|U||.II“|||.||.|..|“I._D|IIIIII|IH|.|II|..||H|.II‘|__|IIH|I|H||IH.IHHH‘_HHH I

200 —
150 —
00
50 —
80 —

yydaq

(A)

AHS

LAYSdY

Adz

INEL 4
88€170000009d LdSN3
¥€01770000009d LdSN3
Alal

AN

7192700000094 1dSN3
009700000094 1dSN3
AYNOTIN
8966700000094 LdSN3
¥691710000009d LdSN3
AVESNL

ALN

0769000000094 1dSN3
AEXAaa

ABdSN
1291200000094 1dSN3
1062200000099 LdSN
1052700000094 LdSN3
asnax

INAEIE]

C¢AvSdd
€6021000000941dSN3
G829¥0000009H1dSN3
¢2015000000941dSN3
G8¢.¥000000941dSN3
¢¥16¥000000DY 1LdSN3
¢¥.05000000941dSN3
87.05000000941dSN3
6891700000094 1LdSN3
¥.025000000941dSN3
1 /¥870000009H LdSN3
€¢16¥000000941dSN3
€6857000000O41dSN3
0/29¥000000941dSN3
8806700000094 LdSN3
701250000009 1dSN3
6¥.€70000009d1dSN3
G€./¥0000009d1dSN3
1269¥0000009H LdSN3
9€005000000941dSN3
6€£89700000094 1dSN3
¥GG25000000941dSN3
¥G00500000094 1dSN3
1909700000094 LdSN3
91100000094 1dSN3
€¥€05000000941dSN3
§96610000009d LdSN3
¢62.¥000000941dSN3
¢6G.¥000000941dSN3
1 160G00000094LdSN3
¢..€¥000000941dSN3
§/905000000941dSN3
99€1500000094H1dSN3
S0¥¥0000009d LdSN3
7160500000094 1dSN3
1G6.70000009H LdSN3
G6€15000000941dSN3
1 1€970000009H LdSN3
§015¥000000OH1dSN3
LG1€¥000000941dSN3
7950500000094 LdSN3
101¥€0000009H LdSN3I
¥891770000009d LdSN3
9920500000094 1dSN3
€6567000000941dSN3
628700000094 1dSN3
1£2/¥0000009d LdSN3
¥G..¥000000941dSN3
£/G9¥00000094 1LdSN3
G680500000094H1dSN3
0.¥/¥00000094d1dSN3
1669700000094 LdSN3
0L+9¥0000009H1dSN3
G0€87¥0000009H1dSN3
118820000009H LdSN3
021€2000000941dSN3
8056700000094 1LdSN3
1818700000094 LdSN3
G/9610000009d1dSN3
758050000009 LdSN3
2909100000094 LdSN3
¥G115000000941dSN3
62¢5€¥000000O41dSN3
G/G25000000941dSN3
1642700000094 LdSN3
792500000094 1LdSN3
8066170000009 1LdSN3
1821500000094 1LdSN3
0€5.10000009d LdSN3
¢1890000000941dSN3
8622700000094 1dSN3
6012700000094 1dSN3
8€€1€0000009H1dSN3

d satellite genes were

1COoNIC an

Y-linked gene
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(A) PRI sample: p = 0.950, P = 0.000353
Noninvasive sample: p = 0.695, P = 2.77e-06
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(B) PRI sample: p = 0.750, P = 0.0255
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Fig. S5 Relationship between sequence size and various statistics. Sequencing
size was positively correlated with (A) on-target proportion (saturated at around
80%) and (B) sequencing depth. Open circles: PRI samples. Closed circles:

noninvasive samples.
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Fig. S6 ADMIXTURE results. Each color in barplots indicates an
estimated ancestry. K: the number of populations. CV: cross-
validation.(A) K=1.(B) K=2. (C) K=3.(D)K=4. (E) K=5.
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Fig. S6 Continued.
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Fig. S7 Relationship between exome heterozygosity and the genome-wide N/S ratio in X
chromosomes. (A—C) The trends were similar to those observed for autosomes (refer to Fig. 5).
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Fig. S8 Results of functional enrichment analysis by Metascape.
Top terms are shown. (A) Kibale population. (B) Kalinzu population.
(C) Gombe population. (D) Mahale population.



