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Supplementary	Figure	12	

The	proportion	of	TCC/TTC	mutations	relative	to	C/T	transitions	(excluding	those	in	CpG	contexts)	(Methods),	
for	ancient	samples	of	>2x	mean	coverage.	Each	map	shows	a	different	cultural	context/time	period	and	
colours	indicate	signal	strength.	
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Supplementary	Figure	13	884	

Strength	of	the	TCC/TTC	mutation	rate	signal,	quantified	using	the	proportion	of	TCC/TTC	mutations	relative	to	885	

transitions	 (left	 column)	 or	 area	 under	 the	 mutation	 rate	 curve	 (right	 column)	 (Methods)	 plotted	 against	886	

cumulative	coalescence	rates	with	Bon002,	a	10k-year-old	Anatolian	individual,	Bichon,	a	13k-year-old	Western	887	

HG,	SATP,	a	13k-year-old	Caucasus	HG,	and	Sidelkino,	a	11k-year-old	Eastern	HG.	The	cumulative	coalescence	rates	888	

are	calculated	as	the	integral	of	the	coalescence	rate	from	sample	age	to	50k	YBP.		889	
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Supplementary	Figure	14	

For	mutations	segregating	in	the	100	diploid	samples	(ref)	in	the	zigzag	simulation	of	Supplementary	Figure	2,	
we	plot	a	histogram	of	the	true	age	of	the	mutation	relative	to	lower	and	upper	ages	of	the	coalescence	events	
of	the	branch	on	which	this	mutation	occurred,	using	the	genealogy	of	these	100	diploid	samples	only	and	
stratified	by	whether	or	not	it	is	shared	with	sample	tsk_0	(left	and	right	panel).	We	additionally	stratify	by	age	
bins	of	lower	(rows)	and	upper	(columns)	coalescence	ages.	This	shows	that	mutations	that	are	singletons	in	
the	group	of	100	diploid	samples	and	are	shared	with	tsk_0	have	a	non-uniform	age,	whereas	all	other	
categories	are	close	or	nearly	identical	to	uniform	distributions.	
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