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Supplementary	Material	S1:	Microsatellite	genotype	RFU	peak	heights	for	three	of	the	faecal	samples.	All	samples	amplified	successfully	for	all	
10	microsatellite	loci	with	good	RFU	scores.	
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Supplementary	Material	S2:	Microsatellite	genotype	RFU	peak	heights	the	remaining	faecal	sample	(34877)	and	one	of	the	tissue	samples	
(27773).	All	samples	amplified	successfully	for	all	10	microsatellite	loci	with	good	RFU	scores.	The	microsatellite	loci	which	are	different	from	
the	other	faecal	samples	have	an	asterisk.	The	other	tissue	sample	was	not	amplified	for	microsatellite	loci.	
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Supplementary	Material	S3:	Gel	images	of	the	DNA	extractions	done	by	The	Centre	for	
Applied	Genomics	(TCAG)	at	the	Hospital	for	Sick	Children	(Toronto,	Ontario).	Samples	
included	in	this	study	are	labelled,	with	(a)	showing	the	two	tissue	samples	(27673	and	
27773)	and	three	of	the	faecal	samples	(34877,	24476,	and	24461),	and	(b)	showing	the	
other	faecal	sample	(40092).	The	faecal	samples	show	weaker	bands	at	the	larger	fragment	
size	than	the	tissue	samples.	
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Supplementary	Material	S4:	TapeStation	plots	from	The	Centre	for	Applied	Genomics	
(TCAG)	at	the	Hospital	for	Sick	Children	(Toronto,	Ontario)	for	the	faecal	(a-d)	and	tissue	(e-
f)	samples.	The	plots	show	the	distribution	of	fragment	sizes	for	each	DNA	extract,	with	the	
faecal	samples	vary	in	their	distributions	but	show	more	fragments	in	the	middle	of	the	size	
range.	
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Supplementary	Material	S5:	Fragment	Analyzer	(b,	d,	e,	f)	and	Bioanalyzer	(a,	c)	results	from	
The	Centre	for	Applied	Genomics	(TCAG)	at	the	Hospital	for	Sick	Children	(Toronto,	Ontario)	
for	the	faecal	(a-d)	and	tissue	(e-f)	samples.	The	distributions	are	similar	but	show	lower	
middle	peaks	for	the	faecal	samples.	
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Supplementary	Material	S6:	Distribution	of	read	lengths	for	the	Cold	Lake	(24461)	caribou.	
The	plots	(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	
reads),	and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	In	both	
cases,	the	reads	are	heavily	skewed	towards	150	bp.	
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Supplementary	Material	S7:	Distribution	of	read	lengths	for	the	Cold	Lake	(24476)	caribou.	
The	plots	(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	
reads),	and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	In	both	
cases,	the	reads	are	heavily	skewed	towards	150	bp.	
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Supplementary	Material	S8:	Distribution	of	read	lengths	for	the	Wood	Buffalo	(34877)	
caribou.	The	plots	(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	
low	quality	reads),	and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	
genome.	In	both	cases,	the	reads	are	heavily	skewed	towards	150	bp.	
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Supplementary	Material	S9:	Distribution	of	read	lengths	for	the	A	La	Peche	(40092)	caribou.	
The	plots	(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	
reads),	and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	In	both	
cases,	the	reads	are	heavily	skewed	towards	150	bp.	
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Supplementary	Material	S10:	Distribution	of	read	lengths	for	the	Fortymile	(27673)	caribou.	
The	plots	(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	
reads),	and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	In	both	
cases,	the	reads	are	heavily	skewed	towards	150	bp.	
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Supplementary	Material	S11:	Distribution	of	read	lengths	for	the	Tay	(27773)	caribou.	The	
plots	(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	
reads),	and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	In	both	
cases,	the	reads	are	heavily	skewed	towards	150	bp.	
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Supplementary	Material	S12:	Distribution	of	read	lengths	for	the	Cold	Lake	(24461)	caribou	
excluding	reads	at	150	and	149	bp	to	focus	on	the	distribution	of	the	short	reads.	The	plots	
(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	reads),	
and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	The	
distribution	in	read	length	does	not	change	between	all	raw	reads	and	those	which	are	
discarded.	
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Supplementary	Material	S13:	Distribution	of	read	lengths	for	the	Cold	Lake	(24476)	caribou	
excluding	reads	at	150	and	149	bp	to	focus	on	the	distribution	of	the	short	reads.	The	plots	
(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	reads),	
and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	The	
distribution	in	read	length	does	not	change	between	all	raw	reads	and	those	which	are	
discarded.	
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Supplementary	Material	S14:	Distribution	of	read	lengths	for	the	Wood	Buffalo	(34877)	
caribou	excluding	reads	at	150	and	149	bp	to	focus	on	the	distribution	of	the	short	reads.	
The	plots	(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	
reads),	and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	The	
distribution	in	read	length	does	not	change	between	all	raw	reads	and	those	which	are	
discarded.	
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Supplementary	Material	S15:	Distribution	of	read	lengths	for	the	A	La	Peche	(40092)	caribou	
excluding	reads	at	150	and	149	bp	to	focus	on	the	distribution	of	the	short	reads.	The	plots	
(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	reads),	
and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	The	
distribution	in	read	length	does	not	change	between	all	raw	reads	and	those	which	are	
discarded.	
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Supplementary	Material	S16:	Distribution	of	read	lengths	for	the	Fortymile	(27673)	caribou	
excluding	reads	at	150	and	149	bp	to	focus	on	the	distribution	of	the	short	reads.	The	plots	
(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	reads),	
and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	The	
distribution	in	read	length	does	not	change	between	all	raw	reads	and	those	which	are	
discarded.	
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Supplementary	Material	S17:	Distribution	of	read	lengths	for	the	Tay	(27773)	caribou	
excluding	reads	at	150	and	149	bp	to	focus	on	the	distribution	of	the	short	reads.	The	plots	
(a)	and	(b)	show	the	raw	reads	(after	trimming	adapter	sequences	and	low	quality	reads),	
and	(c)	and	(d)	show	the	reads	which	failed	to	align	to	the	reference	genome.	The	
distribution	in	read	length	does	not	change	between	all	raw	reads	and	those	which	are	
discarded.	
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