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Supplemental	figure	1.		CC	breeding	nomenclatures.	Funnel:	the	generaEons	from	the	iniEaEon	
of	maEng	of	the	G0	through	inbreeding.	Line:	funnels	only	in	the	inbreeding	stage	between	the	
G2:F1	and	the	point	they	became	more	than	90%	homozygous.	Strain:	a	“fully”	inbred	line	as	
well	as	the	final	CC	product.	



Supplemental	figure	2.	Founder	allele	frequency	distribu:ons	in	CC	popula:ons.	The	colors	represent	the	eight	founder	strains:	
A/J,	yellow;	C57BL/6J,	gray;	129S1/SvImJ,	pink;	NOD/ShiLtJ,	dark	blue;	NZO/H1LtJ,	light	blue;	CAST/EiJ,	green;	PWK/PhJ,	red;	and	
WSB/EiJ,	purple.	A)	Founder	allele	frequency	in	CC	exXnct	funnels.	B)	Founder	allele	frequency	in	CC	living	funnels	
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Supplemental	figure	3.	A)	The	number	and	haplotype	blocks	across	CC	cohorts.	B)	The	length	of	haplotype	blocks	across	CC	cohorts.	C)	
Heterozygosity	per	genera>on	in	CC	ex>nct	lines.	The	blue	line	represents	predicted	heterozygosity	from	a	simulated	model	and	the	red	line	
represents	the	observed	fit	line.	Gray	shading	represents	a	95%	CI	for	the	observed	fit	line.	D)	Genome	wide	distribu>on	of	heterozygosity	of	the	
CC	ex>nct	and	CC	sequenced	popula>ons.	E)	Pairwise	founder	contribu>ons	to	heterozygosity	across	CC	cohorts.	
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Supplemental figure 4. Phenotypes of 33 fertility traits in the CC extinct
 population with previously reported CC founder phenotypic values.
Color backgrounds separate traits into different categories: age 
(peach); organ size (azure); sperm count (beige); sperm motility 
(gray); morphology (sky blue), testis histology (ivory).



Supplemental figure 5. A screen capture of the image analysis 

tool for testis histology annotation.  A composite image from 

male OR1246m92 on the right, with glyphs indicating histological

features. 



Combined	epididymis	+	vas	deferens	weight	 Combined	epididymis	+	vas	deferens	weight	

Seminal	vesicle		(LOG	adjusted)	weight	 Seminal	vesicle	(LOG	adjusted)	weight	

Seminal	vesicle	(LOG	adjusted)	weight	Chr	X	 Seminal	vesicle	(LOG	adjusted)	weight	Chr	X	
	

Combined	tes@s	weight	 Combined	tes@s	weight	

Amplitude	of	lateral	head	displacement	(ALH)	 						Amplitude	of	lateral	head	displacement	(ALH)	

Percent	of	sperm	with	a	broken	tail	 Percent	of	sperm	with	a	broken	tail	

Percent	of	sperm	hyperac@vated	 Percent	of	sperm	hyperac@vated	

Supplemental	figure	5.	QTLs	of	reproduc8ve	traits	in	CC	ex8nct	lines.	Chromosomes	are	ordered	across	the	x-axis	with	
chromosome	number	labeled	at	the	top.	Y-axis	is	the	LOD	value.	Autosomes	and	X	chromosome	were	analyzed	separately.	
Red	line	indicated	a	genome	wide	LOD	significance	threshold	at	P	=	0.05,	the	gold	line	indicates	a	genome	wide	LOD	
significance	threshold	at	P	=	0.10.	Light	purple	boxes	indicated	the	95%	CI	for	QTL.		



Supplemental	figure	7.	Genome	wide	gene+c	diversity	for	the	six	CC	strains	that	have	a	PWK	allele	on	chromosome	2.	


