
Supplementary	Figure	1	
	
	

	
	
	
Commonality	in	stress-dependent	gene	expression	change	in	males	and	females.	Heat	map	
representing	the	normalized	read	density	of	the	65	genes	that	are	either	up-regulated	(FC>=1.5,	

p<0.001)	or	down-regulated	(FC<=-1.5,	p<0.001)	after	stress	in	both	male	and	female	BDNF
+/+
	

mice.	Genes	in	bold	have	a	known	function	in	stress.	C:	unstressed	BDNF
+/+
;	S:	stressed	BDNF

+/+
.	 
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Supplementary	Figure	2	
	
	

	
	
	
	
	
Translational	profile	in	response	to	stress	of	CA3	pyramidal	neurons	is	similar	across	oestrous	
cycle	stages.	(a)	(Left)	Venn	diagram	depicting	the	number	of	genes	altered	by	acute	stress	in	
females	in	proestrus	(high	oestradiol,	dark	pink	circle),	females	in	metoestrus/dioestrus	(low	
oestradiol,	light	pink	circle),	and	males	(blue	circle)	(Z-score	<	0.001;	absolute	fold	change	>	1.5).	
(Right)	Venn	diagrams	are	broken	into	up-regulated	(red	arrow)	and	down-regulated	(blue	
arrow)	genes.	(b)	Heat	map	representing	the	normalized	read	density	of	the	100	genes	with	the	
highest	variance	across	all	groups.	C:	unstressed	BDNF+/+;	S:	stressed	BDNF+/+;	E2:	estradiol.	
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Supplementary	Figure	3	
	
	

	
	
	
	
	
	
Behavioural	similarities	between	sexes	and	genotypes.	(a)	Time	spent	in	the	centre	of	the	
arena	and	(b)	distance	travelled	in	the	open	field	during	the	habituation	phase.	(c)	Total	time	
exploring	either	object	during	the	acquisition	phase.	Values	are	mean	+	SEM	of	19-29	
determinations.	T-tests	are	negative	for	all	of	the	comparisons.	p<0.05	C:	unstressed	BDNF+/+	
(n=19	males,	n=28	females);	VM:	unstressed	BDNFMet/+	(n=29	males,	n=20	females).		
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Supplementary	Figure	4	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
Gprin3	is	enriched	in	TRAP	fraction.	Raw	counts	of	translating	ribosome	affinity	purification-
immunoprecipitation	(TRAP-IP)	and	unbound	mRNA	isolations	for	Gprin3	in	the	TRAP	fraction	
and	the	glial	specific	marker	Gfap	in	the	unbound	fraction.	Values	represent	the	mean	+	SEM	of	
8	determinations	(combination	of	both	sexes,	genotypes	and	stress	treatments)	per	group.	*z-
score	≤	0.001.		
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