
Unsupervised	 FDR	<5%	

N=113	

N=67	

A)	

B)	

Proline((
transport(

Lipopolysacharide(((
metabolic(process(

Lipopolysacharide(((
biosynthe4c(process(

Metabolic**
process*

L5serine(metabolic(process(

Histone((
Modifica4on(

Regula1on**
metabolic*process*

Lumen&&
nuclear&

Intracellular**
organelle*

Mitochondrial&&
envelope&

Bi
ol
og
ic
al
	P
ro
ce
ss
	

(F
DR

	<
5%

)	

Genes	over	expressed	in	VS1	
Genes	over	expressed	in	VS6	
Mixture	of	genes	over	expressed	in	VS1	or	VS6		

Connecting	overexpressed	in	VS1	
Connecting	overexpressed	in	VS6	

1	(28%)	

2	(21%)	

3	(13%)	

1	(91%)	

2	(2%)	

3	(2%)	

2"

#2"

1"

#1"

0"

C)	 Total	num.	of	genes		
in	pathway		

%	

Ca
no

ni
ca
l	p
at
hw

ay
s	

0				10			20			30		40			50			60			70			80			90				

-log	
(p-value)	

Superpathway	of	Serine	and	Glycine	Biosynthesis	I	

tRNA	Charging	

Serine	Biosynthesis	

CMP-N-acetylneuraminate	Biosynthesis	I		

Phospholipase	C	Signaling	

T	Cell	Receptor	Signaling	

Molecular	Mechanisms	of	Cancer	

Folate	Transformations	I	

NFAT	role	Regulation	Immune	Response	

Autophagy	

4	

4	

2	

2	

3/5	

2/3	

4/6	

2	

3/3	

1/2	

Upstream	
regulator	

P-value	of	
overlap	

Number	of		
regulated		

genes	in	data	

D)	

ATF4 1,524 1,27E-09 11
TRIB3 -2,4 9,27E-09 6
EIF2AK3 	 2,23E-07 9
ALDH2 -2,219 1,18E-06 5
NR3C1 	 4,33E-05 17
NUPR1 -0,775 1,28E-04 15
WT1 	 4,10E-04 7
MTM1 	 5,70E-04 3
EIF2AK4 	 5,70E-04 3
GNE 	 9,38E-04 2
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E)	 Sized	by	number	of	genes;	colored	by	Z-Score		Disease	and	Function	

Categories Diseases	or	Functions	Annotation p-value Activation	z-score #	Molecules
Cell	Death	and	Survival apoptosis	of	tumor	cell	lines 1,47E-04 -0,708 30
Cell	Death	and	Survival cell	death	of	tumor	cell	lines 2,64E-04 -1,13 35
Cell	Death	and	Survival apoptosis 3,16E-04 0,464 50

Gene	Expression activation	of	DNA	endogenous	promoter 3,71E-04 -1,515 29
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Supplementary	Figure	4		

D)	Top	ten	upstream	
regulators	(predicted	
by	IPA)	are	listed	with	Z	
scores	and	the	overlap	
p-values	and	numbers	
of	regulated	genes	in	
data.	E)	Categories	in	
disease	and	function	
(predicted	by	IPA)	with	
the	highest	four	
significant	
subcategories	are	listed	
together	with	p-values	
and	activation	scores.	

Suppl.	Figure	4:	Differences	
between	two	consecutive	
treatments	(VS1	and	VS6)	for	
the	same	individual	(VS6	
resulted	in	continuous	
pregnancy).	A)	3D-PCA	plots	
and	heatmaps	of	expression	
profiling.	Right	and	left	side	
show	unsupervised	and	
ANOVA	at	FDR	<5%,	
respectively.		

B)	Ontology	
analysis	of	the	
180	genes	with	
strong	inter-
treatment	
differences	at	FDR	
<0.5,	both	
biological	process	
and	cellular	
component.		

C)	Top	ten	affected	
canonical	pathways	as	
revealed	by	IPA.	The	
lower	X-axis	
represents	the	–log(B-
H	p-value)	for	
enrichment,	while	the	
upper	X-axis	
represents	the	
percentages	of	
variable	genes	in	a	
given	pathway.		


