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To	 analyze	 the	 biological	 processes	 and	 possible	
p r o g n o s 4 c	 r o l e	 o f	 E G F L 7	 i n 	 G BM ,	 u s i n g	
immunohistochemistry	and	in	silico	approaches.		

This	study	gives	 insights	regarding	biological	processes	and	
signaling	pathways	related	to	EGFL7	expression	as	well	the	
genes	 that	 are	 correlated	 with	 EGFL7,	 which	 should	 be	
further	 inves4gated	 in	 order	 to	 elucidate	 their	 role	 in	
glioblastoma	 biology	 and	 to	 develop	 new	novel	 treatment	
strategies	 that	 will	 impact	 in	 the	 overall	 survival	 of	 GBM	
pa4ents.	

RNAseq	TCGA	GBM	dataset		
EGFL7	expression	(n=152) 

  B
io

in
fo

rm
at

ic
s 

Overall	 survival	was	analyzed	 in	each	dataset	using	 log	 rank	
sta4s4cal	analysis	(p<0,005)	

Intensity	(I)	–	0	to	3	
Extension	(E)	–	0	to	3	
0	–	no	reac4on						2+	-	25%	-	50%	
1+	-	un4l	25%									3+	-	50%	-100%	

Clinicopathological	 and	 molecular	 data	 from	 pa4ents	 (age,	
gender,	 tumor	 loca4on,	 KPS,	 and	 overall	 survival)	 were	
associated	with	the	expression	of	each	gene	

The	average	life	span	of	pa4ents	with	glioblastoma	(GBM)	is	
of	 14	 months	 despite	 the	 advances	 in	 GBM	 treatment.	
Thus,	 there	 is	 a	 need	 to	 iden4ty	 biomarkers	 of	 prognos4c	
and	 treatment	 response	 to	 be	 able	 to	 development	 new	
novel	treatment	strategies.	EGFL7	is	a	pro-angiogenic	factor	
that	 might	 play	 a	 role	 in	 tumor	 progression	 through	
media4on	 of	 metastasis,	 prolifera4on,	 and	 angiogenesis.	
Also,	we	previously	described	the	associa4on	of	high	EGFL7	
expression	 and	 unfavorable	 outcome	 of	 pilocy4c	
astrocytoma	pa4ents.		
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The	 in	 silico	analysis	 found	78	genes	
strongly	correlated	to	the	expression	
of	EGFL7.	These	genes	were	enriched	
in	 angiogenesis,	 cell	 adhesion	
process	 and	 PI3K-Akt,	 Notch	 and	
Rap1	signaling	pathways.		

Z-score	of	
EGFL7	

LOW:	Z-score≤-2.0	

NORMAL:	between	-2.0	e	2.0	

HIGH:	Z-score≥	2.0	
 

Enrichment	analysis	of	Gene	Ontology	(GO)	and	
pahtway	KEGG		on	portal	DAVID	

DiferenZally	expressed	genes																		
fold	change	>	2,0	e	FDR	<	0,05		

PaZent	score	(I+E)	
0		to	2:	negaZve	expression		
3	to	6:	posiZve	expression	

Fig.	 1	–	 Overall	 survival	 curves	 of	 78	GBM	
pa4ents	according	to	EGFL7	expression.	

Cox	 analysis	 showed	 that	 GBMs	 with	 high	 EGFL7	
expression	presented	a	1.61-higher	risk	of	death.	

Table	 1–	 EGFL7	 expression	 and	 its	 associa4on	 with	
clinicopathological	data.	

CONCLUSION	

Tissue	microarray	(n=78)	

123456-2020	to	PGG	
12446/2021	to	BHBC	
1235349/2018	to	LTB	


