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MOTIVATION

v As metastasis is the most common cause of
cancer-related death , there is an urgent
need to discover new therapies for treating
metastasized cancers .

v Cancer cell lines are widely-used for
studying cancer biology and testing drug
candidates. However, many drugs with
promising preclinical results fail in clinical
settings.

v Thus, it is necessary to understand how
adequately cancer cell lines imitate the
tumor in patients .

v The recent accumulation of large-scale
genomic data in cell lines, patient derived
xenografts and organoids have a great
potential to evaluate the suitability of cell
lines as metastatic cancer research model.

OBJECTIVE

v To	evaluate	the	suitability	of	available	
prostate	cancer	models	for	studying	
metastatic	prostate	cancer.

v To	determine	the	extent	of	
resemblance	between	prostate	cancer	
cell	lines	and	prostate	cancer	samples	
in	terms	of	gene	mutation	frequency	
and	copy	number	variation.

v To	compare	the	transcriptome of		
prostate	cancer	cell	lines,	organoids	
and	patient-derived	xenografts	(PDX).
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RESULTS

Table	1	:	Top	mutated	gene	frequencies	across	Primary	Cancer	Samples,	
Metastatic	Cancer	Samples	and	CCLE	cell	lines	for	prostate	cancer

Fig		1	:	Copy		Number	Variation	across	MET500	and	CCLE	cell	lines

Fig	2	:	Oncoprint of somatic mutation profile between MET500 and CCLE
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Fig	3	:Transcriptome Correlation	of	MET500	samples	and	all	CCLE	celllines.	

Fig	4:	Transcriptome Correlation	of	MET500	samples	with	prostate	celllines,	PDX	and	
organoids	

vHighly	mutated	GUCY2D	and	GLI2	of	MET500	
prostate	adenocarcinoma	sample	did	not	
mutated	in	CCLE	prostate	cancer	cell	lines.

vThe	median	CNV	profiles	of	CCLE	cell	lines	and	
MET500	prostate	cancer	samples	were	highly	
correlated	except	for	genes	AR,	HEPH,	MSN,	
AMER1	and	PRKY.

v Prostate	cancer	PDX	shown	more	correlation			
than	prostate	cancer	cell	lines	in	transcriptome
analysis.
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