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	 Building	on	work	from	my	thesis,	I	will	be	comparing	Pin2/TERF1-interacting	protein	(PinX1)	
sequences	from	mouse,	Xenopus	laevis,	and	humans.	I	will	do	both	DNA	and	amino	acid	alignments	and	
compare	the	results	to	PSIPRED	secondary	structure	predictions.	This	will	hopefully	provide	some	
indication	of	conservation	of	sequence	and	domain	structure,	which	may	explainh	
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Figure 2. Example of amino acid alignment from mPinX1 vs Xenopus laevis PinX1. Vertical 

dashes indicate a match between the two sequences. Percentage match for this example is 49.13%. 

Percentage match is calculated as ‘# matches/Alignment Length’. 

	 Next,	amino	acid	sequences	were	analyzed.	Despite	low	DNA	sequence	align
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	 PSIPRED	analysis	predicted	similar	structures	for	all	of	the	orthologs	(>80%	for	all	comparisons).	
The	N-terminals	of	all	of	the	proteins	is	very	highly	conserved.	While	again	the	human	and	mouse	
proteins	are	more	similar	to	one	another	than	to	Xenopus,	each	of	the	PinX1	orthologs	share	several	
predicted	helices	at	the	C-terminus,	which	is	where	the	telomerase	inhibitory	domain	is	thought	to	be	
located.	

	 Experiments	with	truncated	versions	of	hPinX1	and	xPinX1	found	that	only	the	C-terminal	region	
was	involved	in	telomerase	inhibition.	This	makes	this	region	the	focus	of	analysis	when	looking	for	
possible	conservation	between	PinX1	orthologs.	Based	on	the	DNA	sequence	alignments,	the	mouse	and	
human	genes	exhibit	some	sequence	similarity,	but	even	in	these	closely	related	organisms	(relative	to	X.	


