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I	work	in	statistical	problems	that	usually	appear	in	the	analysis	of	proteomics	and	genomics	
data.	For	example,	in	these	applications,	some	variables	may	be	measured	with	error,	the	
number	of	features	is	much	larger	than	the	number	of	observations,	the	observations	are	not	
always	independent,	outliers	are	present	in	the	data,	among	others.	Some	extensions	of	
classical	estimation	approaches	have	been	proposed	to	address	some	of	these	characteristics	
and	others	remain	open	problems	for	future	research.		

I	suggest	the	following	papers	but	you	are	also	welcome	to	discuss	with	me	other	options	of	
your	interest.	As	a	general	goal,	I	expect	the	student	to	understand	the	theoretical	contribution	
of	the	papers,	to	know	the	related	literature,	to	reproduce	and/or	complete	some	of	the	
theoretical	results,	to	explain	its	relevance,	and	to	test	the	proposed	methodology	in	simulated	
and/or	real	data.	Once	the	student	selects	one	of	these	papers,	I	will	give	more	specific	details	
in	an	individual	meeting	with	the	student.			
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