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Summary:

The	activity	of	Exheus	S.L.	focuses	on	analysing	gene	expression	in	blood	samples	by	using	Next	Generation	Sequencing	(NGS)	technologies	together	with	artificial
intelligence	algorithms	to	produce	reports	on	the	health	status	of	its	users	based	on	the	expression	levels	of	their	genes.	The	information	provided	is	actionable	so	that
users	 can	 make	 changes	 in	 their	 eating	 habits,	 physical	 exercise,	 etc.	 and	 thus	 optimise	 their	 quality	 of	 life.	 In	 a	 first	 stage	 of	 the	 company's	 development,	 the
methodology	has	been	applied	to	the	world	of	sport.	At	Exheus,	we	have	a	deep	understanding	of	the	effects	of	sport	on	gene	expression,	but	now	we	intend	to	pursue
new	lines	of	research	and	identify	more	biomarker	profiles	with	which	to	characterise	other	problems	of	the	human	organism	such	as	the	ageing	process,	cardiovascular
diseases	 or	metabolic	 diseases.	The	main	objective	of	 this	project	 is	 to	use	 information	provided	by	 the	massive	next-generation	sequencing	 technology	RNAseq	 to
create	a	definition	of	normalised	gene	expression	in	a	population,	develop	an	artificial	intelligence	model	with	supervised	learning	and	thus	be	able	to	characterise	the
differences	that	may	pose	a	risk	to	health	at	an	individual	level,	with	the	study	of	the	deviation	of	that	sample	with	respect	to	the	rest	of	the	population.	To	carry	out	this
task,	the	starting	point	is	to	select	the	numerical	method	with	which	to	quantify	the	differences	at	a	statistical	level,	establish	a	normal	population	parameter,	then	build
and	train	an	artificial	intelligence	algorithm	to	differentiate	between	the	different	characteristic	profiles	of	each	case	study	and	finally	evaluate	the	effectiveness	of	the
model	to	predict	the	particularities	of	a	single	sample.	In	other	words,	the	big	difference	in	the	data	processing	proposed	by	Exheus,	with	respect	to	current	solutions,	is
the	 generation	 of	 algorithms	 that	 group	 the	 data	 to	 analyse	 "what	 is	 normal"	 in	 an	 individual,	 and	 differentiate	 it	 from	 "what	 is	 not	 normal"	 to	 provide	 real-time
information	on	the	changes	that	occur	in	any	organism.
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Expected	skills::

Good	organizational	skills.	•	Team	player.	•	Drive	and	determination.	•	Desire	to	learn.	•	Enjoy	solving	problems;	engaged	and	motivated.	•	Ability	to	communicate
effective	both	verbally	and	in	writing.Strong	skills	in	data	visualization	tools.	•	Technical	proficiency,	scientific	creativity,	collaboration	with	others	and	independent
thought.	Good	level	of	statistical	programming	(R,	Python,	SQL	and	others).	managing,	processing,	performing	quality	control	and	analysis	of	large	amounts	of	Next
Generation	Sequencing	data.	Fluent	in	English.

Possibility	of	funding::

Yes

Possible	continuity	with	PhD:	:

Yes

Comments:

We	are	looking	for	a	talented	Bioinformatics	student	to	join	our	growing	team	of	Data	Scientists	and	to	grow	with	us.
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