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Missing	data
Not	pedigree!



blupf90	family
renf90.par



blupf90	family
renf90.par

• user_file
– a	matrix	is	read	from	file
– Matrix	is	stored	only	upper- or	lower-triangular	
– Matrix	file:

• row, col, value

• user_file_i
– As	before	but	the	matrix	will	be	inverted

• par_domin
– A	parental	dominance	file	created	by	program	RENDOM
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Common	problems	for	blupf90	family

• Wrong	data	file	and	pedigree	name	
– Program	does	not	stop	if	wrong	file	name	not	exist
– Check	outputs	for	data	file	name	and	number	of	
records	and	pedigree	read



Common	problems	for	blupf90	family
• Wrong	position	or	formats	for	observation	and	effects

• Misspelling	of	Keywords
– Program	may	stop

• (Co)variance	matrices	not	symmetric,	not	positive	
definite
– Program	may	not	stop

• Large	numbers	(e.g.	305-day	milk	yield	10,000	kg)	
– Scale	down	i.e.	10,000	/1,000	=	10



General	output	from	blupf90	family

Check	file	names	

Check	model	



General	output	form	blupf90	family

Check	(co)variances	

Check	number	of	records
And	pedigree	read		

Check	maximum
number	of	columns	
to	read



General	output	from	blupf90	family

- Output	printed	on	the	screen	is	not	saved	to	any	file!

- Should	use	redirection	or	pipes	to	store	output

renumf90
echo renum.par | renumf90 | tee renum.log

blupf90
echo renf90.par | blupf90 | tee blup.log

airemlf90
echo renf90.par | remlf90 | tee aireml.log



Run	in	background	+	Save	output	
$vi ai.sh
#type	the	following	commands	inside	ai.sh

blupf90 <<AA > blup.log
renf90.par
AA

#save	and	exit
$bash ai.sh &  #can	replace	sh by	bash

$vi gibbs.sh
#type	the	following	commands	inside	ai.sh

gibbs2f90 <<AA > gibbs.log
renf90.par
1000 0 
10
AA

#save	and	exit
$bash gibbs.sh & #can	replace	bash	by	sh


