
What	is	Mega2R:	
An	efficient	pathway	from	many	
data	formats	via	a	Mega2-created	
database	into	R	data	frames.	These	
data	can	be	easily	used	in	other	R	
packages	and	func=ons.	
Input:	
					Mega2	SQLite3	database	tables.	
	
Example	conversion	to	GenABEL:	
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What	is	Mega2:	
Data	reformaQng	tool	in	C++	for	
gene=c	analysis1,2	
Input	formats:	
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Mega2R->	

PLINK	PED/BED	 VCF/BCF	
Linkage	 Impute2	
Mega2	Annotated	

Recent	enhancements:	
•  SQLite3	Database	
•  Alignment	to	Reference	

Alleles	
SQLite3	Database	Tables:	

•  Pedigree/Person	tables	
•  Locus/Marker/Allele/Map	

tables	
•  Phenotype/Genotype	tables	

Availability:	
•  Open	source	(C++)	

implementa=on.	
•  Freely	available.	
•  Linux,	Mac,	Solaris,	and	

Windows	 		
hPps://watson.hgen.piP.edu/register/	

Output	formats/analysis	programs:	
(Recently	added)	
Minimac3/Shapeit	 VCF	
ROADTRIPS	 PLINK	
Loki	 Mendel	
PLINK/SEQ	 FBAT	
Cranefoot	 Morgan	
Merlin	 Beagle	
Mega2	Annotated	 Simwalk2	

IteraDon	wrapper:	
					Extensive	efficient	flexible	
wrapper	to	iterate	through	gene	
regions.	
					This	wrapper	can	run	R	
func=ons,	which	analyze	only	a	
single	region	at	a	=me,	on	mul=ple	
genes.	

Plink	Data	 Mega2	

SQLite3	
Database	 Mega2R	

GenABEL	

Region	extracDon:	
					Memory-efficient	extracDon	of	
ranges	of	genotype	data	within	
selected	regions.	
					Regions	can	be	defined	by	the	
user	or	by	using	a	transcrip=on	
database	such	as	those	available	in	
Bioconductor.	
					Genotype	data	is	compressed	in	
the	database	for	storage	purposes,	
Mega2R	can	extract	and	
decompress	data	for	use	in	
Mega2R’s	itera=ve	wrapper	or	for	
any	other	R	packages.	
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Example	R	funcDons:	
					Mega2pedgene3	
					Mega2GenABEL4	
					Mega2VCF	
					Mega2SKAT5	
Requirements:		R,	Mega2	
Available	with	tutorial:	CRAN		

Mega2	
Region	extracDon	diagram:	

Mega2->	

hPps://watson.hgen.piP.edu/mega2/mega2r/		
	


