Table S1 Detailed information for de novo NGS assemblers
	Program
	Reference
	Website

	SSAKE
	[1]
	http://www.bcgsc.ca/bioinfo/software/ssake

	VCAKE
	[2]
	http://sourceforge.net/projects/vcake/

	QSRA
	[3]
	http://qsra.cgrb.oregonstate.edu

	SHARCGS
	[4]
	http://sharcgs.molgen.mpg.de

	Newbler
	[5]
	http://454.com/contact-us/software-request.asp

	Edena
	[6]
	http://www.genomic.ch/edena

	CABOG
	[7]
	http://wgs-assemblers.sf.net

	Shorty
	[8]
	http://www.cs.sunysb.edu/~skiena/shorty

	Euler-SR
	[9]
	http://euler-assembler.ucsd.edu/portal/

	ALLPATHS
	[10, 11]
	ftp://ftp.broad.mit.edu/pub/crd/ALLPATHS/Release-3-0

	ALLPATHS-LG
	[12]
	ftp://ftp.broadinstitute.org/pub/crd/ALLPATHS/Release-LG/

	Velvet
	[13, 14]
	http://www.ebi.ac.uk/~zerbino/velvet

	Euler-USR
	[15]
	http://euler-assembler.ucsd.edu/portal/

	ABySS
	[16, 17]
	http://www.bcgsc.ca/downloads/abyss/abyss-1.1.2.tar.gz

	SOAPdenovo
	[18]
	http://soap.genomics.org.cn/soapdenovo.html

	Taipan
	[19]
	http://taipan.sourceforge.net

	PCAP long-read assembler
	[20]
	http://seq.cs.iastate.edu/pcap.html

	MIRA3
	N/A
	http://sourceforge.net/projects/mira-assembler/files/

	Seqcons
	[21]
	http://www.seqan.de/uploads/media/MicroRazerS.zip

	Forge
	[22]
	http://sourceforge.net/projects/forge

	SR-ASM
	N/A
	https://ngslib.genome.tugraz.at/node/13

	LOCAS
	N/A
	www-ab.informatik.uni-tuebingen.de/software/locas

	Contrail
	N/A
	http://sourceforge.net/apps/mediawiki/contrail-bio/index.php?title=Contrail

	Ray
	[23]
	http://sourceforge.net/projects/denovoassembler/files/
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