Supplementary Table 1: Comparison of contigs produced by ContigExtender, PRICE, Kollector, GenSeed, and metaSPAdes from in silico reads of the BKV and HIV viruses. Runs that fail to produce extension are marked “NA”.

	
	Error Rate = 0.01
	Error Rate = 0.05

	Virus
(Genome)
	Read
Length
(bp)
	Depth
(x)
	Spike-in
peaks
	Contig
Extender
(kb)
	PRICE
(kb)
	GenSeed
(kb)
	Kollector
(kb)
	Meta
SPAdes
(kb)
	Contig
Extender
(kb)
	PRICE
(kb)
	GenSeed
(kb)
	Kollector
(kb)
	Meta
SPAdes
(kb)

	BKV
(5.2kb)

	100

	10
	
	2.8
	3.6
	NA
	2.0
	2.8
	4.5
	4.5
	NA
	NA
	3.5

	
	
	20
	
	4.8
	4.8
	1.2
	3.4
	4.9
	4.9
	4.8
	NA
	NA
	4.9

	
	
	20
	yes
	4.9
	4.8
	1.2
	3.4
	4.9
	3.9
	4.8
	NA
	NA
	4.9

	
	
	50
	
	4.9
	4.8
	1.2
	4.4
	4.9
	4.8
	4.8
	1.1
	NA
	4.9

	
	250

	10
	
	4.7
	4.0
	NA
	NA
	4.9
	4.9
	2.7
	NA
	NA
	3.1

	
	
	20
	
	4.8
	5.0
	1.2
	NA
	4.9
	5.1
	4.8
	NA
	NA
	4.9

	
	
	20
	yes
	5.0
	5.1
	1.2
	NA
	4.9
	5.1
	5.1
	NA
	NA
	4.9

	
	
	50
	
	4.9
	5.1
	1.4
	3.3
	4.9
	5
	5.1
	NA
	NA
	3.2

	HIV1
(9.2kb)

	100

	10
	
	5.2
	2.4
	1.2
	1.6
	5.2
	1.4
	1.0
	NA
	NA
	2.7

	
	
	20
	
	8.7
	8.6
	1.2
	2.7
	6.3
	8.5
	8.6
	NA
	NA
	5.1

	
	
	20
	yes
	8.6
	8.9
	1.2
	2.7
	4.8
	8.8
	8.6
	NA
	NA
	7.9

	
	
	50
	
	8.6
	8.9
	1.4
	4.8
	8.5
	8.6
	8.9
	NA
	NA
	5.1

	
	250

	10
	
	8.9
	6.7
	1.3
	NA
	7.4
	6.5
	1.6
	NA
	NA
	3.3

	
	
	20
	
	8.8
	9.0
	1.3
	2.9
	7.4
	9.1
	9.1
	NA
	NA
	4.8

	
	
	20
	yes
	8.6
	8.5
	1.3
	NA
	5.1
	9.1
	9.0
	NA
	NA
	7.1

	
	
	50
	
	8.6
	9.0
	1.4
	3.6
	5.5
	8.8
	9.1
	1.2
	1.2
	8.7





[bookmark: _Hlk33747994][bookmark: _GoBack]Supplementary Table 2: Contig lengths produced by ContigExtender on simulated paired-end reads from pIRS (read length 100, error rate 0.05). Runs that fail to produce extension are marked “NA”.

	Genome, genome size
(Coverage)
	PRICE (kb)
	GenSeed
(kb)
	Kollector
(kb)
	ContigExtender 
(kb, using insert size constraint)
	ContigExtender (kb, ignoring insert size constraint)

	BASV, 11.9kb (cov=10)
	0.8
	NA
	NA
	1.8
	1.9

	BASV (cov=20)
	7.8
	1.1
	4.4
	5.6
	8.1

	BKV, 5.2kb (cov=10) 
	0.8
	1.1
	NA
	2.8
	3.0

	BKV (cov=20)
	4.9
	1.1
	NA
	5.0
	5.1

	HIV1, 9.2kb (cov=10) 
	0.7
	NA
	1.6
	2.7
	2.3

	HIV1 (cov=20)
	6.8
	1.1
	6.3
	7.3
	9.4



