Supporting Table 1
Table S1A. 
	Illumina Genome Analyzer 2 
	DNA source
	sequenced (bp)
	% retained for assembly with SOAPdenovo

	1 lane 2*36bp paired end 351.9bp insert
	single focal male*
	501,771,744
	88%

	5 lanes 2*50bp paired end 351.9bp insert
	
	7,810,156,600
	77%

	3 lanes 2*76bp paired end 351.9bp insert
	
	4,795,657,912
	62%

	4 lanes 2*101bp paired end 351.9bp insert
	
	9,022,006,194
	59%

	
	
	
	

	
	
	
	

	Roche 454 Titanium FLX
	DNA source
	 sequenced (bp)
	

	shotgun (mean length 314.1bp)
	single focal male*
	10,251,826,757
	

	paired end 8kb insert
	10 males, brothers of the focal male
	2,165,668,454
	

	paired end 20kb insert
	31 males, brothers of the focal male
	1,265,109,328
	


* DNA from the single focal male was used to construct both the Illumina paired-end library and the Roche 454 shotgun library

Table S1B. 
	Read depth
	N (1kb valid)
	mean CpGO/E
	Mean GpCO/E

	All
	285866
	1.42
	1.25

	0 
	54070
	1.47
	1.26

	≥ 1
	231796
	1.40
	1.25

	≥ 5 
	120334
	1.38
	1.24

	≥ 10 
	26287
	1.25
	1.23

	≥ 15 
	10771
	1.07
	1.21

	≥ 50 
	4549
	0.98
	1.19


Table S1C. 
	Read depth 
	Percentage of 1 kb windowsa
	Spearman’s ρb

	≥ 1
	100%
	-0.12

	≥ 5
	52%
	-0.16

	≥ 10
	11%
	-0.42

	≥ 15
	5%
	-0.27



a note that > 70% of all windows had at least 1 mapped approximately unique read, which comprise this dataset

b all are highly significant (P << 0.05)

Table S1D.
	Amplicon
	Forward
	Reverse

	SI2.2.0_02804 A
	AAGATGTATTTTTTAGTTTGTAAAAT
	TTTATCTCTTTATTATCATATCATTAATTA

	SI2.2.0_11212 A
	TGTTTTTTAAAGTATTATAAAAGAGAGTAT
	CAAAATCTACAACTATTTATCTAAATC

	SI2.2.0_01715 A
	TTGTTAAATTTTTAGAATTAAGATT
	CTTCTTTATCAATATAAAAAACTTC

	SI2.2.0_04337 A
	TAGTTTTAATTTTATAATGAAAATGG
	TAATAAACTATAAAAATTTTCACACTATAC

	SI2.2.0_02224 A
	ATAGTAGTGGTAGAGAGTAAAATAATG
	ACAACTACTCAATAAATTAACTACC

	SI2.2.0_06784 A
	TTTTTTGGGGTAATTAATTTGTTTG
	TAACCCAATAATCCTTCTTATTAAC

	SI2.2.0_07681 A
	GATATTGTTAAATAAAGTGTTATAAAA
	TTATCATCATAATAAAAATAAAACTC

	SI2.2.0_05223 A
	TAAAAATTTTAAAAGTTGTAGTAGG
	TACAAATAATACTAAATCCTTATCC

	SI2.2.0_02803 A
	TATTTATATTTTTTTATTTTTAGTTGTA
	AATTTCCCATATTATAAATCTTATC


Table S1E. 
	GO Biological Process Term
	Fold enrichment
	P-value
	Benjamini P-value

	GO:0044260~cellular macromolecule metabolic process
	2.0
	0.001
	0.254

	GO:0016070~RNA metabolic process
	3.8
	0.002
	0.363

	GO:0034660~ncRNA metabolic process
	8.5
	0.003
	0.349

	GO:0042254~ribosome biogenesis
	14.1
	0.003
	0.286

	GO:0009987~cellular process
	1.4
	0.003
	0.276

	GO:0006139~nucleobase, nucleoside, nucleotide and nucleic acid metabolic process
	2.3
	0.005
	0.341

	GO:0044237~cellular metabolic process
	1.6
	0.005
	0.319

	GO:0033365~protein localization in organelle
	9.9
	0.007
	0.365

	GO:0034613~cellular protein localization
	6.3
	0.007
	0.338

	GO:0034470~ncRNA processing
	9.8
	0.007
	0.312

	GO:0022613~ribonucleoprotein complex biogenesis
	9.6
	0.008
	0.303

	GO:0006396~RNA processing
	4.3
	0.010
	0.365

	GO:0034641~cellular nitrogen compound metabolic process
	2.1
	0.011
	0.365

	GO:0006364~rRNA processing
	16.9
	0.013
	0.380

	GO:0016072~rRNA metabolic process
	16.5
	0.013
	0.374

	GO:0043170~macromolecule metabolic process
	1.6
	0.016
	0.401

	GO:0010467~gene expression
	2.1
	0.018
	0.435

	GO:0070727~cellular macromolecule localization
	4.6
	0.020
	0.448

	GO:0008104~protein localization
	3.5
	0.026
	0.508

	GO:0006807~nitrogen compound metabolic process
	1.9
	0.026
	0.497

	GO:0019222~regulation of metabolic process
	2.1
	0.027
	0.495

	GO:0015031~protein transport
	4.1
	0.031
	0.525

	GO:0043484~regulation of RNA splicing
	10.3
	0.033
	0.530

	GO:0045184~establishment of protein localization
	4.0
	0.034
	0.523

	GO:0031323~regulation of cellular metabolic process
	2.1
	0.036
	0.535

	GO:0006886~intracellular protein transport
	5.2
	0.039
	0.546

	GO:0060255~regulation of macromolecule metabolic process
	2.1
	0.041
	0.553

	GO:0044085~cellular component biogenesis
	2.6
	0.042
	0.545


Table S1F. 
	Data
	
	Assembly without 8kb- or 20kb- paired data
	
	Assembly with 8kb- and 20kb- paired data
	
	Stringency of assembly parameters

	
	
	Minimal overlap parameters
	Contig 
N50
	number of contigs > N50
	
	Minimal overlap parameters
	Scaffold N50
	number of scaffolds > N50
	
	

	
	
	identity
	length
	
	
	
	identity
	length
	
	
	
	

	454
	
	90% (default)
	40bp (default)
	11,325 bp
	7,947
	
	90% (default)
	40bp (default)
	615,633 bp
	133
	
	low

	454
	
	98%
	100bp
	10,466 bp
	8,773
	
	98%
	200bp
	620,779 bp
	132
	
	high

	454 & Illumina
	 
	98%
	100bp
	12,703 bp
	6,890
	 
	98%
	200bp
	720,578 bp
	104
	 
	high


Table S1G. 
	
	Forward
	Reverse

	Vg1
	CAAAGCAACAGGTCCATCCAT
	AGAAGGGCATTGTCTTGTTTAGAGA

	Vg2
	GAAAGCCTTCATTCCATAAGC
	GCCTGACTTGATACCTTTGCTA

	Vg3
	GAAAATGGTTGCTAGTAATGATGCC
	AAGTGGGCTTACGGAGGAAGTT

	Vg4
	CGATATGGTACTAAGAATATGGCGAC
	GCACTATACGTGTGTCATTATGAGC

	Rp9
	GTGACGATCTTTCGGCATGG
	TTGGAGAAGACCGACGGAAT

	Rp37
	GTGAAGGCAAAGAGGAGGAAGA
	TCTTGAATTTGCGGCGTACA

	H2A
	TTCATCGTCTCCTCAGAAAAGGT
	ATCACGGCGGCGAGATAG


