Table S1.
	Sample
	BBAY01
	BBAY02
	BBAY04
	BBAY15

	Total number of reads
	88539
	10689
	11452
	179171

	Average base per insert
	10317+/- 2357
	9000 +/- 1800
	12302 +/- 4571
	11989+/- 2750

	Average cleared bases per read
	872

+/- 156
	823

+/- 146
	821

+/- 19
	745

+/- 166

	Total number of scaffolds
	4048
	330
	386
	6260

	Total number of bases in scaffolds
	8799498
	719652
	697703
	22709630

	Mean base per scaffold
	2173
	2180
	1807
	3627

	Max base in scaffold
	75164
	11896
	7155
	583492

	Number of unassembled reads
	73856
	6803
	8578
	46378

	Total unique sequence [bases]
	594115571
	7688069
	8521778
	74879373

	Number of predicted proteins [after removal of eukaryotic sequences]
	101237
	12171
	10995
	95724

	Proteins with hits against COG

[E<10-20] [adjusted for coverage]
	35561 [48193]
	4152 [4546]
	2782 [2859]
	27162 [54193]

	Proteins with hits against TIGRFAM [E<10-20] [adjusted for coverage]
	7123 [11167]
	779 [905]
	468 [486]
	5560 [13823]

	Genome equivalent based on marker COG count
	46.5
	3.3
	1.6
	40.9

	Taxonomic assignments [Megan]
	
	
	
	

	ORFs
	101237
	12171
	10995
	95724

	assigned
	74259
	8724
	6322
	65647

	no hits
	24216
	3194
	4606
	29286

	Bacteria
	66716 [89.9]
	7967 [91.3]
	5423 [85.8]
	59074 [90.0]

	Archaea
	970 [1.3]
	133 [1.5]
	55 [0.9]
	966 [1.5]

	Eukaryota
	606 [0.8]
	90 [1.0]
	462 [7.3]
	1673 [2.5]

	Viruses
	1785 [2.4]
	227 [2.6]
	1 [0.0]
	175 [0.3]

	Cellular organism
	3759 [5.1]
	519 [5.9]
	365 [5.8]
	3503 [5.3]

	Root
	423 [0.6]
	58 [0.7]
	16 [0.3]
	226 [0.3]

	
	
	
	
	


