Supplementary Materials

Table S1. Copy numbers of bacterial 16S rRNA genes (for both total and SUP05 bacteria) in hydrothermal vent fluids of the Juan de Fuca Ridge. Standard deviations for three replicate qPCR assays are indicated. BDL = Below Detection Limit. 

	Field
	Vent
	Year
	Total bacteria

(copy number/mL seawater)
	SUP05 bacteria

(copy number/mL seawater)

	AV
	Bag City
	2007
	(14.0 ( 0.4) ( 104
	(1.1 ( 0.2) ( 103

	AV
	Cloud Pit
	2007
	(16.0 ( 0.6) ( 103
	(4.1 ( 0.4) ( 103

	AV
	Gollum
	2007
	(2.2 ( 0.2) ( 104
	BDL

	AV
	Marker 113
	2007
	(9.8 ( 0.7) ( 105
	(1.1 ( 0.2) ( 103

	AV
	Bag City
	2008b
	(1.4 ( 0.1) ( 105
	(7.7 ( 0.6) ( 103

	AV
	Cloud Pit
	2008b
	(3.8 ( 0.1) ( 104
	(1.2 ( 0.5) ( 103

	AV
	Marker 33
	2008b
	(0.8 ( 0.2) ( 104
	(0.7 ( 0.1) ( 103

	AV
	Marker 113
	2008b
	(0.6 ( 0.2) ( 105
	BDL

	AV
	Gollum
	2009
	(5.2 ( 0) ( 103
	BDL

	AV
	Hermosa
	2009
	(0.7 ( 0.7) ( 104
	BDL

	AV
	Marker 33
	2009
	(3.2 ( 0.3) ( 104
	(1.3 ( 0.4) ( 103

	AV
	Marker 113
	2009
	(0.9 ( 0.2) ( 105
	BDL

	AV
	Bkgd
	2009
	na
	na

	ES
	Clam bed
	2008a
	na
	na

	ES-MEF
	Easter Island
	2008a
	na
	na

	ES-MEF
	Hulk
	2008a
	na
	na

	ES-M
	Cauldron
	2008b
	(6.0 ( 0.7) ( 104
	BDL

	ES-MEF
	Easter Island
	2008b
	na
	na

	ES-HR
	Godzilla
	2008b
	(4.6 ( 0.1) ( 104
	(70.0 ( 0.3) ( 101

	ES-MEF
	Hulk
	2008b
	(4.4 ( 0.3) ( 103
	(1.7 ( 0.2) ( 103

	ES-HR
	Fairy Castle
	2009
	(0.4 ( 0.1) ( 105
	(1.7 ( 0.1) ( 103

	ES-MEF
	Hulk
	2009
	(1.0 ( 0.4) ( 105
	BDL

	ES-M
	Phang
	2009
	(1.1 ( 0.2) ( 105
	BDL

	ES
	Bkgd
	2009
	(4.9 ( 0.6) ( 105
	(0.8 ( 0.1) ( 103
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Figure S1. Partial 16S rDNA -proteobacteria phylogenetic tree constructed using the maximum likelihood method implemented in PHYML. Clone prefixes were assigned as follow: the first letters indicate the vent fields: AV= Axial Volcano (in blue) and ES= Endeavour Segment (in red), followed by the year (07= 2007 and 08=2008) and the last letters the diffuse vent sampled: BC= Bag City, CP= Cloud Pit, H= Hulk, and G= Godzilla. The last numbers indicate clones #. The number of clones that are ≥97% identical to a given hydrothermal vent clone is indicated in parentheses. GenBank accession numbers are provided (in brackets) for all other clones not sequenced in this study. The percentage of 100 bootstrap resamplings above 50% is indicated. The scale bar indicates the number of amino acid substitutions per site. 
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