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ABSTRACT 

Culture-independent methods have revolutionized environmental microbiology and 

geomicrobiology studies and next-generation sequencing and metagenomics techniques continue 

to reveal the vast genetic diversity of microorganisms. But, these approaches provide 

comparatively little quantitative information about the roles that naturally occurring microbial 

gene variations play in local biogeochemical cycling. The goal of this study was to identify how 

the physical distribution and genetic diversity of microbial genes within a habitat impact 

environmental geochemistry by examining the biogeography of 16S rRNA genes and bacterial 

sulfur oxidation (Sox) genes in terrestrial sulfidic springs. 16S rRNA gene pyrosequences were 

obtained from microbial mats inhabiting eight sulfidic springs in the United States. 

Pyrosequences were clustered to determine occurrence patterns and the results found that most of 

the 16S rRNA genes were unique to the springs from which they were retrieved. The occurrence 

of microbial populations at each spring correlated to specific geochemical conditions, 

particularly among putative sulfur-oxidizing bacterial groups. Closer examination of a single 

outflow channel from Rattlesnake Spring in Oklahoma (USA) using twenty-five samples 

revealed that the distribution of microbial populations were locally distributed and correlated to 

geochemical conditions. However, cluster-based genetic analysis from this site indicated that 

inherent biases associated with point sampling affect interpretations of microbial biogeographic 

patterns. Evaluation of soxB genes from the Rattlesnake Spring outflow channel indicated that 

the occurrences and distribution patterns of the genes correlated to geochemical conditions 

within the spring, like the 16S rRNA genes. However, analysis of the translated soxB gene amino 

acid sequences suggested that the SoxB enzymes could be functionally different. The spatial 

distribution of the soxB gene variants along the outflow channel could indicate niche partitioning 

among the bacteria that oxidize reduced sulfur compounds within the spring because the genes 
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could be optimized to specific geochemical conditions and/or reduced sulfur substrates. The 

identification of gene variations that potentially encode for functionally different enzymes 

implies that it may be inappropriate to infer function based on DNA or amino acid sequence 

similarity.  
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INTRODUCTION 

 

 Microbes are important to global biogeochemical cycling because their metabolic 

activities control many aspects of the cycles, including for the major carbon (e.g., Bardgett et al., 

2008), nitrogen (e.g., Voss et al., 2013), phosphorus (e.g., Quinn et al., 2007), and sulfur (e.g., 

Klotz et al., 2011) cycles, as well as the arsenic (e.g., Dhuldhaj et al., 2013) and iron (e.g., 

Schmidt et al., 2010) cycles. There is a growing appreciation for the complexity of marine 

microbial communities involved in biogeochemical cycles in the oceans and marine settings (e.g. 

Arrigo, 2005; Strom, 2008). But, increasingly, more emphasis is being placed on understanding 

microbial controls on biogeochemical cycling in terrestrial environments (e.g. Singh et al., 2010; 

Finzi et al., 2011) because these systems are physically complex and are comprised of rich 

microbial diversity  particularly in soils, (e.g., van der Heijden et al., 2008; Singh et al., 2010), 

freshwater rivers and lakes (e.g., Wetzel, 1999), and karst (e.g., Engel et al., 2010). 

Understanding microbial diversity, metabolic potential, and genetic controls in different 

biogeochemical cycles from terrestrial settings, upon which humans depend on for water and 

food resources, is important to evaluate how microbial processes may be affected by potential 

climate  change. 

Relative to the number of studies from marine environments, comparatively little work 

has been done to examine the composition of microbial communities, the distribution of key 

microbial groups across geochemically similar habitats, and microbial controls in 

biogeochemical cycles in terrestrial settings. Extreme terrestrial environments, such as hot 

springs, alpine lakes, and polluted sediment and water, have received attention, as have sulfidic 

springs and groundwater. This dissertation research seeks to expand the current knowledge of the 

genetic regulation and biogeography of microbial sulfur cycling from terrestrial sulfidic habitats.  
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Historical perspectives on microbial diversity studies from genes  

 In general, the study of environmental microbial communities has been hampered by 

fundamental problems associated with characterizing bacterial taxonomy from a habitat and a 

lack of knowledge about microbial biogeography across habitats. For much of the 19
th

 and early 

20
th

 century, using culture-based approaches, bacteria were classified into species based on the 

disease they caused (Lan and Reeves, 2001; Gevers et al., 2005; Schleifer, 2009). Early 

microbiologists had no way of knowing that speciation in eukaryotes was different then in 

prokaryotes until the advent of molecular genetics techniques in the latter half of the 20
th

 century 

(Gevers et al., 2005). In the 1980s, the universal tree of life based on rRNA resulted in the 

phylogenetic classification of prokaryotes (Schleifer, 2009; Staley, 2009).  

The 16S rRNA gene was chosen because it was believed to be ubiquitous, functionally 

constant, conserved, homologous, and appeared to be subject to much less lateral transfer than 

other genes (Schleifer, 2009). Phylogenies are reconstructed by clustering bacterial 16S rRNA 

genes at species level groupings (generally defined at >97% sequence similarity) (Lan and 

Reeves, 2001; Achtman and Wagner, 2008; Schleifer, 2009; Pei et al., 2011). Although 

analyzing the 16S rRNA gene has become the gold standard to evaluate microbial species 

diversity in natural environments (Pace, 1997; Schleifer, 2009), recent evidence suggests that 

many of the assumptions that led to its selection as a marker gene are not necessarily valid (e.g., 

Pei et al., 2011). For many bacteria, 16S rRNA gene sequences are too conserved to resolve 

bacterial species level relationships (e.g., Lan and Reeves, 2001; Ehrlich et al., 2005; Gevers et 

al., 2005; Schleifer, 2009; Staley, 2009), and lateral gene transfer of the 16S rRNA gene does 

occur (Lan and Reeves, 2001). It has also become apparent that multiple copies of the gene 

reside in many bacterial genomes and many of these may not be as conserved within a genome 
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as originally thought. Specifically, in a recent study, Pei et al. (2011) examined 883 complete 

prokaryotic genomes deposited in databases, and 425 of these genomes possessed more than one 

copy of the 16S rRNA gene, including from 2 to 15 copies per genome. Sequence diversity 

among the multiple copies varied from 0% to as much as 20% within a single genome. Twenty-

four of the bacterial genomes have intragenomic diversity greater than a 1.3% operational 

threshold used by many scientists to define a bacterial species. Ninety-five species had either an 

incomplete 16S rRNA gene in their genomes or no 16S rRNA gene whatsoever (but these 

species did have complete 23S and 5S rRNA genes). The authors concluded that the probability 

of encountering a species with significant intragenomic, 16S rRNA gene diversity was 4.2% (Pei 

et al., 2011).  Clearly, sequence differences between rRNA genes in the same genome could lead 

to misidentification of bacteria and inflate the microbial diversity of samples (Pei et al., 2011). 

In the absence of any new, widely accepted methods that could evaluate microbial 

diversity and circumvent the disadvantages of using 16S rRNA gene sequence analyses, 

investigators have little choice but to utilize the 16S rRNA gene. Enormous amounts of gene 

sequence data have been obtained from the environment using the 16S rRNA gene that continue 

to challenge the genetic nature of a microbial species (Achtman and Wagner, 2008). Although, 

Much still remains to be learned about how to efficiently analyze 16S rRNA gene sequences and 

to interpret results in a meaningful way, especially for terrestrial habitats where comparatively 

little has been done to uncover the microbial diversity.  

 

Genetic characterization of microbial biogeography 

 16S rRNA gene sequence data are meant to reinforce evolutionary and ecological 

relationships, and to reveal the organization and dispersal of microbial species in the 
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environment (Gevers et al., 2005; Achtman and Wagner, 2008). Currently, however, we do not 

understand what the genetic and physical boundaries are for any microbial species in nature 

because, (i) evidence for microbial species distribution may be erased by lateral gene transfer 

over time (Schleifer, 2009; Achtman and Wagner, 2008), (ii) acquisition and loss of a plasmid 

causes instantaneous speciation (Lan and Reeves, 2001), (iii) the majority of genes acquired 

through homologous recombination or lateral gene transfer are eventually lost (Achtman and 

Wagner, 2008), and it is unknown how long the genes are even kept or if the lines of descent are 

erased (Doolittle and Papke, 2006; Achtman and Wagner, 2008; Schleifer, 2009), and (iv) 

because sampling the entire living space of a species globally is impossible (Lan and Reeves, 

2001; Staley, 2009).  

 Further complicating microbial biogeography studies are issues with the methodology 

employed in obtaining and analyzing 16S rRNA gene sequences. Sanger sequencing and 454 tag 

pyrosequencing methods have revolutionized environmental microbiology studies, but problems 

associated with PCR, cloning, and sequencing exist (e.g., Suzuki and Giovannoni, 1996; Ishii 

and Fukui, 2001; Kurata et al., 2004; Kemp and Aller, 2004; Acinas et al., 2005; Engelbrektson 

et al., 2010; Kunin et al., 2010; Qian et al., 2010) and have led to a bewildering array of 

computer programs used to process gene (pyro)sequences (e.g., Huber et al., 2004; Cole et al., 

2009; Quince et al., 2009; Schloss et al., 2009; Gontcharova et al., 2010; Edgar et al., 2011; Haas 

et al., 2011; Schloss, 2011). There is no single method for processing 16S rRNA genes. As a 

result, it is difficult to compare studies that process 16S rRNA genes using different 

methodologies  (Lozupone and Knight, 2007). Moreover, these methodological issues also 

complicate interpretations regarding the importance of key microbial groups in biogeochemical 

cycles. 
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Although there is no reason to assume that microorganisms in nature are clonally 

distributed (Smith et al., 1993), and even with the challenges interpreting and assessing microbial 

biogeography, it is becoming increasingly clear that microbial numerical dominance of a given 

environment is controlled, at least in part, by geochemical conditions. This is likely because of 

the strong link between microbial metabolism and environmental physicochemistry. Numerous 

studies point to a variety of geochemical parameters that regulate microbial populations in the 

environment, such as temperature, pH, light, salinity, sulfide concentration, hydrology, substrate 

composition, or some combination of the above (e.g., Ferris and Ward, 1997; McCollom and 

Shock, 1997; Skirnisdottir et al, 2000; Engel et al., 2001; Engel et al., 2004; Miller and Bebout, 

2004; Rudolph et al., 2004; Jiang et al., 2006; Purcell et al., 2006; Dillon et al., 2007; Gray et al., 

2007; Inskeep et al., 2010). However, correlating microbial communities over large distances, 

over which geochemical conditions change, is problematic. It is also difficult to understand how 

microbes in terrestrial environments come to occupy different habitats, as the dispersal and 

colonization mechanisms are unclear compared to marine settings. Lastly, it is uncertain at what 

biological (i.e. taxonomic) level geographic correlations should be performed (i.e. species, 

genus, phylum), particularly if genes like 16S rRNA are used to derive the correlations. 

Correlations used for marine microbial biogeography studies may not be appropriate for 

terrestrial microbial biogeography studies.  

  

Genetic studies of key microbes responsible for cycling sulfur  

Microbial ecology and geomicrobiology studies of sulfur-rich environments focus 

heavily on extreme environments, such as marine hydrothermal vent communities (e.g., Lopez-

Garcia et al., 2003; Nakagawa et al., 2004; Huber et al., 2007), terrestrial geothermal springs 
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(e.g., Ferris and Ward, 1997; Hall et al., 2008), subsurface groundwater and caves (e.g., Angert 

et al., 1998; Engel et al., 2001; Engel et al., 2004; Macalady et al., 2006), and terrestrial surface 

springs (e.g., Douglas and Douglas, 2001; Elshahed et al., 2003; Miller and Bebout, 2004; 

Rudolph et al., 2004; Perreault et al., 2007; Chaudhary et al., 2009). Sulfidic springs provide 

nearly constant geochemical conditions over time that can support long-term, stable microbial 

communities (Camacho et al., 2005).  

 Numerous metabolic strategies have evolved in sulfur-oxidizing bacteria to utilize 

reduced sulfur compounds, although little is known about the quantitative impact that diverse 

sulfur-oxidizing metabolisms have on the ecological structure of microbial communities and the 

geochemical environment. The production of hydrogen sulfide (H2S) by sulfate-reducing 

prokaryotes in anoxic marine, freshwater, and terrestrial settings enables diverse sulfur-oxidizing 

bacterial communities that utilize H2S, and other reduced sulfur compounds that form as biotic 

and abiotic intermediates, as energy sources to occupy the oxic/anoxic interface (also referred to 

as a redoxocline) (Kelly, 2010). The byproduct of many sulfur-oxidizing metabolisms is sulfuric 

acid, which has been linked to increased metal toxicity in soils and freshwaters, infrastructure 

damage, and carbonate dissolution (e.g., Edwards et al., 2000; Baker and Banfield, 2003; Engel 

et al., 2004; Kelly, 2010).  

The extent to which bacterial sulfur-oxidizing metabolisms are distributed in nature has 

been the subject of many studies and these studies suggest that the diversity of sulfur-oxidizing 

metabolisms is much greater than many scientists originally anticipated (Ito et al., 2004). Some 

studies examine specific sulfur-oxidizing genes for the purpose of understanding phylogenetic 

and ecological associations of sulfur-oxidizing metabolisms (e.g., Petri et al., 2001; Pham et al., 

2008; Krishnani et al., 2010; Kubo et al., 2011)and other investigations examine sulfur-oxidizing 
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bacteria using the 16S rRNA gene to employ a “guilt by association” strategy (i.e. Perreault et 

al., 2007; Chaudhary et al., 2009; Satoh et al., 2009), even though phylogeny does not 

necessarily correlate to function. When determining the diversity of microbes associated with 

specific metabolic functions is the goal, it is more appropriate to examine variations in 

nucleotide sequences of functional genes (or house-keeping genes) that potentially could result in 

changes in protein or enzyme function that impart some geochemical change (Venter et al., 2004; 

Jenkins et al, 2006; Maroti et al., 2009).  

 The Sox pathway is widely distributed among a variety of photosynthetic and non-

photosynthetic microorganisms and consists of 15 genes (Friedrich, et al., 2001). The essential 

portion of the Sox pathway is comprised of seven genes (soxA, B, C, D, X, Y, and Z) encoding 

four enzyme complexes (soxB, soxCD, soxAX, and soxYZ) that have been reported to oxidize 

thiosulfate, sulfide, elemental sulfur, sulfite, and tetrathionate to sulfate (Sauve et al., 2009). The 

genes for the Sox pathway are generally clustered together in bacterial chromosomes, although 

the order of the genes varies across taxa with sequenced genomes. A conserved cysteine residue 

located at the C terminus of SoxY binds reduced sulfur substrates with the assistance of SoxXA. 

The SoxYZ complex (with bound substrate) acts in a swinging arm manner, exposing the bound 

substrate to either SoxB, or SoxCD. SoxB acts as a hydrolase to release a SO4 molecule from the 

soxYZ-substrate complex. SoxB is essential for the pathway, while SoxCD is not required for the 

pathway to function (e.g., Friedrich et al., 2001; Rother and Friedrich, 2002; Sauve et al., 2007; 

Ogawa et al., 2008). Despite this working knowledge of the Sox pathway, there have been no 

attempts to actually quantify the capabilities of the metabolic genes obtained from the 

environment (i.e. from numerically dominant sulfur-oxidizing bacteria in a sulfidic terrestrial 

habitat) that could determine which of the genes encode the most (or least) efficient metabolic 
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enzymes or the magnitude of the effect these genes have on the geochemistry of natural waters. 

Efficiency is defined here as the rate of converting substrate to product.  

 

Overview of dissertation research 

The main goal of this dissertation is to determine the impact  microbes have on the 

geochemistry of their environment by identifying  functionally different metabolic enzymes of 

the Sox system and measuring the metabolic capability of the enzymes. Variations in the 

nucleotide sequences of the same genes across areas of differing geochemical conditions should 

reveal that dominant bacteria in a particular environment are adapted to their environment 

because their genes (and thereby proteins/enzymes) are adapted to the environment. To evaluate 

this overarching hypothesis, the taxonomic diversity and biogeographic distribution of putative 

sulfur-oxidizing bacteria, including those belonging to the classes Epsilonproteobacteria and 

Gammaproteobacteria, was examined from seven different terrestrial sulfidic springs in the 

United States.  Next, a detailed analysis of the geographic distribution of different microbial 

groups within one sulfidic spring was performed to identify how distribution patterns correlate to 

spring geochemistry, implying that the presence/absence of bacteria was controlled by 

geochemical conditions. An evaluation of the genetic (i.e. nucleotide sequence) variations within 

the soxB gene from the Sox enzyme pathway was then conducted to  identify different Sox gene 

variations within the spring that could possibly encode for functionally different Sox enzymes 

including different reduced sulfur substrate preferences. To identify the extent to which 

nucleotide sequence variations lead to changes in enzyme structure that affect enzyme activity 

and lead to quantifiable impacts on the geochemistry of the environment, metagenomic analysis 

(Handelsman, 2004; Maron et al., 2007) of one sample dominated by the sulfur-oxidizing 
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bacterial genus Thiothrix (which belongs to the Gammaproteobacteria class) was done to 

generate complete Sox gene sequences that could be used for laboratory expression studies and 

metabolic assays that will evaluate different reduced sulfur substrates. These results will reveal if 

different variations in the Sox genes encode for functionally different Sox enzymes in the 

environment.   

 

Dissertation organization 

 Chapter 1 examines the distribution of putative sulfur-oxidizing bacterial groups in seven 

terrestrial sulfidic springs across varying geographic distances, focusing on the biogeography of 

Epsilonproteobacteria. Taxonomic and cluster-based analyses of 16S rRNA genes resulting from 

Sanger sequencing and 454 tag pyrosequencing are compared to spring geochemistry. The  goal 

of this study is to better understand the distribution of sulfur-oxidizing groups in the environment 

and the geochemical parameters to which they are adapted. The results reveal that taxonomically 

similar sulfur-oxidizing bacteria related to Epsilonproteobacteria and Gammaproteobacteria 

exist in sulfidic springs with similar geochemistry. However, this study also highlights potential 

shortcomings of pyrosequencing for microbial biogeography research, particularly with respect 

to the practice of utilizing point samples to characterize microbial communities. 

Chapter 2 examines the distribution of 16S rRNA gene pyrosequences retrieved from 

Rattlesnake Spring, Oklahoma. The sequence diversity is used to characterize the microbiology 

of the spring outflow channel and also to evaluate how point sampling potentially impacts 

interpretations of bacterial diversity and biogeography relative to habitat geochemistry. The 

implications are that extrapolating taxonomic results from point sampling may provide a false 
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representation of the diversity of a study area, and that the "rare biosphere" may be the byproduct 

of poor sampling resolution within a habitat.  

Chapter 3 examines the distribution of the partial soxB genes from Rattlesnake Spring to 

identify different variations of the soxB gene and correlate these gene variations to geochemical 

conditions. The results suggest distinct differences in the soxB genes exists between bacteria  

utilizing the SoxB enzyme in the Paracoccus Sulfur Oxidation pathway compared to those 

utilizing the SoxB enzyme in the Branched pathway and reflect difference in geochemistry. The 

implications are that the SoxB enzymes may functionally differ between the two pathways in 

Rattlesnake Spring. 

Chapter 4 examines the metagenome from Rattlesnake Spring that was used for the 

purpose of obtaining full-length Sox genes from a putative sulfur-oxidizing bacterial group, 

specifically Thiothrix spp. The chapter describes the novel primers that were designed to amplify 

these Sox genes, the design of plasmids for the synthesis of full-length Sox genes from 

Paracoccus pantotrophus (the control for the expression studies), and the cloning of these genes 

in an expression vector that will be used for future expression experiments and metabolic assays. 

This chapter also highlights the enormous sequence diversity among Sox genes within 

Rattlesnake Spring. 
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CHAPTER 1 

Biogeographic Congruency among Epsilonproteobacteria and Associated Bacterial 

Communities from Geochemically Similar Terrestrial Sulfidic Springs 
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ABSTRACT 

 Principles of microbial biogeography suggest that the distribution of microorganisms in 

the environment is controlled by an array of biological and geochemical variables. However, the 

distribution of putative sulfur-oxidizing bacteria in sulfidic springs is perplexing due to the large 

range of biodiversity typically observed among these bacteria in natural redoxocline systems. We 

examined the bacterial diversity of seven geochemically diverse, terrestrial sulfidic springs 

separated by varied geographic distances to better understand the biogeographic distribution of 

putative sulfur-oxidizing groups, such as Epsilonproteobacteria, and the distribution patterns 

among other bacterial groups found with Epsilonproteobacteria. We hypothesized that the 

distribution of putative sulfur-oxidizing bacteria is controlled by geochemical factors and 

therefore similar 16S rRNA gene sequences would be retrieved from springs with similar 

geochemical conditions, regardless of geographic distance. Based on cluster analyses of all 

sequence data, we identified 16S rRNA gene sequences related to the Epsilonproteobacteria that 

were often shared, along with sequences related to Gammaproteobacteria, among springs with 

similar geochemistry regardless of the geographic distances separating the springs. However, 

many bacterial 16S rRNA gene sequences of putative sulfur-oxidizers and bacteria utilizing other 

metabolic strategies were still unique to the springs in which they were found, even when the 
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geochemical conditions were similar. The majority of putative sulfur-oxidizing bacteria 

identified from each of the springs were unique to the springs that they inhabit. Collectively, the 

results suggest that either unmeasured geochemical or biological parameters regulate some of the 

bacterial populations in these springs, and/or sampling biases could impact the comparison of 

spring communities.  

 

INTRODUCTION 

 Microbial metabolism, growth, and reproduction are based on the transfer of electrons, 

such that microbes utilize specific electron donors and acceptors depending on the geochemical 

conditions of a habitat or based on their metabolic requirements as regulated by their genome 

(e.g., Green et al., 2008). Consequently, habitat geology and geochemistry affect, and possibly 

control, the biogeographic distribution and even genetic diversity of dominant taxonomic groups 

in a microbial community in natural systems. In short, the distribution of microbes should 

correspond to where and/or when metabolic requirements are met. However, when habitat 

geochemistry varies, such as in aquatic redoxoclines, it can be difficult to differentiate among the 

many mechanisms that influence microbial distribution patterns and the genetic diversity of a 

specific habitat. Moreover, it is unclear whether the biogeographic distribution and genetic 

variation within a single microbial group, which may or may not be controlled by geochemistry, 

also correspond to the biogeographic distribution and genetic diversity among other groups 

within the same habitat (e.g., Camacho et al., 2005). 

 Epsilonproteobacteria are putative sulfur-oxidizing bacteria commonly found in/near 

marine and terrestrial redoxoclines, including deep-sea hydrothermal vents, sulfidic springs, 

caves, groundwater, and oil sands (e.g., Elshahed et al., 2003; Engel et al., 2003; Nakagawa et 

al., 2004; Rudolph et al., 2004; Campbell et al., 2006; Grote et al., 2008; Chaudhary et al., 2009; 
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Hubert et al., 2012; Rossmassler et al., 2012). Despite a focus on Epsilonproteobacteria from 

marine habitats and symbiotic associations (e.g. Huber et al., 2010; Petersen et al., 2010), 

terrestrial epsilonproteobacterial lineages remain comparatively under-characterized (Porter & 

Engel, 2008; Rossmassler et al., 2012). There are indications that the distribution of terrestrial 

epsilonproteobacterial groups can be influenced by geochemistry, particularly temperature, pH, 

salinity, and dissolved oxygen and bicarbonate concentrations (e.g., Engel et al., 2004; Macalady 

et al., 2006; Rossmassler et al., 2012). However, it is unclear whether the distribution of 

Epsilonproteobacteria based on habitat geochemistry also influences the distribution of other 

putative sulfur-oxidizing bacterial groups that would theoretically be in competition with 

Epsilonproteobacteria for resources. This could not only affect the microbial community 

composition of a habitat, but the biogeographic distribution of Epsilonproteobacteria within 

sulfidic terrestrial habitats overall. 

The main goal of this study was to better understand the biogeographic and geochemical 

controls on the occurrences of putative sulfur-oxidizing Epsilonproteobacteria in terrestrial 

environments. Because previous research focuses almost exclusively on Epsilonproteobacteria 

from sulfidic springs (e.g., Engel et al., 2003; Porter & Engel, 2008; Rossmassler et al., 2012), 

there is limited knowledge of other bacterial groups that co-occur with epsilonproteobacterial 

communities. Consequently, another goal of the study was to uncover and understand 

distribution patterns among other bacterial groups found in association with 

Epsilonproteobacteria. We hypothesized that habitat geochemistry controls the distribution of 

putative sulfur-oxidizing bacteria, including Epsilonproteobacteria, whereby phylogenetically 

similar 16S rRNA gene sequences would be retrieved from springs with comparable 

geochemical conditions regardless of geographic distance. The results from this study provide 
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evidence in support of this hypothesis because large groups of putative sulfur-oxidizing 

microbial communities affiliated with the Epsilonproteobacteria, as well as the 

Gammaproteobacteria, were retrieved from springs with similar geochemistry regardless of 

geographic distances separating the springs. However, taxonomically distinct, sulfur-oxidizing 

bacterial genera also correlated to different geochemical parameters within the springs examined, 

and the majority of putative sulfur-oxidizing bacteria identified from each of the springs were 

unique to the springs that they inhabit. Taken altogether, this research allows for the 

differentiation among mechanisms that may have led to the diversity of Epsilonproteobacteria in 

terrestrial habitats and extends our knowledge about the nature of sulfur-based life on Earth. The 

implication from the work is that it may be possible to predict the composition of microbial 

communities in geographically disparate habitats if geochemical conditions are comparable. 

 

MATERIALS AND METHODS 

Site descriptions 

 Seven terrestrial sulfidic springs in the USA were sampled from 2008-2010 to span a 

range of geochemistry, bedrock geology, and hydrological settings (Figure 1.1; Table 1.1) that 

overlapped or supplemented previously studied springs (e.g., Rudolph et al., 2004; Porter & 

Engel, 2008; Rossmassler et al., 2012). Four springs were from the state of New York. Sharon 

Springs are publically accessible and were once part of a historically active resort. The springs 

discharge at the contact between the Silurian Brayman Shale and the overlying dolomitic 

Cobleskill Limestone (Berdan, 1950). Water and white filamentous microbial mats were 

collected from concrete and stone basins from the drinking spring and cistern spring at the White 

Sulphur Spring site. Richfield Springs is approximately 30 km west of Sharon Springs, also  



16 
 

 

 

Figure 1.1. General locations of terrestrial sulfidic springs where microbial mats were sampled 

for this study. SCHS = South Canyon Hot Springs.  
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Table 1.1. Geographic and geochemical data for the springs sampled in this study. 

 

*Geochemical data obtained in 2012 

**Geochemical data from Christenson et al. (2009a). 
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accessible to the public, and the geology and hydrology are similar to that of Sharon Springs. 

Water and thin white filamentous mats were collected from flowing water that filled a concrete 

and stone basin made at the spring head. Sharon and Richfield springs have been previously 

sampled and described by Porter & Engel (2008) and Rossmassler et al. (2012). Tully Valley 

(TV) Springs (approximately 25 in total) are located on private property, south of the town of 

Lafayette, New York. The springs originated in April 1993, following a landside caused by 

above normal precipitation that increased subsurface flow that led to subsidence of 

unconsolidated glacial deposits that overlay Devonian and Silurian dolomite, limestone, shale, 

and evaporite deposits (Getchell, 1995; Pair et al., 2000). The area underlying the springs 

consists of an upper, unconsolidated freshwater aquifer and a lower, brackish and sulfidic 

bedrock aquifer (Kantrowitz, 1970; Kappel et al., 1996). Two sampled springs, TV1 and TV2, 

are separated by several meters and both discharge into small, irregularly shaped (and sized) 

natural pools surrounded by thick, tall grassy vegetation that serves as substrate for thin, white 

films and filaments to attach.  

 Sulphur Springs is a public park located in the Chickasaw National Recreation Area near 

the town of Sulphur, Oklahoma. The park is underlain by aquifers of the Cambrian to Ordovician 

Arbuckle and Simpson Groups comprised of limestone, dolostone, and interbedded sandstone 

(Hanson and Cates, 1994). As many as 33 freshwater and mineral springs have been 

documented, although many have stopped flowing, were combined into single springs that 

discharge into creeks, or modified with pipes that divert natural spring flow into decorative stone 

and concrete catchments (Hanson & Cates, 1994). Two springs and one well were sampled for 

this study. Thin, white, patchy filamentous mats growing within the concrete basin were 

collected at Pavilion Spring, which has a man-made cover and no direct input of sunlight, 
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vegetation, or sediment. Thick green mats intermixed with sparse white filaments were collected 

at Hillside Spring. Vendome Well is an artesian well that emanates from a pipe that sprays water 

into the air, similar to a fountain, and thick, white filamentous mats coating the well water 

catchment were collected. Well water is a mixture of 99% freshwater and 1% brine from the 

Arbuckle-Simpson Aquifer (Christenson et al., 2009a). Both Hillside and Pavilion Springs are 

believed to be sourced from the same waters as the Well (Christenson et al., 2009b).   

 Palmetto Spring is located in Palmetto State Park adjacent to the San Marcos River in 

Texas. Several sulfidic springs discharge within the park boundaries, and the sampled spring, 

designated as the "Artesian Well and Pond" by the park, discharged from a man-made concrete 

catchment that flows into a pond. Thick, white and green microbial mats were collected from 

coatings on concrete and floating in the pool. The source of the springs is not known, but 

stratigraphic data prepared by the Texas Water Development Board indicate the source is likely 

the fresh to slightly saline sandstone aquifer of the Eocene Carrizo-Wilcox Group (Shafer, 1965; 

Hutchinson et al., 2009).   

 South Canyon Hot Spring (SCHS) is a publically accessible spring located approx. 8 km 

from the town of Glenwood Springs, Colorado. The source of the springs is not known, but the 

spring emanates from Holocene and late Pleistocene alluvial deposits that overly Cretaceous 

Mancos Shale and Dakota Sandstone (Bryant et al., 2002). Spring water seeps from several 

orifices in the alluvium and coalesces into a pool surrounded by vegetation. Water and patchy, 

thin white filaments growing between grassy vegetation within a small channel were collected. 

SCHS starkly contrast the sulfidic springs in nearby Glenwood Springs that have much higher 

salinity due to dissolution gypsum and anhydrite from the Pennsylvanian Eagle Valley Evaporite 

(Bryant et al., 2002). SCHS has been previously sampled by Rossmassler et al. (2012).  
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Sample acquisition 

Several grams of white, filamentous microbial mat material were collected aseptically 

from each spring and placed into 2 ml cryogenic vials and stored on ice during transport.  

For the New York, Texas, and Colorado springs, water temperature, conductivity, and pH were 

measured in the field using standard electrode methods (Engel et al., 2004; Rossmassler et al., 

2012). Total dissolved sulfide and dissolved oxygen were measured in the field using the 

Methylene Blue and Rhodazine D CHEMetrics® (Calverton, Virginia, USA) colorimetric 

methods. Geochemical data reported in the literature was used for the springs in Oklahoma 

(Christenson et al., 2009a). Additional geochemical data were obtained for the TV springs in 

November 2012. 

 

DNA extraction, PCR amplification, and cloning 

  DNA extraction was performed using a protocol similar to the commercially available 

Puregene DNA extraction kit (Gentra Systems, Minneapolis, Minn), with the following 

modifications: 9 µl of proteinase K (20 mg/ml) was added to each DNA extraction buffer prior to 

digestion; a freeze-thaw series (three times at -20˚C) was used to aid in disruption of the mat 

structure; samples were incubated at 55˚C overnight to digest cellular material; RNase was added 

to the digests and incubated at 37˚C for 1 hour; proteins were precipitated in 7.5M Ammonium 

Acetate; and nucleic acids were precipitated in isopropanol for 1 hour and then washed in 70% 

Ethanol and resuspended in 50 µl of TE Buffer.  

 Nearly full-length 16S rDNA was amplified from every sample using the 8F (forward, 5'-

AGAGYYYGATYMTGGCTCAG -3') and 1510R (reverse, 5'-

TACGGYTACCTTGTTACGACTT-3') primers, according to the protocol described by Lane et 
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al. (1991), with 5 PRIME Perfect Taq polymerase. Amplification was performed under the 

following conditions for 30 cycles: denaturation at 94˚C for 1 minute, primer annealing at 50˚C 

for 1 minute, and chain extension at 72˚C for 2 minutes. Amplified products were extracted from 

a 1.5% agarose gel with a Wizard Miniprep DNA Purification Kit (Promega Corporation, 

Madison, WI), according to manufacturer instructions. Sequences were cloned using the 

Invitrogen TOPO Top 10F cloning kit, according to manufacturer instructions (Carlsbad, CA). 

Plasmids were lysed in TE Buffer at 96˚C for 10 minutes and screened for the correct insert size 

per clone  by gel electrophoresis. Plasmids containing correctly-sized amplification products 

were sequenced with the plasmid-specific primers M13(-20) (5'-GTAAAACGACGGCCAGT-3') 

and M13(-24) (5'-AACAGCTATGACCATG-3') using capillary sequencers at the High-

Throughput Genomics Unit at the University of Washington in Seattle (USA).  

 

Sanger sequencing and analysis 

Resulting sequences were assembled using Contig Express, a component of Vector NTI 

Advance 10.3.0 (Invitrogen Corp., USA), then sequences were checked for chimera using 

Bellerophan (Huber et al., 2004) a component of mothur (Schloss et al., 2009). Potential 

chimeras were manually checked by conducting a BLAST search (http://www.ncbi.nlm.nih.gov/) 

and removed from the data set if found to be true chimeras. The final data set was submitted to 

the Ribosomal Database Project (RDP) Classifier to determine taxonomic affiliations for the 16S 

rRNA genes (Wang et al., 2007). Sequences with <80% similarity to their closest relative(s) 

were considered unidentified. Sequences were clustered using RDP complete linkage program 

(Cole et al., 2007; Cole et al., 2009) at a 96% cutoff to define Operational Taxonomic Units 
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(OTUs) and to calculate rarefaction curves. Shannon diversity scores (H′) were calculated using 

the RDP Shannon Index and Chao1 estimator, including evenness (E). 

 

454 pyrosequencing and analysis  

 Massively parallel bacterial tag-encoded FLX amplicon pyrosequencing of the V1-V3 

region of the 16S rRNA gene was done by the Research and Testing Laboratories (RTL) 

(Lubbock, Texas, USA) using 10µl of DNA extractions from the samples, as previously 

described (Dowd et al. 2008a; Dowd et al. 2008b). DNA extractions from proximal sites with 

similar geochemistry (Table 1.1) from Sharon Springs were combined (i.e., 5µl of each 

extraction from the cistern and drinking spring), and 2µl of each sample DNA extractions plus 

4µl of a mixture of the extractions from all three springs in Sulphur Springs were combined.  

Following pyrosequencing, all failed reads, low quality score sequences (<20), and non-

bacterial ribosomal sequences were removed. The remaining data set consisted of 79,681 

pyrosequences that were checked for chimera using Bellerophon (Huber et al., 2004). Approx. 

26% of the sequences which were potentially chimeric were removed. Taxonomy for the 

remaining reads was assigned using the RDP Classifier (Wang et al., 2007). Sequences with 

<80% similarity were classified as unidentified bacteria. Pyrosequences were clustered at a 96% 

cutoff using RDP to form OTUs, which were used to calculate rarefaction curves (Figure A1.1). 

Diversity indices were also calculated from RDP, including Shannon (H′) and Evenness (E). 

OTUs shared across sites were assessed to evaluate beta diversity. 

 

Statistical analysis 

 Relationships between major taxonomic groups and environmental factors ( pH, sulfide 
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concentrations,  temperature, and conductivity) were analyzed by stepwise canonical 

correspondence analysis (CCA) using the PAST software (version 2.14) (Hammer et al., 2001). 

Least important variables were sequentially removed to maximize correlation between linear 

combinations of environmental variables and principal axes (Legendre and Legendre, 1998). 

Permutation tests were carried out, and for all analyses, a P-value <0.05 was considered to be 

significant. 

 

NCBI sequence submission 

 The raw pyrosequence reads were submitted to the NCBI Sequence Read Archive under 

study number SRA080388. Near full-length 16S rRNA sequences were deposited in GenBank 

under the accession numbers JX520968 - JX521805. 

 

RESULTS 

Spring geochemistry 

 Sulfide concentrations at the springs were relatively low compared to other terrestrial 

sulfidic springs reported in the literature (e.g. Elshahed et al., 2003; Perreault et al., 2007) (Table 

1.1). Spring water temperature ranged from 7.5 ˚C at Richfield Springs to 45.3 ˚C at SCHS. pH 

ranged from 7.07 at Richfield Springs to 9.75 at TV2, and conductivity ranged from 647 µS/cm 

at Palmetto Springs to 32,800 µS/cm at TV2. Sharon and Richfield Springs had comparable 

geochemistry, likely because of being from the same aquifer. Sulphur Springs, separated from 

the New York sites by more than 2000 km, had similar conditions. The pH, conductivity, and 

sulfide concentrations differed between the TV1 and TV2 springs, even though they were the 

closest to each other of any springs sampled. They did have similar temperatures and dissolved 
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oxygen content (Table 1.1). The dissolved oxygen content was generally low for all of the 

springs except for the Vendome well, likely because the well water is aerated while being 

sprayed into the air.  

 

Taxonomy of shared and unique 16S rRNA genes 

Comparable taxonomic results were obtained from the 838 full-length 16S rRNA gene 

sequences (Table 1.2) and 58,912 pyrosequences (Table 1.3). The numbers of retrieved 16S 

rRNA genes from Sanger sequencing and pyrosequencing for each dataset were considered to 

indicate the relative abundances of particular bacterial groups at a spring (i.e. alpha diversity). 

Shared OTUs formed with sequences from more than one spring; however, we note that this does 

not imply that there was a physical connection between the springs or shared distribution and /or  

dispersion mechanisms for the OTU groups. Unique sequences were only retrieved in one spring 

and did not form an OTU with sequences from other springs.  

General taxonomic representation was similar between the Sanger and pyrosequencing 

datasets (Table 4). From the Sanger sequence dataset, 251 OTUs represented five proteobacterial 

classes, 11 other major phyla, and two candidate divisions, with 65% (552 sequences) being 

identifiable to the genus level (Table 1.4a). From the pyrosequences, 3,481 OTUs also 

represented five proteobacterial classes, but 31 other major phyla, and five candidate divisions 

were represented, with 26.8% (15,821) of the pyrosequences being identifiable to the genus level 

(Table 1.4b). The diversity indicators (e.g., H’ and E) varied among the springs, but no 

correlations between diversity and geochemistry or geography were noted (Table 1.5).  

 More than half of the Sanger-based OTUs were unique to the individual springs, with 

42% of the sequences, or 17 OTUs, comprised of sequences retrieved from multiple sampling  
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Table 1.2. Numbers of sequences (and number of OTUs, in parentheses) for each of the major 

taxonomic groups from nearly full-length 16S rRNA Sanger sequences. 

 

 

  

Major Taxonomic Group Sharon Richfield TV1 TV2 Sulphur Palmetto SCHS 

Alphaproteobacteria 4 (4) 0 1 (1) 0 11 (10) 0 0 

Betaproteobacteria 10 (5) 0 0 0 8 (2) 5 (5) 4 (3) 

Deltaproteobacteria 9 (7) 11 (1) 3 (3) 0 4 (4) 0 4 (4) 

Epsilonproteobacteria 22 (4) 18 (2) 5 (1) 46 (2) 37 (6) 0 0 

Gammaproteobacteria 36 (10) 26 (5) 9 (6) 2 (2) 146 (16) 67 (11) 10 (1) 

Acidobacteria 0 0 0 0 2 (2) 0 0 

Bacteroidetes 49 (21) 22 (3) 11 (6) 0 42 (23) 7 (4) 6 (6) 

Chlorobi 0 0 0 5 (1) 20 (2) 0 3 (3) 

Chloroflexi 2 (1) 1 (1) 0 0 5 (5) 0 15 (10) 

Cyanobacteria 0 0 0 2 (1) 22 (10) 8 (3) 6 (2) 

Eukaryota 0 0 1 (1) 0 1 (1) 0 0 

Firmicutes 0 0 0 0 1 (1) 0 1 (1) 

Nitrospira 0 0 0 0 1 (1) 0 0 

Planctomycetes 1 (1) 0 0 0 0 0 0 

Spirochaetes 0 0 6 0 0 0 0 

Candidate Division OD1 1 (1) 0 0 0 1 (1) 0 0 

Candidate Division SR1 4 (2) 9 (3) 0 0 4 (2) 2 (1) 0 

Verrucomicorbia 0 0 27 (3) 0 0 1 (1) 0 

Unidentified 10 (6) 0 3 (2) 12 (1) 16 (9) 2 (2) 8 (8) 

Total 148 (62) 87 (18) 66 (27) 67 (7) 321 (95) 92 (27) 57 (38) 
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Table 1.3. Number of sequences (and number of OTUs, in parentheses) for each of the major 

taxonomic groups from 454 tag pyrosequencing of 16S rRNA genes. 

 

 

 

Major Taxonomic Group Sharon Richfield TV1 TV2 Sulphur Palmetto SCHS 

Alphaproteobacteria 316 (82) 2 (1) 233 (40) 10 (5) 9 (9) 17 (11) 18 (10) 

Betaproteobacteria 1314 (151) 2 (1) 42 (15) 8 (4) 11 (6) 216 (17) 385 (41) 

Deltaproteobacteria 308 (59) 124 (20) 257 (58) 86 (12) 11 (5) 7 (6) 954 (105) 

Epsilonproteobacteria 2268 (256) 5694 (143) 1392 (133) 7837 (126) 243 (44) 9 (2) 138 (14) 

Gammaproteobacteria 1189 (186) 2772 (80) 1039 (161) 212 (23) 1602 (47) 705 (31) 1285 (69) 

Acidobacteria 13 (7) 0 0 0 1 (1) 0 21 (10) 

Actinobacteria 12 (9) 1 (1) 4(4) 0 0 0 19 (9) 

Aquificae 0 0 2 (2) 0 0 0 2 (2) 

Bacteroidetes 1660 (305) 216 (55) 1063 (154) 116 (34) 84 (12) 55 (19) 396 (46) 

Caldiserica 0 0 0 0 0 0 1 (1) 

Chlamydiae 0 0 0 0 0 0 20 (1) 

Chlorobi 15 (6) 1 (1) 44 (4) 265 (10) 2 (1) 2 (1) 110 (11) 

Chloroflexi 36 (10) 20 (9) 12 (10) 4 (1) 5 (3) 3 (2) 643 (64) 

Chrysiogenetes 0 0 0 0 0 0 1 (1) 

Cyanobacteria 0 0 146 (43) 3 (3) 24 (4) 110 (5) 1548 (44) 

Deferribacteres 0 0 27 (4) 1 (1) 0 0 17 (6) 

Deinococcus 1 (1) 0 0 0 0 0 6 (3) 

Eukaryota 3 (2) 0 1016 (76) 9 (4) 29 (2) 7 (3) 0 

Fibrobacteres  0 0 5 (1) 1 (1) 0 0 0 

Firmicutes 194 (30) 28 (6) 377 (41) 113 (26) 37 (11) 1 (1) 101 (25) 

Fusobacteria 1 (1) 1 (1) 11 (6) 0 5 (4) 0 0 

Gemmatimonadetes 0 0 0 0 0 0 2 (1) 

Lentisphaerae 15 (4) 1 (1) 30 (7) 0 0 0 16 (8) 

Nitrospira 0 0 1 (1) 0 0 0 0 

Planctomycetes 7 (7) 0 65 (6) 0 2 (2) 1 (1) 42 (12) 

Spriochaetes 8 (3) 5 (2) 3389 (109) 11 (3) 0 2 (2) 177 (18) 

Synergistetes 0 0 0 0 0 0 2 (1) 

Tenericutes 8 (1) 0 1 (1) 8 (1) 0 0 0 

Thermodesulfobacteria 2 (2) 0 2 (2) 0 0 0 6 (2) 

Thermotogae 0 0 106 (8) 1 (1) 0 0 0 

Verrucomicrobia  74 (25) 0 12985 (218) 13 (7) 0 12 (5) 76 (16) 

Candidate Division BRC1 0 0 0 0 0 0 4 (2) 

Candidate Division OD1 2 (1) 0 0 0 0 0 20 (7) 

Candidate Division OP10 0 0 0 0 0 2 (1) 34 (10) 

Candidate Division SR1  626 (73) 115 (19) 34 (8) 0 28 (4) 8 (3) 6 (3) 

Candidate Division TM7 3 (1) 0 0 0 0 0 0 

Unidentified 197 (62) 203 (31) 685 (90) 110 (17) 100 (10) 6 (3) 273 (31) 

Totals 8272 (1284) 9185 (371) 22968 (1202) 8808 (279) 2193 (165) 1163 (113) 6323 (573) 
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Table 1.4a. Distribution of nearly full-length 16S rRNA gene sequences (gray shaded boxes 

represent #Seqs (% of Sample) for unevenly distributed OTUs)          

 

 

Major Group Sharon Richfield TV1 TV2 OK Palmetto SCHS # of OTUs Top 5 Genera

Genus (# OTUs)

Acidobacteria 0 0 0 0 2 (0.6%) 0 0 2 Gp3, Gp4

Actinobacteria 0 0 0 0 0 0 0 0

Aquificae 0 0 0 0 0 0 0 0

Bacteroidetes 38 (25.7%) 0 0 0 0 0 0 17 Flavobacterium (3), Paludibacter (2),Other (3), Unidentified (9) 

0 1 (1.1%) 0 0 0 0 0 1 Unidentified (1)

0 0 11 (16.7%) 0 0 0 0 6 Unidentified (6)

0 0 0 0 31 (9.6%) 0 0 20 Flavobacterium (3), Paludibacter (2),Haliscomenobacter (2), Unidentified (11) 

0 0 0 0 0 7 (7.6%) 0 4 Flavobacterium (1), Unidentified (3)

0 0 0 0 0 0 6 (10.5%) 6 Unidentified (6)

1 1  (0.6%) 1 (1.1%) 0 0 0 0 0 1 Unidentified (1)

2 2 (1.3%) 0 0 0 7 (2.2%) 0 0 2 Flavobacterium (2)

3 8 (5.4%) 20 (23.0%) 0 0 4 (1.2%) 0 0 1 Unidentified (1)

BRC1 0 0 0 0 0 0 0 0

Caldiserica 0 0 0 0 0 0 0 0

Chlamydiae 0 0 0 0 0 0 0 0

Chlorobi 0 0 0 5 (7.4%) 0 0 0 1 Prosthecochloris (1)

0 0 0 0 20 (6.2%) 0 0 2 Chlorobium (1), Chloroherpeton (1)

0 0 0 0 0 0 3 (5.2%) 3 Ignavibacterium (3)

Chloroflexi 0 0 0 0 4 (1.2%) 0 0 4 Unidentified (4)

0 0 0 0 0 0 15 (26.3%) 10 Bellilinea (1), Dehalogenimonas (1), Unidentified (8)

1 2 (1.3%) 1 (1.1%) 0 0 1 (0.3%) 0 0 1 Unidentified (1)

Chrysiogenetes 0 0 0 0 0 0 0 0

Cyanobacteria 0 0 0 2 (3.0%) 0 0 0 1 GpXIII (1)

0 0 0 0 22 (6.8%) 0 0 10 GpIV (1), GpVI (1), GpIX (1), Unidentified (7)

0 0 0 0 0 8 (8.7%) 0 3 Unidentified (3)

0 0 0 0 0 0 6 (10.5%) 2 GpXIII (1)

Deferribacteres 0 0 0 0 0 0 0 0

Deinococcus 0 0 0 0 0 0 0 0

Eukaryota 0 0 1 (1.5%) 0 1 (0.3%) 0 0 1 Bacillariophyta (1)

Fibrobacteres 0 0 0 0 0 0 0 0

Firmicutes 0 0 0 0 1 (0.3%) 0 0 1 Clostridium sensu stricto (1)

0 0 0 0 0 0 1 (1.7%) 1 Clostridium XI (1)

Fusobacteria 0 0 0 0 0 0 0 0

Gemmatimonadetes 0 0 0 0 0 0 0 0

Lentisphaerae 0 0 0 0 0 0 0 0

OD1 1 (0.6%) 0 0 0 0 0 0 1

0 0 0 0 1 (0.3%) 0 0 1

OP10 0 0 0 0 0 0 0 0

Nitrospira 0 0 0 0 1 (0.3%) 0 0 1 Nitrospira (1)

Planctomycetes 1 (0.6%) 0 0 0 0 0 0 1

Alphaproteobacteria 4 (2.7%) 0 0 0 0 0 0 4 Caulobacter (1), Rhodobacter (1), Unidentified (2)

0 0 1 (1.5%) 0 0 0 0 1 Unidentified (1)

0 0 0 0 11 (3.4%) 0 0 10 Rhodobacter (2), Gp3 (1), Gp4 (1), Porphyrobacter (1), Unidentified (5)

Betaproteobacteria 6 (4.0%) 0 0 0 0 0 0 4 Hydrogenimonas (1), Thiomonas (1), Unidentified (2)

0 0 0 0 7 (2.2%) 0 0 1 Propionivibrio (1)

0 0 0 0 0 5 (5.4%) 0 5 Thiobacillus (2), Unidentified (3)

0 0 0 0 0 0 4 (7.0%) 3 Unidentified (3)

1 4 (2.7%) 0 0 0 1 (0.3%) 0 0 1 Unidentified (1)

Deltaproteobacteria 9 (6.1%) 0 0 0 0 0 0 7 Byssovorax (1), Desulfobacterium (1), Unidentified (5)

0 11 (12.6%) 0 0 0 0 0 4 Desulfocapsa (2), Geobacter (1), Unidentified (1)

0 0 3 (4.5%) 0 0 0 0 3 Desulfuromusa (1), Desulfosarcina (1), Unidentified (1)

0 0 0 0 4 (1.2%) 0 0 4 Bdellovibrio (1), Desulfovibrio (1), Geobacter (1), Unidentified (1)

0 0 0 0 0 0 4 (7.0%) 4 Desulfomonile (1), Unidentified (3)

Epsilonproteobacteria 11 (7.4%) 0 0 0 0 0 0 2 Sulfuricurvum (1), Sulfurovum (1)

0 1 (1.1%) 0 0 0 0 0 1 Sulfurovum (1)

0 0 5 (7.5%) 0 0 0 0 1 Arcobacter (1)

0 0 0 46 (68.7%) 0 0 0 2 Arcobacter (1), Sulfurimonas (1)

0 0 0 0 8 (2.5%) 0 0 4 Arcobacter (1), Sulfuricurvum (1), Unidentified (2)

1 1 (0.6%) 0 0 0 3 (0.9%) 0 0 1 Sulfurospirillum (1)

2 10 (6.7%) 17 (19.5%) 0 0 26 (8.1%) 0 0 1 Sulfurovum (1)

Gammaproteobacteria 8 (5.4%) 0 0 0 0 0 0 7 Aeromonas (1), Methylobacter (1), Thiofaba (1), Thiothrix (1), Unidentified (3)

0 2 (2.3%) 0 0 0 0 0 2 Thiothrix (1), Unidentified (1)

0 0 9 (13.6%) 0 0 0 0 6 Thiomicrospira (4), Halochromatium (1), Unidentified (1)

0 0 0 2 (3.0%) 0 0 0 2 Aquicella (1), Unidentified (1)

0 0 0 0 17 (22.8%) 0 0 12 Thiothrix (6), Aquimonas (1), Thiocapsa (1), Thiocystis (1), Unidentified (3)

0 0 0 0 0 21 (17.5%) 0 8 Thiovirga (5), Thiothrix (2), Unidentified (1)

0 0 0 0 0 0 10 (17.5%) 1 Thiofaba (1)

1 1 (0.6%) 1 (1.1%) 0 0 0 0 0 1 Thiothrix (1) 

2 1 (0.6%) 2 (2.3%) 0 0 3 (0.9%) 0 0 1 Thiofaba (1)

3 26 (17.6%) 21 (24.1%) 0 0 92 (28.7%) 2 (2.2%) 0 1 Thiothrix (1)

4 0 0 0 0 34 (10.6%) 44 (47.8%) 0 2 Thiothrix (2)

Spriochaetes 0 0 6 (9.1%) 0 0 0 0 4 Spirochaeta (4)

SR1 3 (2.0%) 0 0 0 0 0 0 1 SR1_genera_incertae_sedis (1)

0 7 (8.0%) 0 0 0 0 0 2 SR1_genera_incertae_sedis (2)

0 0 0 0 4 (1.2%) 0 0 2 SR1_genera_incertae_sedis (2)

0 0 0 0 0 2 (2.1%) 0 1 SR1_genera_incertae_sedis (1)

1 1 (0.6%) 2 (2.3%) 0 0 0 0 0 1 SR1_genera_incertae_sedis (1)

Synergistetes 0 0 0 0 0 0 0 0

Tenericutes 0 0 0 0 0 0 0 0



28 
 

Table 1.4a. cont. 

 

*Taxonomic affiliaition based on the closest relative, not the closest identifiable relative (i.e. not necessarily >80% 

similarity for major group or>94% for genus). Shared OTUs are numbered (1,2,3, etc.) for identification purposes 

only. 

 

 

  

Major Group Sharon Richfield TV1 TV2 OK Palmetto SCHS # of OTUs Top 5 Genera

Genus (# OTUs)

Thermodesulfobacteria 0 0 0 0 0 0 0 0

Thermotogae 0 0 0 0 0 0 0 0

TM7 0 0 0 0 0 0 0 0

Verrucomicrobia 0 0 0 0 0 0 0 0

Unidentified 5 (3.4%) 0 0 0 0 0 0 5

0 0 30 (45.5%) 0 0 0 0 5

0 0 0 12 (17.9%) 0 0 0 1

0 0 0 0 13 (4.0%) 0 0 7

0 0 0 0 0 2 (2.1%) 0 2

0 0 0 0 0 0 8 (14.0%) 8

1 0 0 0 0 2 (0.6%) 1 (1.0%) 0 1

2 5 (3.4%) 0 0 0 1 (0.3%) 0 0 1

Totals 148 87 66 67 321 92 57 251
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Table 1.4b. Distribution of 16S rRNA gene pyrosequences (gray shaded boxes represent #Seqs 

(% of Sample) for unevenly distributed OTUs).          

 

 

 

Major Group Sharon Richfield TV1 TV2 OK Palmetto SCHS # of OTUs Top 5 Genera

Genus (# OTUs)

Acidobacteria 13 (0.1) 0 0 0 0 0 0 7 Geothrix (6), Holophaga (1)

0 0 0 0 1  (<0.1) 0 0 1 Gp4 (1)

0 0 0 0 0 0 21  (0.3) 10 Gp18 (4), Gp3 (3), Gp10 (1), Gp6 (1), Holophaga (1)

Actinobacteria 12 (0.2) 0 0 0 0 0 0 9 Unidentified (9)

0 1 (<0.1) 0 0 0 0 0 1 Unidentified (1)

0 0 4 (<0.1) 0 0 0 0 4 Unidentified (4)

0 0 0 0 0 0 19 ().3) 9 Unidentified (9)

Aquificae 0 0 2 (<0.1) 0 0 0 0 2 Aquifex  (1), Venenivibrio (1)

0 0 0 0 0 0 2 (<0.1) 2 Aquifex  (1), Thermosulfidibacter (1)

Bacteroidetes 1215 (14.7) 0 0 0 0 0 0 262 Flavobacterium (37), Paludibacter (24), Alkaliflexus (18), Persicobacter (15), Ferruginibacter (12)

0 41 (0.5) 0 0 0 0 0 22 Lutimonas (6), Fluviicola (4), Alkaliflexus (2), Kordia (2), Zhouia (2)

0 0 777 (3.4) 0 0 0 0 140 Adhaeribacter (11), Alkaliflexus (11), Flexithrix (10), Belliella (8), Filimonas (8)

0 0 0 24 (0.3) 0 0 0 15 Alkaliflexus (2), Lutibacter (2), Sediminitomix (2), Other (9)

0 0 0 0 81 (3.7) 0 0 9 Cellulophaga (3), Flavobacterium (2), Gilvibacter (1), Haliscomenobacter (1), Owenweeksia (1)

0 0 0 0 0 50 (4.3) 0 18 Adhaeribacter (2), Paludibacter (2), Other (14)

0 0 0 0 0 0 393 (6.2) 45 Alkaliflexus (4), Tannerella (4), Fluviicola (3), Nubsella (3), Other (31)

1 276 (3.3) 173 (1.9) 0 0 0 0 0 32 Zhouia (7),  Lutimonas (7), Alkaliflexus (6), Fluviicola (5), Rikenella (2)

2 1 (<0.1) 0 1 (<0.1) 0 0 0 0 1 Flavobacterium (1)

3 29 (0.4) 0 0 6 (<0.1) 0 0 0 5 Persicobacter (2), Aquiflexum (1), Sediminibacterium (1), Tannerella (1)

4 11 (0.1) 0 0 0 3 (0.1) 0 0 3 Flavobacterium (2), Paludibacter (1)

5 127 (1.5) 2 (<0.1) 0 19 (0.2) 0 0 0 1 Unidentified (1)

6 1 (<0.1) 0 6 (<0.1) 32 (0.4) 0 0 0 1 Unidentified (1)

7 0 0 279 (1.2) 35 (0.4) 0 0 0 12 Alkaliflexus (1), Lishizhenia (1), Sediminitomix (1), Unidentified (9)

8 0 0 0 0 0 5 (0.4) 3 (<0.1) 1 Unidentified (1)

BRC1 0 0 0 0 0 0 4 (0.1) 2 Unidentified (2)

Caldiserica 0 0 0 0 0 0 1 (<0.1) 1 Caldisericum (1)

Chlamydiae 0 0 0 0 0 0 20 (0.3) 1 Parachlamydia (1)

Chlorobi 7 (0.1) 0 0 0 0 0 0 3 Chloroherpeton (3)

0 0 3 (<0.1) 0 0 0 0 2 Prosthecochloris (2)

0 0 0 23 (0.3) 0 0 0 8 Prosthecochloris (8)

0 0 0 0 0 0 107 (1.7) 10 Chloroherpeton (9), Prosthecochloris (1)

1 5 (0.1) 1 (<0.1) 0 0 0 0 0 1 Chloroherpeton (1)

2 2 (<0.1) 0 0 0 2 (0.1) 2 (0.2) 0 1 Chlorobium (1)

3 1 (<0.1) 0 0 0 0 0 3 (<0.1) 1 Chloroherpeton (1)

4 0 0 41 (0.2) 242 (2.8) 0 0 0 2 Prosthecochloris (2)

Chloroflexi 9 (0.1) 0 0 0 0 0 0 5 Levilinea (2), Longilinea (2), Chloroflexus (1)

0 7 (0.1) 0 0 0 0 0 4 Longilinea (4)

0 0 11  (<0.1) 0 0 0 0 9 Levilinea (4), Bellilinea (2), Caldilinea (2), Longilinea (1)

0 0 0 0 1 (<0.1) 0 0 1 Chloroflexus (1)

0 0 0 0 0 2 (0.2) 0 1 Longilinea (1)

0 0 0 0 0 0 613 (9.7) 61 Bellilinea (30), Chloroflexus (9), Anaerolinea (6), Caldilinea (5), Other (11)

1 24 (0.3) 12 (0.1) 0 0 0 0 0 4 Longilinea (4)

2 3 (<0.1) 0 0 0 1 (<0.1) 0 0 1 Unidentified (1)

3 0 1 (<0.1) 0 0 0 0 8 1 Unidentified (1)

4 0 0 1 (<0.1) 4 (<0.1) 0 0 0 1 Unidentified (1)

5 0 0 0 0 3 (0.1) 0 19 1 Bellilinea (1)

6 0 0 0 0 0 1 (0.1) 3 (<0.1) 1 Bellilinea (1)

Chrysiogenetes 0 0 0 0 0 0 1 (<0.1) 1 Chrysiogenes (1)

Cyanobacteria 0 0 115 (0.5) 0 0 0 0 40 GpXIII (40)

0 0 0 0 24 (1.1) 0 0 4 Gp1 (2), GpIIb (1), GrpX (1)

0 0 0 0 0 110 (9.5) 0 5 GpIIa (1), GpVIII (1), Unidentified (3)

0 0 0 0 0 0 1548 (24.5) 44 GpXIII (36), GrpXIII (6), GpIV (1), Unidentified (1)

1 0 0 31 (0.1) 3 (<0.1) 0 0 0 3 GpXIII (2)

Deferribacteres 0 0 27 (0.1) 0 0 0 0 4 Caldithrix (4)

0 0 0 1 (<0.1) 0 0 0 1 Caldithrix (1)

0 0 0 0 0 0 17 (0.3) 6 Caldithrix (5), Calditerrivibrio (1)

Deinococcus 1 (<0.1) 0 0 0 0 0 0 1 Truepera (1)

0 0 0 0 0 0 6 (0.1) 3 Meiothermus (2), Vulcanithermus (1)

Eukaryota 2 (<0.1) 0 0 0 0 0 0 1 Unidentified (1)

0 0 729 (3.2) 0 0 0 0 70 Bacillariophyta (64), Unidentified (6)

0 0 0 0 29 (1.3) 0 0 2 Bacillariophyta (1), Chlorophyta (1)

0 0 0 0 0 1 (0.1) 0 1 Chlorophyta (1)

1 0 0 8 (<0.1) 3 (<0.1) 0 0 0 3 Bacillariophyta (3)

2 0 0 5 (<0.1) 0 0 6 (0.5) 0 2 Bacillariophyta (2)

3 1  (<0.1) 0 274 (1.2) 6 (0.1) 0 0 0 1 Bacillariophyta (1)

Fibrobacteres 0 0 5 (<0.1) 1  (0.1) 0 0 0 1 Fibrobacter (1)

Firmicutes 128 (1.5) 0 0 0 0 0 0 24 Erysipelothrix (6), Bulleidia (3), Other (11), Unidentified (4)

0 3 (<0.1) 0 0 0 0 0 2 Lactobacillus (1), Unidentified (1)

0 0 72 ().3) 0 0 0 0 37 Lachnobacterium (4), Robinsoniella (3), Sporotalea (3), Weissella (3)

0 0 0 37 (0.4) 0 0 0 21 Roseburia (3), Blautia (2), Turicibacter (2), Other (10), Unidentified (4)

0 0 0 0 18 (0.8) 0 0 6 Lactobacillus (2), Papillibacter (1), Syntrophococcus (1), Thermodesulfobium (1), Unidentified (1)

0 0 0 0 0 0 89 (1.4) 24 Thermoflavimicrobium (2), Other (11), Unidentified (11)

1 1 (<0.1) 1 (<0.1) 0 0 0 0 0 1 Unidentified (1)

2 3 (<0.1) 0 0 0 4 (0.2) 0 0 2 Lactobacillus (1), Unidentified (1)

3 45 (0.5) 2 (<0.1) 0 0 14 (0.6) 0 0 2 Lactobacillus (2)

4 17 (0.2) 22 (0.2) 0 13 (0.1) 1 (<0.1) 0 0 1 Lactobacillus (1)

5 0 0 305 (1.3) 63 (0.7) 0 0 0 4 Lactobacillus (1), Sporotalea (1), Unidentified (2)

6 0 0 0 0 0 1 (0.1) 12 (0.2) 1 Unidentified (1)

Fusobacteria 0 0 10 (<0.1) 0 0 0 0 5 Cetobacterium (3), Fusobacterium (1), Psychrilyobacter (1)

0 0 0 0 5 (0.2) 0 0 4 Cetobacterium (2), Sneathia (1), Unidentified (1)

1 1 (<0.1) 1 (<0.1) 1 (<0.1) 0 0 0 0 1 Cetobacterium (1)

Gemmatimonadetes 0 0 0 0 0 0 2 (<0.1) 1 Gemmatimonas (1)

Lentisphaerae 14 (0.2) 0 0 0 0 0 0 3 Lentisphaera (2), Victivallis (1)

0 1 (<0.1) 0 0 0 0 0 1 Victivallis (1)

0 0 27 (0.1) 0 0 0 0 6 Victivallis (5), Unidentified (1)

0 0 0 0 0 0 16 (0.2) 8 Victivallis (7), Lentisphaera (1)

1 1 (<0.1) 0 3 (<0.1) 0 0 0 0 1 Lentisphaera (1)



30 
 

Table 1.4b cont. 

 

 

Major Group Sharon Richfield TV1 TV2 OK Palmetto SCHS # of OTUs Top 5 Genera

Genus (# OTUs)

OD1 2 (<0.1) 0 0 0 0 0 0 1 Unidentified (1)

0 0 0 0 0 0 20 (0.3) 7 Unidentified (7)

OP10 0 0 0 0 0 2 (0.2) 0 1 Unidentified (1)

0 0 0 0 0 0 34 (0.5) 10 Unidentified (10)

Nitrospira 0 0 1 (<0.1) 0 0 0 0 1 Nitrospira (1)

Planctomycetes 7 (0.1) 0 0 0 0 0 0 7 Treponema (3), Gemmata (2), Schlesneria (2), Singulisphaera (2), Planctomyces (1)

0 0 65 (0.3) 0 0 0 0 6 Gemmata (1), Pirellula (1), Schlesneria (1), Singulisphaera (1), Unidentified (2)

0 0 0 0 2 (0.1) 0 0 2 Gemmata (1), Singulisphaera (1)

0 0 0 0 0 1 (0.1) 0 1 Schlesneria (1)

0 0 0 0 0 0 42 (0.7) 12 Pirellula (7), Rhodopirellula (2), Singulisphaera (2), Schlesneria (1)

Alphaproteobacteria 284 (3.4) 0 0 0 0 0 0 75 Caulobacter (14), Sinorhizobium (9), Brevundimonas (5), Pseudorhodobacter (5), Rhizobium (5)

0 2 (<0.1) 0 0 0 0 0 1 Acidiphilium (1)

0 0 125 (0.5) 0 0 0 0 35 Ahrensia (4), Orientia (4), Pseudorhodobacter (4), Croceicoccus (3), Other (15)

0 0 0 3 (<0.1) 0 0 0 2 Pelagibacter (1), Pleomorphomonas (1)

0 0 0 0 7 (0.3) 0 0 7 Telmatospirillum (3), Filomicrobium (1), Haematobacter (1), Microvirga (1), Pedomicrobium (1)

0 0 0 0 0 15 (1.3) 0 10 Other (10)

0 0 0 0 0 0 10 (0.2) 7 Other (7)

1 3 (<0.1) 0 21 (0.1) 0 0 0 0 3 Orientia (1), Sphingopyxis (1), Unidentified (1)

2 1 (<0.1) 0 0 0 1 (<0.1) 0 0 1 Sphingopyxis (1)

3 6 (0.1) 0 0 0 0 0 1 (<0.1) 1 Phenylobacterium (1)

4 20 (0.2) 0 67 (0.3) 2 (<0.1) 0 0 0 1 Orientia (1)

5 2 (<0.1) 0 20 (0.1) 4 (<0.1) 1 (<0.1) 0 0 1 Unidentified (1)

6 0 0 0 1 (<0.1) 0 0 6 (0.1) 1 Unidentified (1)

7 0 0 0 0 0 2 (0.2) 1 (<0.1) 1 Unidentified (1)

Betaproteobacteria 767 (9.3) 0 0 0 0 0 0 142 Thiobacillus (54), Thiomonas (28), Vitreoscilla (10), Hydrogenophaga (7), Other (43)

0 0 39 (0.2) 0 0 0 0 13 Methylotenera (8), Chitinibacter (1), Deefgea (1), Thermothrix (1), Thiobacter (1)

0 0 0 1 (<0.1) 0 0 0 1 Hydrogenophaga (1)

0 0 0 0 0 191 (16.4) 0 10 Hydrogenophaga (2), Sterolibacterium (2), Other (6)

0 0 0 0 0 0 255 (4.0) 37 Thiobacillus (7), Caenimonas (5), Ottowia (5), Denitratisoma (4), Other (15)

1 135 (1.63) 0 0 0 4 (0.2) 0 0 3 Hydrogenophaga (1), Rhodoferax (1), Unidentified (1)

2 58 (0.7) 0 0 0 0 7 (0.2) 0 4 Hydrogenophaga (2), Unidentified (2)

3 151 (1.8) 0 0 2 (<0.1) 0 0 1 (<0.1) 1 Thiomonas (1)

4 203 (2.5) 2  (<0.1) 1 (<0.1) 3 (<0.1) 0 0 0 1 Thiomonas (1)

5 0 0 2 (<0.1) 0 0 0 5 (0.1) 1 Thiobacillus (1)

6 0 0 0 2 (<0.1) 3 (0.1) 1 (0.1) 0 1 Hydrogenophaga (1)

7 0 0 0 0 1 (<0.1) 13 (1.1) 0 1 Hydrogenophaga (1)

8 0 0 0 0 3 (0.1) 0 1 (<0.1) 1 Unidentified (1)

9 0 0 0 0 0 4 (0.3) 123 (2.0) 1 Unidentified (1)

Deltaproteobacteria 144 (1.7) 0 0 0 0 0 0 48 Geobacter (23), Bdellovibrio (3), Geopsychrobacter (3), Other (8), Unidentified (11)

0 26 (0.3) 0 0 0 0 0 8 Desulfocapsa (5), Geobacter (2), Syntrophus (1)

0 0 153 (0.7) 0 0 0 0 49 Geopsychrobacter (9), Desulfuromusa (8), Desulfatiferula (7), Other (18), Unidentified (7)

0 0 0 6 (<0.1) 0 0 0 5 Bacteriovorax (1), Desulfatiferula (1), Desulfuromusa (1), Malonomonas (1), Unidntified (1)

0 0 0 0 11 (0.5) 0 0 5 Bdellovibrio (1), Desulfarculus (1), Hippea (1), Unidentified (2)

0 0 0 0 0 7 (0.6) 0 6 Desulfarculus (1), Desulfobacca (1), Desulfocurvus (1), Peredibacter (1), Unidentified (2)

0 0 0 0 0 0 954 (15.1) 105 Desulfobacca (12), Geopsychrobacter (9), Desulfatirhabdium (7), Smithella (7), Other (49)

1 160 (1.9) 83 (0.9) 0 0 0 0 0 10 Geobacter (10)

2 4 (<0.1) 14 (0.1) 3 (<0.1) 0 0 0 0 1 Desulfocapsa (1)

3 0 1 (<0.1) 1 (<0.1) 0 0 0 0 1 Desulfocapsa (1)

4 0 0 100 (0.4) 80 (0.9) 0 0 0 7 Desulfuromusa (2), Malonomonas (2), Desulfatiferula (1), Unidentified (2)

Epsilonproteobacteria 885 (10.7) 0 0 0 0 0 0 162 Wolinella (45), Sulfurovum (38), Hydrogenimonas (27), Sulfurospirillum (18), Sulfuricurvum (17)

0 223 (2.4) 0 0 0 0 0 64 Hydrogenimonas (59), Sulfurovum (3), Arcobacter (1), Wolinella (1)

0 0 387 (1.68) 0 0 0 0 86 Wolinella (45), Sulfurovum (38), Hydrogenimonas (27), Sulfurospirillum (18), Sulfuricurvum (17), Unidentified (17)

0 0 0 415 (4.7) 0 0 0 78 Sulfurimonas (38), Nitratifractor (16), Arcobacter (7), Thioreductor (6), Other (11)

0 0 0 0 10 (0.4) 0 0 4 Arcobacter (1), Sulfurovum (1), Wolinella (1), Unidentified (1)

0 0 0 0 0 0 100 (1.6) 8 Arcobacter (2), Wolinella (2), Nitratiruptor (1), Sulfurovum (1), Unidentified (2)

1 255 (3.1) 695 (7.6) 0 0 0 0 0 50 Hydrogenimonas (42), Unidentified (8)

2 1 (<0.1) 0 1 (<0.1) 0 0 0 0 1 Sulfurospirillum (1)

3 7 (0.1) 0 0 30 (0.3) 0 0 0 1 Unidentified (1)

4 149 (1.8) 0 0 0 69 (3.1) 0 0 12 Sulfurovum (3), Arcobacter (1), Hydrogenimonas (1), Sulfurospirillum (1), Woliinella (1)

5 452 (6.3) 0 0 0 0 0 30 (0.5) 4 Wolinella (1), Unidentified (3)

6 519 (6.3) 4738 (51.6) 0 0 162 (7.4) 0 0 26 Hydrogenimonas (26)

7 0 2 (<0.1) 0 56 (0.1) 0 0 0 1 Arcobacter (1)

8 0 36 (4.4) 0 0 2 (0.1) 0 0 2 Hydrogenimonas (2)

9 0 0 1004 (4.4) 7336 (83.3) 0 0 0 46 Arcobacter (16), Sulfurimonas (14),  Nitratifractor (1), Sulfurovum (1), Unidentified (12)

10 0 0 0 0 0 9 (0.8) 8 (0.1) 2 Wolinella (1), Unidentified (1)

Gammaproteobacteria 323 (3.9) 0 0 0 0 0 0 112 Thiofaba (19), Thiothrix (9), Frateuria (7), Other (74), Unidentified (3) 

0 61 (0.7) 0 0 0 0 0 20 Thiothrix (8), Sedimenticola (4), Chromatium (2), Methylosoma (2), Thiofaba (2), Other (1), Unidentified (1)

0 0 606 (2.6) 0 0 0 0 142 Hydrogenovibrio (48), Rhabdochromatium (16), Thiomicrospira (13), Halochromatium (10), Thioalkalibacter (7)

0 0 0 14 (0.2) 0 0 0 8 Other (8)

0 0 0 0 135 (6.2) 0 0 14 Thiothrix (9), Dokdonella (1), Methylosoma (1), Rudaea (1), Thioflavicoccus (1)

0 0 0 0 0 415 (35.7) 0 22 Thiovirga (9), Thiothrix (3), Thiorhodospira (2), Other(7), Unidentified (1)

0 0 0 0 0 0 1279 (20.2) 65 Thiofaba (50), Thiohalocapsa (5), Thioflavicoccus (2), Other (7), Unidentified (1)

1 135 (1.63) 391 (4.3) 0 0 0 0 0 35 Thiothrix (15), Thiofaba (5), Unidentified (15)

2 0 0 410 (1.8) 43 (0.5) 0 0 0 7 Other (6), Unidentified (1)

3 2 (<0.1) 0 0 4 (<0.1) 0 0 0 1 Thioalkalibacter (1)

4 162 (2.0) 0 0 0 15 (0.7) 0 0 4 Pseudomonas (2), Lysobacter ( 1), Thiothrix (1)

5 2 (<0.1) 0 0 0 0 1 (0.1) 0 1 Thiofaba (1)

6 43 (0.5) 0 0 0 0 0 3 (<0.1) 2 Aeromonas (1), Pseudomonas (1)

7 3 (<0.1) 0 3 (<0.1) 0 0 0 0 3 Pseudomonas (1), Thioalkalibacter (1), Thiofaba (1)

8 11 (0.1) 10 (0.1) 1 (<0.1) 0 0 0 0 1 Thiofaba (1)

9 337 (4.1) 2227 (24.2) 0 0 1140 (52.0) 0 0 18 Thiothrix (17), Thiofaba (1)

10 1 (<0.1) 4 (<0.1) 0 0 0 1 (0.1) 0 1 Thiothrix (1)

11 53 (0.6) 0 8 (<0.1) 145 (1.6) 0 0 0 5 Acidithiobacillus (2), Thioalkalibacter (2)

12 6 (<0.1) 27 (0.3) 0 0 16 (0.7) 16 (1.4) 0 1 Thiothrix (1)

13 27 (0.3) 5 (<0.1) 2 (<0.1) 0 6 (0.3) 0 0 1 Thiofaba (1)

14 84 (1.0) 44 (0.5) 6 (<0.1) 5 (0.1) 21 (1.0) 0 0 1 Thiofaba (1)

15 0 3 (<0.1) 0 0 3 (0.1) 0 0 2 Thiothrix (2)

16 0 0 3 (<0.1) 0 0 0 1 (<0.1) 1 Unidentified (1)

17 0 0 0 1 (<0.1) 0 0 2 (<0.1) 1 Unidentified (1)

18 0 0 0 0 266 (12.1) 272 (23.4) 0 6 Thiothrix (6)

Spriochaetes 8 (0.1) 0 0 0 0 0 0 3 Treponema (3)

0 5 (<0.1) 0 0 0 0 0 2 Treponema (1), Spirocheata (1)

0 0 3389 (14.8) 0 0 0 0 109 Spirochaeta (97), Exilispira (5), Treponema (5), Leptonema (1), Turneriella (1)

0 0 0 11 (0.1) 0 0 0 3 Spriochaeta (2), Leptonema (1)

0 0 0 0 0 2 (0.2) 0 2 Leptonema (1), Schlesneria (1), Turneriella (1)

0 0 0 0 0 0 177 (2.8) 18 Spirochaeta (5), Treponema (5), Turneriella (4), Leptonema (3), Exilispira (1)
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Table 1.4b cont. 

 

*Taxonomic affiliaition based on the closest relative, not the closest identifiable relative (i.e. not necessarily >80% 

similarity for major group or>94% for genus). Shared OTUs are numbered (1,2,3, etc.) for identification purposes 

only. 

 

 

 

 

 

  

Major Group Sharon Richfield TV1 TV2 OK Palmetto SCHS # of OTUs Top 5 Genera

Genus (# OTUs)

SR1 440 (5.3) 0 0 0 0 0 0 63 Unidentified (63)

0 68 (0.7) 0 0 0 0 0 14 Unidentified (14)

0 0 9 (<0.1) 0 0 0 0 4 Unidentified (4)

0 0 0 0 28 (1.3) 0 0 4 Unidentified (4)

0 0 0 0 0 6 (0.5) 0 2 Unidentified (2)

0 0 0 0 0 0 6 (0.1) 3 Unidentified (3)

1 65 (0.8) 47 (0.5) 0 0 0 0 0 5 Unidentified (5)

2 120 (1.5) 0 25 (0.1) 0 0 0 0 4 Unidentified (4)

3 1 (<0.1) 0 0 0 0 2 (0.2) 0 1 Unidentified (1)

Synergistetes 0 0 0 0 0 0 2 (<0.1) 1 Pyramidobacter (1)

Tenericutes 8 (0.1) 0 0 0 0 0 0 1 Acholeplasma (1)

0 0 1 (<0.1) 0 0 0 0 1 Acholeplasma (1)

0 0 0 8 (0.1) 0 0 0 1 Haloplasma (1)

Thermodesulfobacteria 2 (<0.1) 0 0 0 0 0 0 2 Caldimicrobium (2)

0 0 2 (<0.1) 0 0 0 0 2 Caldimicrobium (2)

0 0 0 0 0 0 6 (0.1) 2 Caldimicrobium (2)

Thermotogae 0 0 47 (0.2) 0 0 0 0 7 Kosmotoga (7)

1 0 0 59 (0.3) 1  (<0.1) 0 0 0 1 Kosmotoga (1)

TM7 3 (0.1) 0 0 0 0 0 0 1 TM7 (1)

Verrucomicrobia 65 (0.8) 0 0 0 0 0 0 22 Opitutus (17), Spartobacteria_genera_incertae_sedis (2), Coraliomargarita (1), Prosthecobacter (1), Verrucomicrobium (1)

0 0 8186 (35.6) 0 0 0 0 213 Cerasicoccus (80), Alterocccus (49), Coraliomargarita (43), Puniceicoccus (25), Opitutus (14)

0 0 0 2 (<0.1) 0 0 0 1 Opitutus (1)

0 0 0 0 0 12 (1.0) 0 5 Alterococcus (1), Coraliomargarita (1), Luteolibacter (1), Spartobacteria_genera_incertae_sedis (1), Unidentified (1)

0 0 0 0 0 0 76 (1.2) 16 Subdivision3_genera_incertae_sedis (7), Opitutus (3), Alterococcus (2), Other (3), Unidentified (1)

1 1 (<0.1) 0 2264 (9.9) 0 0 0 0 1 Unidentified (1)

2 8 (0.1) 0 0 6 (0.1) 0 0 0 2 Opitutus (2)

3 0 0 2535 (11.0) 5 (<0.1) 0 0 0 4 Alterococcus (1), Unidentified (2)

Unidentified 146 (1.8) 0 0 0 0 0 0 37

0 51 (0.6) 0 0 0 0 0 12

0 0 565 (2.5) 0 0 0 0 74

0 0 0 62 (0.7) 0 0 0 5

0 0 0 0 94 (4.3) 0 0 5

0 0 0 0 0 4 (0.3) 0 2

0 0 0 0 0 0 270 (4.3) 29

1 27 (0.3) 98 (1.1) 0 0 0 0 0 15

2 6 (0.1) 0 15 (0.1) 0 0 0 0 4

3 2 (<0.1) 0 0 1 (<0.1) 0 0 0 1

4 1 (<0.1) 0 0 0 1 (<0.1) 0 0 1

5 15 (0.2) 54 (0.6) 0 0 5 (0.2) 0 0 4

6 0 0 103 (0.5) 47 (0.5) 0 0 0 11

7 0 0 2 (<0.1) 0 0 0 1 (<0.1) 1

8 0 0 0 0 0 2 (0.2) 2 (<0.1) 1

Totals 8272 9185 22968 8808 2193 1163 6323 3481
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Table 1.5. Diversity indices for 16S rRNA gene pyrosequence OTUs. 

 

1
Whittaker Beta-diversity of full community/Whittaker beta-diversity of only putative sulfide-oxidizing bacteria 

2 
Number of pyrosequences 
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locations (Figure 1.2a and 1.2b, Table 1.4a). TV2 and SCHS did not share any sequences with 

any of the other sites, implying a high level of endemicity at those springs (Figure 1.2b). For 

each of the five springs, between 3.8% (TV1) and 44.4% (Richfield) of the OTUs contained 

sequences from multiple springs (Figure 1.2a; Table 1.4a). Only one OTU (141 sequences, 0.2%) 

affiliated with Thiothrix spp. (Gammaproteobacteria) was comprised of sequences from four 

springs (Sharon, Richfield, Sulphur, and Palmetto springs). Four different OTUs formed with 

sequences from three of the springs (Sharon, Richfield, and Sulfur Springs), belonging to the 

Sulfurovum spp. (Epsilonproteobacteria), Thiofaba spp. (Gammaproteobacteria), and 

unidentified genera of the Bacteroidetes and Chloroflexi taxonomic groups (Table 1.4a).  

In contrast, among the pyrosequences, 12% of the OTUs (427 OTUs, 30,625 

pyrosequences) had sequences from more than one spring, with the number of shared OTUs per  

spring ranging from 16.5% (SCHS) to as high as 94.7% (Richfield) (Figure 1.3a). Only 44 OTUs 

(9,123 sequences, 15% of total sequences) were shared among more than two springs in large 

numbers (i.e. >1% of sequences). Sharon, TV1, Palmetto, and SCHS had more unique than 

shared OTUs (Figure 1.3b). Only one OTU formed from pyrosequences retrieved from five 

springs (Sharon, Richfield, TV1, TV2, and Sulphur springs), belonging to the Thiofaba spp. 

(Gammaproteobacteria) (Table 1.4b). Much of the taxonomic diversity was not shared between 

the springs, as many OTUs consisted of pyrosequences from only one spring (Figures 1.4a and 

1.4b, Table 1.4b). Most of the shared OTUs were retrieved from only two sites and were 

comprised of abundant pyrosequences that belonged to few taxonomic groups (Table 1.4b, 

Epsilonproteobacteria, Gammaproteobacteria), although OTUs comprised of high numbers of 

shared pyrosequences among the Sharon, Richfield, and Sulphur spring communities also 

formed. Richfield Spring shared 51.5% of its epsilonproteobacterial population with Sharon and 
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a) 

 

b) 

 

Figure 1.2. Percentage of shared vs. unique (a) near full-length 16S rRNA gene sequences from 

Sanger sequencing and (b) operational taxonomic units (OTUs) from Sanger sequences (Sharon 

= Sharon Springs; Richfield = Richfield Springs; TV1 = Tully Valley 1; TV2 = Tully Valley 2; 

OK = Sulphur Springs; Palmetto = Palmetto Springs; SCHS = South Canyon Hot Springs). 
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a) 

  

b) 

 

Figure 1.3. Percentage of shared vs. unique (a) 16S rRNA gene pyrosequences and (b) OTUs 

from pyrosequences (Sharon = Sharon Springs; Richfield = Richfield Springs; TV1 = Tully 

Valley 1; TV2 = Tully Valley 2; OK = Sulphur Springs; Palmetto = Palmetto Springs; SCHS = 

South Canyon Hot Springs). 
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a) 

 

b) 

 

Figure 1.4. Percentage of shared vs. unique (a) 16S rRNA gene taxonomy of pyrosequences and 

(b) OTUs from pyrosequences. 
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Sulphur Springs, whereas Sulphur Springs shared 52% of its gammaproteobacterial population 

with Sharon and Richfield springs. Overall, the taxonomic affiliations of shared OTUs comprised 

of the most abundant 16S rRNA gene sequences generally belonged to putative sulfur-oxidizing 

bacteria.  

The distribution of pyrosequences comprising some OTUs was also extremely uneven, 

such that the number of (pyro)sequences from one or more sites was at least 10X more abundant 

than the number of (pyro)sequences from other site(s). This uneven distribution was most 

obvious for Verrucomicrobia and Betaproteobacteria (Table 1.4b). In all, there were 13 

unevenly distributed OTUs, six of which from Sharon Springs, four from TV1, and one each 

from Richfield Springs, TV2, and Palmetto Springs.   

 

Geochemical and geographic distribution of OTUs  

Relationships among the geographic distributions of taxonomic groups to spring 

geochemistry were verified by CCA using log-transformed OTU abundances from the Sanger 

sequences and pyrosequences separately against the geochemical variables of pH, conductivity, 

sulfide, and temperature. For the nearly full-length Sanger sequences (Figure 1.5), CCA axis 1 

correlated to sulfide (38% of the variance) and CCA axis 2 correlated to temperature and pH 

(33% of the variance) (P-value = 0.02 following 100 Monte Carlo permutations). For the 

pyrosequence data (Figure 1.6), 73% of the variance could be described by two axes of the final 

CCA (P-value = 0.009 following 100 Monte Carlo permutations), with axis 1 correlating to 

sulfide and axis 2 to correlating to pH and temperature. Other variables, such as dissolved 

oxygen concentration, probable source(s) of the springs (i.e. sandstone vs. carbonate, etc.), and 

spring environment (i.e. concrete vs. "natural"), were evaluated and found not to be statistically  



38 
 

 

Figure 1.5. CCA of OTUs from the nearly full-length 16S rRNA gene sequences produced from 

Sanger sequencing (P-value = 0.02). Black dots represent the sampled springs (Sharon = Sharon 

Springs; Richfield = Richfield Springs; TV1 = Tully Valley 1; TV2 = Tully Valley 2; OK = 

Sulphur Springs; Palmetto = Palmetto Springs; SCHS = South Canyon Hot Springs). Blue dots 

represent OTUs from the springs that are labeled with the following: Site(s)-# of 16S rRNA 

sequences/# of OTUs-# of major phyla (including Proteobacteria)/# of Proteobacteria classes. 
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Figure 1.6. CCA of OTUs from 16S rRNA gene pyrosequences (P-value = 0.01). Black dots 

represent sampled springs (Sharon = Sharon Springs; Richfield = Richfield Springs;  TV1 = 

Tully Valley 1; TV2 = Tully Valley 2; OK = Sulphur Springs; Palmetto = Palmetto Springs; 

SCHS = South Canyon Hot Springs). Blue dots represent pyrosequence OTUs from the springs 

that are labeled with the following: Site(s)-# of 16S rRNA sequences/# of OTUs-# of major 

phyla (including Proteobacteria)/# of Proteobacteria classes. 
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significant in any of the analyses (data not shown).  

The ordination of the overall diversity from the pyrosequence data for each of the sites 

against geochemistry correlated to the ordination of major taxonomic groups at those sites 

(Figure 1.7; Table 1.6). For instance, the communities from Sharon, Richfield, Sulphur, and 

Palmetto springs negatively correlated with the vector directions for sulfide concentration, 

conductivity, and pH, although Palmetto Spring communities positively correlated to the vector 

attributed to temperature. For each of these spring communities, Epsilonproteobacteria and 

Gammaproteobacteria dominated the communities and these groups were closely ordinated to 

the spring sites in the CCA analysis (Figure 1.7). The community from TV1 positively correlated 

with sulfide and conductivity, but the TV2 community positively correlated with pH and 

conductivity and negatively to temperature. Both Verrucomicrobia and Spirochaetes, which  

dominated the TV1 microbial community (Table 1.6), were ordinated with the overall TV1 

community position and the sulfide vector (Figure 1.7). SCHS had the highest temperature of all 

sites (Table 1.1), and the overall community from SCHS positively correlated with the 

temperature vector, and also ordinated with Cyanobacteria, Chloroflexi, and Deltaproteobacteria 

(Figure 1.7). 

 Examination of the genus-level diversity indicated that genera comprising major OTU 

groups were much more diverse than Figure 1.7 suggested. Genera, specific to the springs in 

which they were found, correlated with the geochemical conditions at those springs (Figures 1.5, 

1.6, and 1.8). For instance, sequences related to Geobacter spp. were the dominant 

Deltaproteobacteria at Sharon Springs, but at TV1 sequences related to Geopsychrobacter and 

Desulfuromusa spp. were the dominant Deltaproteobacteria (Table 1.4b). Geobacter spp. 

correlated to the low sulfide conditions at Sharon, but Geopsychrobacter and Desulfuromusa 
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Figure 1.7. CCA of 16S rRNA pyrosequences summarized by major taxonomic group (P-value = 

0.04). Black dots represent the sampled springs (Sharon = Sharon Springs; Richfield = Richfield 

Springs; TV1 = Tully Valley 1; TV2 = Tully Valley 2; OK = Sulphur Springs; Palmetto = 

Palmetto Springs; SCHS = South Canyon Hot Springs). Blue dots represent the OTUs related to 

the major taxonomic groups. 
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a) 

 

b) 

 

 

Figure 1.8. CCA of (a) Epsilonproteobacteria (b) Gammaproteobacteria OTUs. Black dots 

represents the sampled springs. S-Sharon Springs, R-Richfield Springs, TV1-Tully Valley 1, 

TV2-Tully Valley 2, OK-Sulfur Springs, P-Palmetto Springs, SCHS-South Canyon Hot Springs. 

Blue dots represent OTUs from the springs.  
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Table 1.6. Comparison of dominant bacterial groups according to major taxonomic affiliations 

for Sanger versus 454 tag pyrosequencing from the seven sulfidic springs sampled. 
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spp. correlated to the high sulfide concentrations associated with TV1 (Figure 1.6). Sequences 

shared between the sites plotted on the CCAs halfway between the shared sites and correlated 

with (i.e., were indicative of) the geochemical parameter that would have governed their 

dominance at the site. Shared sequences related to Thiothrix spp. from Sulphur and Palmetto 

springs correlated to high temperature, whereas sequences related to Thiothrix spp. shared 

between Sharon and Richfield springs correlated to lower temperatures and sulfide conditions 

(Figure 1.6, Table 1.4b). TV1 and TV2 shared sequences related to Alterococcus spp. 

(Verrucomicrobia) that correlated to high sulfide and conductivity, even though higher sulfide 

concentrations were only found in TV1. However, the distribution of sequences comprising this 

OTU was uneven, as most of the sequences were from TV1 (Table 1.4b).     

Compared to the statistical support for geochemical constraints on bacterial community  

distribution, geographic distance did not appear to be an important regulator of microbial 

community composition at any of the spring locations based on bacterial presence/absence data. 

Sharon and Richfield springs, which were 30 km apart and likely affected by the same 

hydrogeological aquifer conditions, had similar OTUs in common with each other. Also, TV1 

and TV2, which were a few meters apart from one another, also shared OTUs in common with 

one another. But, TV1 had more bacterial OTUs in common with Sharon Springs (125 km 

distance) than TV1 did with Richfield Springs (95 km distance). Moreover, Sharon and Richfield 

springs shared more OTUs in common with Sulphur Springs (~2,100 km) than either of these 

springs shared with TV1 and TV2 collectively. SCHS shared more of its putative sulfur-

oxidizing bacterial OTUs with Sharon Springs (2,753 km away) and Palmetto Springs (1,426 km 

away) then it did with Sulphur Springs (1,083 km away) (Table 1.4b).  
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DISCUSSION 

Understanding the variables that govern the geographic distribution of bacteria in the 

environment is a complicated task, particularly given the large numbers of variables that likely 

play a role (e.g., Green et al., 2008). This study examined the distribution of 16S rRNA genes 

across geochemically diverse, terrestrial sulfidic springs to identify common microbial 

communities, focusing on Epsilonproteobacteria, regardless of geographic distances. We 

expected that sites with similar geochemistry would share more 16S rRNA gene sequences for 

specific bacterial groups than sites with dissimilar geochemistry. In general, the results from our 

investigation support the hypothesis because, even when considering the entire composition of 

the microbial communities sampled in this study, geographic distance did not appear to be an 

important regulator of microbial community composition at any of the spring locations based on 

bacterial presence/absence data.  

 

Controls on putative sulfur-oxidizing bacterial group distribution  

Although the dominant bacteria in each spring were most commonly putative sulfur-

oxidizing groups belonging to the Epsilonproteobacteria and Gammaproteobacteria, and these 

groups shared more sequences in common with other sites of similar geochemistry, there was 

still a large number of OTUs that were found to be unique to the springs within these taxonomic 

groups (Figures 1.2 and 1.3, Tables 1.4a and 1.4b). In general, Gammaproteobacteria, mostly 

related to Thiothrix and Thiofaba spp., were identified across larger geographic areas than the 

Epsilonproteobacteria. Nine OTUs were shared among three or more springs, but the percentage 

of sequences shared was generally low (<1.0%). This could be because, given the wide range of 

geochemical parameters encompassed in this study, bacterial dominance in the springs may be 
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restricted to specific geochemical conditions. Hence, most of the shared OTUs consisting of >1% 

sequences are shared among springs with similar geochemical conditions or that were unevenly 

distributed (i.e. with high abundances in one location but low abundances in another).   

The distribution and occurrence of Epsilonproteobacteria, as a class, correlated to low 

sulfide conditions in the springs (Figure 1.7), but the distribution of specific genera within the 

class spanned the entire measured geochemistry of the springs examined (Figure 8a) and strongly 

correlated to the geochemistry at sites with opposing geochemistry. For instance, there were 45 

OTUs (1.3% of total OTUs) related to Wolinella spp. that were unique to Sharon Springs and 45 

different OTUs related to Wolinella spp. that were unique to TV1. The OTUs from these springs 

correlated to opposite ends of the sulfide concentration spectrum, suggesting these putative 

genera are likely functionally different in the springs. There were also 162 OTUs (4.7% of total 

OTUs) of Epsilonproteobacteria that were unique to Sharon Springs (mostly related to 

Wolinella, Sulfurovum, and Hydrogenimonas spp.) that correlated to lower sulfide 

concentrations, while there were 86 epsilonproteobacterial OTUs (2.5% of total OTUs) unique to 

TV1 (mostly related to Wolinella spp.) that correlated to higher sulfide concentrations (Figure 

1.6, Table 1.4b). Similar results were observed among the Gammaproteobacteria, specifically 

for the genera Thiothrix and Thiofaba. Different genera of the same phylum, or class for the 

Proteobacteria, could be correlated to different geochemical parameters within the same springs, 

suggesting that the bacteria are likely adapted to the specific spring habitat. Consequently, 

evaluation of the geochemical controls on bacterial distribution in the environment based on 

higher taxonomic levels, such as phylum or class, may be misleading and may not necessarily 

reflect the geochemical conditions governing genus-level diversity in the specific habitats.  
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 Epsilonproteobacteria were relatively common bacterial community members in all of 

the springs except Palmetto (0.77% of total community based on pyrosequencing data) and 

SCHS (1.18% of total community). These exceptions are not surprising because Palmetto Spring 

is a non-carbonate system, which have not be considered important habitats for terrestrial 

Epsilonproteobacteria (Porter & Engel, 2008), and SCHS, which potentially could not be a 

carbonate system and has water temperatures at the highest end of what has been reported for the 

presence of terrestrial epsilonproteobacterial lineages (Porter & Engel, 2008; Rossmassler et al., 

2012). The majority of the pyrosequences related to Epsilonproteobacteria were shared among 

the carbonate-hosted springs, as opposed to being unique to the individual springs (with the 

exception of SCHS) (Table 1.4b). However, most of these OTUs were only shared among two 

springs, with only 26 OTUs from the pyrosequences (whose closest relative is Hydrogenimonas 

spp.) shared among more than two springs (Sharon, Richfield, and Sulphur springs). Sharon and 

Richfield springs also shared an additional 42 OTUs related to Hydrogenimonas-like spp., as 

well, suggesting that these putative epsilonproteobacterial genera may prefer habitats with lower 

temperatures, pH, and conductivity (Figure 1.6, Table 1.1). It is possible that these OTUs are not 

affiliated with Hydrogenimonas because the sequence similarities (from all of the springs) were 

well below 94%. Hydrogenimonas spp. are most noted for their ability to oxidize hydrogen, 

although members of the genus have also been reported to utilize reduced sulfur species (e.g. 

Takai et al., 2004). Comparing the pyrosequence dataset to the Sanger sequence dataset, there 

was only one OTU found among Sharon, Richfield, and Sulphur springs common to both 

datasets. This OTU was phylogenetically affiliated with sulfur- and thiosulfate-oxidizing 

mesophilic Sulfurovum spp., which have been previously described from deep-sea hydrothermal 

vent systems (Inagaki et al., 2004). If this Sanger-based OTU is comparable to the pyrosequence-
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based OTUs, then it is possible that the pyrosequence-based OTUs may also be related to 

Sulfurovum spp. However, Sulfurovum spp. have not been identified previously from other 

terrestrial habitats and sulfidic springs (e.g., Engel et al., 2004; Macalady et al., 2006; Porter & 

Engel, 2008; Rossmassler et al., 2012), so it is possible that these OTUs represent novel diversity 

among the terrestrial Epsilonproteobacteria.  

Overall, sites with differing geochemical conditions had very little in common with 

respect to epsilonproteobacterial and other bacterial communities. Epsilonproteobacteria 

retrieved from TV1 and TV2 correlated to higher pH, conductivity, and sulfide concentrations 

than those retrieved from the other springs, and these springs shared relatively little of their 

Epsilonproteobacteria communities with the other springs examined. A similar distribution 

pattern of shared OTUs related to Thiothrix and Thiofaba spp. (Table 1.4b) was observed. 

Sharon, Richfield, and Sulphur springs shared 18 OTUs (mostly related to Thiothrix spp.) in 

common with one another, and Sharon and Richfield springs shared an additional 26 OTUs 

related to Thiothrix and Thiofaba spp. TV1 and TV2 shared a completely different 

gammaproteobacterial community comprised of seven OTUs related to Halochromatium and 

Hydrogenovibrio spp., and others, though an additional five OTUs were shared with Sharon 

Springs (Table 1.5b). Despite there being two OTUs related to Thiofaba spp. that TV1 and TV2 

shared with other springs, the numbers of sequences involved were low (i.e. just eight 16S rRNA 

gene sequences from TV1 and five from TV2). These results likely indicate that the groups, 

although shared, are minor players in the communities and likely are unsuited for the 

geochemical and/or ecological conditions sampled in these springs. The geochemical conditions 

that could influence the distribution of these gammaproteobacterial groups have not been 

thoroughly evaluated. 
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 When comparing the distributions of both epsilonproteobacterial and 

gammaproteobacterial groups together, populations of relatively abundant Hydrogenimonas- or 

Sulfurovum-like spp. (Epsilonproteobacteria) occurred in springs with relatively abundant 

Thiothrix and Thiofaba spp. (Gammaproteobacteria) populations. But, populations related to 

Arcobacter and Sulfurimonas spp. (Epsilonproteobacteria) were more abundant where 

populations of Thiofaba and Thiothrix spp. had relatively low relative abundances. The 

significance of these results is unclear, but may suggest that the co-occurrence of specific 

epsilonproteobacterial and gammaproteobacterial groups is regulated, in part, by geochemistry at 

each of the habitats.  

 

Geochemical controls on the distribution of other bacterial groups 

Although several other bacterial groups (e.g., Bacteroidetes) were prevalent members of 

the communities at each spring, in addition to Epsilonproteobacteria and Gammaproteobacteria 

(Table 1.6), the percentage of the shared OTUs, from both Sanger and pyrosequence-based 

datasets, among the other bacterial groups was low (<1.0%). In five of the seven springs, 

Bacteroidetes comprised one of the top three most abundant major taxonomic groups, but shared 

OTUs were comprised of relatively few 16S rRNA gene sequences (Table 1.4a and 1.4b). The 

distribution of prevalent populations in each spring based on OTU occurrence also correlated to 

geochemical parameters at each of the springs. This was particularly evident from the OTUs with 

uneven distributions, which we interpreted as being an indication of bacteria that may thrive in 

one location(s) (i.e. have higher numbers of sequences), but merely exist in the other location 

(i.e. have lower numbers of sequences). For instance, among the Betaproteobacteria, which had 

uneven pyrosequence OTU distributions, OTUs were more prevalent from Sharon Springs than 
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the other sites, perhaps because the geochemical conditions at Sharon Springs were more 

favorable. However, Sharon Springs shared some betaproteobacterial OTUs (Betaproteobacteria 

OTUs 1 and 4, Table 1.4b) with springs having similar geochemical conditions (i.e. Richfield 

and Sulphur springs). In instances such as these, it is likely that unmeasured parameters (e.g., 

geochemical or biological) govern the distribution of these bacteria. It is also possible that these 

bacteria inhabit the sediments around and below the sampled microbial mats, which were not 

explicitly sampled. This could mean that we did not sample the primary habitat for these 

bacteria.  

This issue highlights another variable that may potentially explain the observed 

distribution of some bacterial groups in the springs. Point sampling one to two grams of material, 

derived from a comparatively infinitely-sized microbial community within undefined habitat 

dimensions, from each spring may introduce bias because each sample may not necessarily be 

equal in functional or taxonomic scope across all sampling sites. Within a habitat, microbial 

communities are unevenly arranged, and therefore some samples are likely to contain more or 

less amounts of the neighboring microbial communities that may or may not have an equivalent 

presence in a sample from a different spring, even if geochemical conditions are the same. 

Because pyrosequencing has the potential to more deeply evaluate the genetic diversity of a site 

compared to clone-based Sanger sequencing analyses, it is possible that the majority of 

pyrosequences in the "tail" of abundance data, often regarded as "rare biosphere" (Sogin et al., 

2006; Galand et al., 2009), are more likely members of neighboring microbial communities that 

have not been properly sampled. Although the primary goal of the study was met, that is to better 

understand the biogeographic and geochemical controls on the occurrences of putative sulfur-

oxidizing Epsilonproteobacteria in terrestrial environments, the other goal of uncovering and 
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understanding distribution patterns among other bacterial groups found with 

Epsilonproteobacteria, may have been compromised by the sampling effort. Extensive sampling 

around the sample(s) of interest, which in this study were the white, filamentous mats, may be 

needed to fully understand the diversity and distribution patterns of bacterial communities 

associated with Epsilonproteobacteria and those that are not.  
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CHAPTER 2 

Density of sample collection within a single habitat having strong geochemical gradients 

impacts microbial biogeography and “rare biosphere” interpretations 
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ABSTRACT 

 Despite enormous amounts of gene sequence data generated from diverse environments, 

understanding microbial biogeographic patterns is still difficult. Greater appreciation for 

distribution patterns within single habitats could fill the gaps left by larger studies that attempt to 

correlate populations across the globe, although relatively few studies have examined microbial 

biogeography on local scales and particularly where geochemical (e.g., redox, thermal, photic) 

gradients can influence distribution patterns. Here, we characterize the microbial diversity of a 

terrestrial sulfidic spring and outflow channel to evaluate how point sampling influences 

distribution patterns relative to habitat geochemistry. Analyses of 16S rRNA gene pyrosequences 

were done from the 25 individual samples collected from the channel, from eleven transect 

datasets, and from the full dataset. No communities were uniformly distributed along the 

channel, and most had distinct distributions that correlated to specific geochemical gradients. 

Approximately 92% of the operational taxonomic units (OTUs) represented by one sequence 

from individual samples, often used to represent the “rare biosphere,” were members of OTUs 

retrieved elsewhere in the outflow channel. Rare OTU distribution patterns mirrored patterns for 

dominant OTUs. This suggests that rare biosphere interpretations from point samples may be an 

artifact of undersampling at the level of a habitat and it may not be possible to identify local seed 
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bank distributions or inform about transient occupation of unfavorable conditions. Lastly, the full 

habitat diversity was not retrieved from any single sample, which implies extrapolating 

biogeography results beyond the locations that were sampled within a habitat may be 

inappropriate. 

 

INTRODUCTION 

 Microbial biogeography has long perplexed microbiologists. Despite knowing that the 

composition of microbial communities can change across small spatial distances (e.g., Youssef et 

al., 2010; Martiny et al., 2011; Ruamps et al., 2011), numerous studies have attempted to 

correlate microbial groups across vast areas of the ocean and terrestrial sediments and soils using 

discrete, point samples that represent relatively small sample sizes compared to the infinitively 

larger microbial communities they are meant to represent (e.g., Lauber et al., 2009; Philippot et 

al., 2009; Galand et al., 2010; Kirchman et al., 2010; Griffiths et al., 2011; Bowen et al., 2012; 

Ranjard et al., 2013). Considerable effort has been devoted to ensuring the efficacy of 

pyrosequencing and other next-generation sequencing techniques, and the analysis of 

pyrosequences to interpret microbial biogeography (e.g. Huse et al., 2010). But, comparatively 

little attention has focused on the validity of extrapolating pyrosequencing results beyond the one 

to two grams (or liters of seawater, etc.) that were sampled using classical microbiological 

sampling methods, such as point sampling. Coverage estimates and rarefaction curves of point 

samples do not provide reliable information about habitat areas that are not sampled, and 

unwarranted extrapolation between samples could potentially lead to faulty conclusions 

regarding microbial biogeography for both dominant and rare taxa.  
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 The “rare biosphere” describes the large numbers of low abundance sequences that make 

up the bulk of the diversity in pyrosequencing studies (Sogin et al., 2006). Hypothesized to act as 

a seed bank for microbial diversity (Pedros-Alio, 2006), the rare biosphere can contribute to 

important biogeochemical cycling (e.g., Pester et al., 2010) as rare (e.g., Galand et al., 2009; 

Kirchman et al., 2010) or dominant (e.g., Sjostedt et al., 2012) members of a community across 

habitats. Bowen et al. (2012) describe replicate samples that produce similar rare biosphere 

compositions and suggest that pyrosequencing is a reliable method for identifying rare biosphere 

populations in a sample. However, there are reasons to question the rarity and authenticity of the 

rare biosphere identified via pyrosequencing (e.g. Galand et al., 2009) because cultured 

microorganisms known to carry out important metabolic functions in some habitats can also be 

considered part of the rare biosphere or even go undetected when examined via culture-

independent methods (Shade et al., 2010). Using fine-scale sampling, Youssef et al. (2010) 

report that much (i.e. 23%-47%) of the rare biosphere is actually shared among samples, 

suggesting that the scale and density of sampling used to describe a habitat should be considered 

for an accurate portrayal of microbial diversity and biogeography. 

Therefore, the goal of this study was to understand how interpretations of community-

level biogeographic distributions are impacted if a single location was intensely sampled. We 

conducted different cluster analyses of 16S rRNA gene pyrosequences from a terrestrial sulfidic 

spring outflow channel to test the following hypotheses: (i) similar microbial community 

compositions would be found from point locations with similar geochemical profiles,  (ii) 

samples taken along the longitudinal transect down the center of the outflow channel would be 

representative of the dominant microbial groups inhabiting the outflow channel, and (iii) putative 

rare biosphere groups identified in individual samples would belong to neighboring microbial 
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communities when clustered with other samples. Our results reveal that microbial communities 

were unevenly distributed within the outflow channel, such that samples collected from any 

single point miss the full community diversity and structure, especially the dominant microbial 

groups. Furthermore, microbial biogeography studies concerned with understanding the rare 

biosphere from one or a few samples taken from a habitat should be more cautious because the 

perceived rare taxa may actually be an artifact of incomplete habitat sampling. Specifically, we 

found that low abundance taxonomic groups from one sample location had high relative 

abundance, and were among the most dominant taxonomic groups, just a few meters away. In 

summary, our results suggest that pyrosequencing studies from samples collected from a single 

location within a habitat may not be an appropriate strategy to understand microbial 

biogeography across large distances, and especially from habitats where the distribution of 

microbial groups significantly correlates to strong geochemical gradients. 

 

MATERIALS AND METHODS 

Sample locations and collection 

 Rattlesnake Spring is a private sulfidic spring that emanates at ~0.15 m s
-1

 from 

Ordovician limestone on a hillside near Bromide, Oklahoma (USA). Details about the local 

spring geology and aqueous geochemistry analyses can be found in Headd and Engel (2013). 

The spring has a natural outflow channel over 14 m in length that is filled with rocks, sediment, 

and microbial mats. At the orifice, thick, green microbial mats form at a shallow pool (~1-2 cm 

depth) that is several meters wide. Thin, white to gray microbial mats occur on pool sediment. 

The majority of the water flows out of the orifice pool on the western edge into an outflow 

channel that also flows over a carbonate ledge coated by thick, white microbial mats. Water that 
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flows along the eastern edge of the orifice pool trickles down a muddy embankment (~3 m in 

length) with sparse, thin white microbial mats coating grassy vegetation. In the upper reach of 

the outflow channel, thick white microbial mats coat rocks, sediment, and vegetation for several 

meters downstream until the channel widens by several meters and water depth and flow 

decreases. For the next several meters, the white mats become increasingly patchier and thinner. 

Patches of green and olive-brown mats become more abundant, and cover sediment and 

vegetation in small pools that form between the rocks in the channel. Water flow in the lower 

channel reach is imperceptible across the width of the channel, except where the water flows 

over small carbonate ledges that are coated by thick green and brown mats. At the end of the 

outflow channel (14 m from the orifice), the water flows over a steep, muddy embankment 

several meters high and into a main drainage on the property.   

 Approximately 2 ml of wet microbial mat and sediment samples were collected from 25 

locations within the spring outflow channel in October of 2010. Samples were collected in three 

longitudinal transects (designated as A, B, and C) and eight latitudinal transects (identified as 2 

through 10) (Figure 2.1). The focus of the sampling was on the lateral extent of the microbial 

mats in the spring and no attempt was made to account for vertical stratification in the mats and 

sediments. Attempts to keep distances uniform between sample sites within a transect (e.g., at the 

same relative distance from the orifice) were unsuccessful because of physical obstructions (e.g., 

ledge, rocks in the channel) in the outflow channel.  

 

Pyrosequence diversity analyses 

Sample processing, total environmental nucleic acid extractions, and 454 tag 

pyrosequencing of 16S rRNA genes are described in Headd and Engel (2013).  The complexity  
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Figure 2.1. Schematic of Rattlesnake Spring with sampling locations. Sampling locations are 

identified by their lateral transect number (2-9) and longitudinal transect letter (A to C). The 

orifice is identified as 10 without a letter designation. The color scheme represents the total 

percentage of sequences associated with an OTU(s) at each sampling location. 
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of pyrosequencing, both the technique itself and sequence analysis has produced an array of 

pipelines and other methodologies designed to process and analyze reads (e.g., Cole et al., 2009; 

Quince et al., 2009; Schloss et al., 2009; Schloss and Westcott, 2011). Many of these processes 

are prone to an assortment of errors/biases (Reeder and Knight, 2009; Hamp et al., 2010; 

Kuczynski et al., 2010; Lemos et al., 2011) and can overestimate the number of OTUs (Huse et 

al., 2010; Kunin et al., 2010). Nonetheless, clustering pyrosequences into OTUs remains the best 

option for grouping thousands of reads generated from environmental samples. For this study, 

following 454 tag pyrosequencing of 16S rRNA genes, all failed reads, low quality score 

sequences (<20), and non-bacterial ribosomal sequences were removed. Barcodes and adaptors 

were trimmed and the resulting sequences were aligned in the Ribosomal Database Project 

(RDP) Pipeline (http://pyro.cme.msu.edu) (Cole et al., 2009). Pyrosequences for each sample 

were checked for chimeras using Bellerophan (Huber et al., 2004) and UCHIME (Edgar et al., 

2011). Potential chimeric sequences were removed. To define OTUs, pyrosequences were 

clustered from each of the 25 individual samples, from three longitudinal transects, from eight 

latitudinal transects, and from the complete dataset. Cluster cutoffs of 0.04 (Table A2.1), 0.05, 

and 0.06 (Table A2.2) were implemented using the RDP Complete Linkage Clustering program 

(Cole et al., 2009).   

Taxonomy was assigned using the RDP Classifier (Wang et al., 2007). Only sequences 

with at least 94% similarity were classified to the genus level. Proteobacteria sequences with 

<85% similarity were classified as unidentified Proteobacteria, whereas sequences with <80% 

similarity were classified as unidentified bacteria. From these data, taxonomic assignments for 

each of the OTUs were determined using the RDP-identified representative sequence for the 

OTUs containing <40 sequences. For OTUs containing 40 or more sequences, the 'average 
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taxonomy'  was identified by manually checking the taxonomic assignment of every sequence in 

the OTU and assigning the taxonomy based on the most common taxonomy of the sequences 

within the OTU. We assigned a genus to an OTU if any of the sequences associated with the 

most common taxonomy had a ≥94% similarity to that genus. Rarely were sequences within an 

OTU with ≥94% similarity related to two different genera, but when this occurred, we classified 

the OTU as unidentifiable at the genus level.  

 The raw pyrosequence reads are available at the NCBI Sequence Read Archive under the 

accession number SRP015120.  

 

Statistical analyses 

 The individual samples collected from the spring provided a semi-quantitative assessment 

of -diversity for each sample location, and diversity indices were calculated from RDP for 

individual samples. OTUs shared across sites were used to evaluate -diversity. Abundance data 

were normalized for each sample site, and presence/absence results of OTU-level diversity were 

used to assess correlations with geochemical variables from the habitat (pH, temperature, 

conductivity, dissolved oxygen, and dissolved sulfide). Non-metric multidimensional scaling 

(NMDS) analyses using a Bray-Curtis similarity matrix and log-transformed geochemical 

variables (corrected for skewness; Ramette, 2007) were generated using the PAST program 

(Hammer et al., 2001). To test for significance in the structure of distribution patterns for 

retrieved OTUs and geochemical variables along the flowpath, non-parametric multivariate 

analysis of variance (NP-MANOVA) test of significance between transect groupings was done 

(Anderson, 2001) for the whole dataset with Bray-Curtis distances. Significance was computed 
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after 9,999 permutations. Significance was set at P-values ≤0.05, although P-values between 

0.05 and 0.1 were considered marginally significant. 

 

RESULTS 

Geochemistry of each sample location 

 According to NP-MANOVA analyses, pH (F = 36.24, P-value = 0.0001), dissolved O2 

concentration (F = 9.00, P-value = 0.0001), and temperature (F = 22.42, P-value = 0.0004), 

significantly increased downstream (Table 2.1), whereas dissolved sulfide concentration (F = 

15.31, P-value = 0.0002) significantly decreased downstream and was below detection for 

sampling points beyond 5.5m from the orifice. Conductivity was stable in the upper channel and 

decreased downstream, particularly in the middle of the channel and along the western edge of 

the lower channel, although the changes were not statistically significant. At 0.5 m from the 

orifice, shallow water (<1 cm) at site 9C, which was located along the edge of the outflow 

channel, made it difficult to obtain any geochemical data, so the values included in tables/figures 

for this location represent an average concentration of the adjacent locations.  

 

Microbial diversity and taxonomic assignments  

 The final dataset comprised 205,135 16S rRNA gene pyrosequences from 25 sampling 

locations. Twenty phyla and five classes of Proteobacteria were identified, but none of the 25 

individual samples were comprised of all taxonomic groups. The major bacterial groups 

identified were Cyanobacteria, Epsilonproteobacteria, and Gammaproteobacteria, and 

unidentified bacterial and proteobacterial sequences. Eukaryotic algae were also abundant, 

particularly along the sides and in the lower portion of the outflow channel. Many other  
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Table 2.1. Geochemical parameters for all 25 sampling locations in Rattlesnake Spring. A) pH 

B) Temperature (˚C) C) Dissolved Oxygen (μmol/L) D) Sulfide (μmol/L) E) Conductivity (μS). 

 

 
 

 

 

 

 

 

 

 

 

 

 

 

 

A B C

A B C A B C A B C

10 6.77 10 20.60 10 5.63

9 6.85 6.95 7.00* 9 20.40 20.60 20.50* 9 35.13 5.93 38.35*

8 7.02 7.13 7.15 8 20.50 20.50 20.30 8 67.81 82.81 59.06

7 7.32 7.23 7.42 7 20.50 20.50 20.50 7 96.56 92.81 107.18

6 7.35 7.39 7.52 6 20.60 20.50 20.70 6 135.93 136.56 120.93

5 7.40 7.53 7.51 5 21.50 20.70 22.10 5 128.43 149.06 139.68

4 7.53 7.62 7.80 4 22.40 22.50 27.20 4 169.06 199.37 173.43

3 7.78 7.60 7.59 3 24.50 26.00 28.30 3 95.59 183.75 184.68

2 7.75 7.80 7.80 2 29.60 28.10 28.50 2 178.12 145.00 149.68

D E

A B C A B C

10 100.88 10 1570.00

9 44.28 79.83 63.92* 9 1180.00 1550.00 1430.00*

8 68.29 51.61 23.38 8 1300.00 1250.00 1350.00

7 20.27 25.10 5.61 7 1200.00 1150.00 1100.00

6 17.77 16.06 4.67 6 1100.00 990.00 1100.00

5 BD BD BD 5 940.00 860.00 1400.00

4 BD BD BD 4 750.00 1300.00 1250.00

3 BD BD BD 3 920.00 1200.00 1300.00

2 BD BD BD 2 150.00 1230.00 1750.00
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taxonomic groups had relatively low abundance throughout the spring (e.g. Acidobacteria, 

Bacteroidetes, Firmicutes, etc.) (Table A2.1, Figure A2.1). Rarefaction curves for each of the 

samples appeared to capture most of the diversity (Figure A2.2). Only the rarefaction curves for 

samples 3A, 5A, 5C, and 7C suggest more sampling is necessary to capture the diversity at these 

locations. Greater microbial diversity, based on alpha-diversity indices, was present along the 

sides of the outflow channel, and lower diversity was generally present in the middle of the 

outflow channel (Tables 2.2 and 2.3). The B transect, corresponding to the center of the channel, 

had the lowest diversity and site 8B had the lowest diversity among all of the samples. The upper 

portion of the outflow channel had greater diversity along the eastern edge, but lowest diversity 

along the same edge for the lower portion of the outflow channel. 

It was not possible to assign taxonomy to the species level with confidence and only 10% 

of pyrosequences could be identified to the genus level. Consequently, we chose to cluster 

pyrosequences at the genus level, ranging from 0.04 to 0.06 cutoff. A 0.04 cutoff to define our 

OTUs generated 6,822 OTUs for the entire dataset, with 201 genera (assigned on the basis of 

OTUs) belonging to the genus Thiothrix within the Gammaproteobacteria class (at ≥94% 

sequence similarity). This would have represented unprecedented genus-level diversity for this 

family (Garrity et al., 2005). Conversely, clustering using a 0.06 cutoff generated 4,329 OTUs, 

of which 82 OTUs contained sequences with ≥94% similarity to Thiothrix spp. (Table 2.4). Even 

though this may also represent an unprecedented level of diversity, it was a more reasonable 

clustering result.  

Manual inspection of the taxonomic assignments assigned to OTUs generated using 

representative sequences revealed discrepancies. Of the first 1,897 OTUs generated using a 0.04 

cutoff for the full dataset (i.e. those OTUs containing 6 or more sequences), the taxonomy of the  
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Table 2.2 Diversity indices for Rattlesnake Spring. A) Chao1 Index B) Shannon Index (Range).. 
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A B C A B C

10 122 (101-172) 10 0.90658

9 415 (358-507) 416 (346-532) 501 (375-716) 9 2.42032 2.81173 3.25092

8 285 (216-423) 129 (111-170) 296 (239-401) 8 1.14736 0.47902 2.13556

7 442 (381-539) 188 (143-280) 863 (771-992) 7 1.79179 0.63625 4.7749

6 412 (346-524) 553 (473-677) 588 (520-689) 6 3.29083 2.11026 2.98958

5 868 (779-993) 460 (390-574) 1,159 (1,044-1,314) 5 4.99138 3.26853 4.7033

4 593 (519-704) 832 (741-962) 237 (222-269) 4 3.32017 4.05518 3.77267

3 1530 (1,393-1,705) 535 (488-608) 545 (470_663) 3 5.1999 2.34715 3.39469

2 291 (250-367) 354 (304-438) 181 (149-246) 2 1.76481 3.10105 0.89439
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Table 2.3. Beta diversity for all 25 sample sites in Rattlesnake Spring. 
 

 
                                                          
 
 
 
 
 
 
 
 
 
 
 
 

2A 2B 2C 3A 3B 3C 4A 4B 4C 5A 5B 5C 6A 6B 6C 7A 7B 7C 8A 8B 8C 9A 9B 9C 10

2A 0 0.82874 0.49284 0.86899 0.62487 0.74668 0.66703 0.88711 0.8958 0.82877 0.89804 0.86371 0.93522 0.94636 0.88362 0.97283 0.95927 0.91341 0.96435 0.95842 0.96689 0.97285 0.97313 0.962 0.96235

2B 0 0.85664 0.84321 0.65354 0.55482 0.69062 0.69808 0.84071 0.7506 0.73821 0.72066 0.76942 0.91455 0.66766 0.95604 0.9547 0.73672 0.96273 0.94681 0.86608 0.9437 0.93625 0.9426 0.9685

2C 0 0.92716 0.67892 0.82303 0.70075 0.88795 0.88703 0.86108 0.90432 0.92094 0.94872 0.96396 0.91862 0.97092 0.95722 0.94345 0.95495 0.94505 0.97125 0.9707 0.96022 0.96104 0.95455

3A 0 0.76504 0.76478 0.73227 0.74313 0.85534 0.70356 0.8921 0.61593 0.9121 0.94417 0.73591 0.93482 0.98636 0.72197 0.98561 0.98321 0.96371 0.95576 0.95597 0.95028 0.98086

3B 0 0.62111 0.54896 0.60576 0.82863 0.61739 0.75092 0.68034 0.84457 0.89009 0.66375 0.93415 0.96088 0.70498 0.95946 0.9604 0.91622 0.93939 0.95386 0.9404 0.96277

3C 0 0.60946 0.70762 0.81418 0.70669 0.7915 0.66122 0.80705 0.93638 0.63858 0.96455 0.96639 0.72591 0.97959 0.96591 0.89601 0.95937 0.95073 0.95012 0.97222

4A 0 0.65552 0.78634 0.62188 0.76438 0.64917 0.78748 0.89964 0.639 0.91802 0.9602 0.69148 0.96568 0.95214 0.90403 0.93648 0.94507 0.92377 0.96748

4B 0 0.85551 0.58031 0.7234 0.59955 0.77295 0.85161 0.58556 0.88097 0.94093 0.54862 0.94499 0.93603 0.88124 0.90536 0.91659 0.91313 0.96599

4C 0 0.85307 0.88329 0.83166 0.88493 0.94301 0.81461 0.95862 0.94583 0.85261 0.94545 0.92766 0.92243 0.94172 0.95144 0.93662 0.96135

5A 0 0.72871 0.606 0.71911 0.8171 0.60805 0.85208 0.92783 0.62299 0.93054 0.90988 0.87993 0.90531 0.90422 0.91236 0.97163

5B 0 0.81843 0.54444 0.61783 0.72953 0.70056 0.71692 0.72476 0.75 0.73125 0.77195 0.84915 0.76357 0.86721 0.92808

5C 0 0.81541 0.9029 0.586 0.92201 0.96809 0.6017 0.96193 0.95936 0.90184 0.94277 0.93139 0.93276 0.97511

6A  0 0.58388 0.70461 0.59357 0.68051 0.71363 0.70115 0.69156 0.69689 0.79449 0.7441 0.83193 0.91071

6B 0 0.85701 0.58598 0.64371 0.84797 0.65312 0.69909 0.7644 0.7119 0.71901 0.72751 0.80731

6C 0 0.85822 0.90652 0.55467 0.91393 0.89788 0.83153 0.90457 0.89113 0.91565 0.95984

7A 0 0.56522 0.84404 0.55427 0.64975 0.72207 0.71753 0.6525 0.76587 0.83784

7B 0 0.90593 0.47982 0.46995 0.68916 0.74453 0.65045 0.80172 0.8

7C 0 0.9135 0.90883 0.82313 0.8834 0.85668 0.89227 0.9659

8A 0 0.50917 0.678 0.68932 0.568 0.7191 0.66842

8B 0 0.72025 0.75836 0.65872 0.84141 0.81333

8C 0 0.61271 0.5509 0.7435 0.87234

9A 0 0.64237 0.66038 0.76349

9B 0 0.72006 0.82822

9C 0 0.71357

10 0
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Table 2.4 The number of OTUs and pyrosequences associated with different taxonomic groups at 

0.04, 0.05, and 0.06 cutoffs for representative sequences and 0.04 and 0.06 cutoffs for average 

taxonomy. 

 
*for OTUs containing ≥ 5 sequences, ≤5 sequences the representative sequence was used. 

** for OTUs containing ≥40 sequences, ≤39 sequences the representative sequence was used. 

 
 
 
 
 
 
 
 
 
 
 
 

Representative Sequences  Average Taxonomy

(# of OTUs/# of Seqs) (# of OTUs/# of Seqs)

Major Group Dominant Genera 0.04 0.05 0.06 0.04* 0.06**

Acidobacteria 25/61 28/68 27/67 25/61 27/67

Actinobacteria 71/1791 58/1785 47/1783 71/1791 47/1783

Bacteroidetes 225/946 209/1103 193/1130 233/1538 195/1548

Cyanobacteria 490/46488 347/72222 234/68984 581/75488 255/75363

GpI 37/1632 24/1836 14/1561 58/14532 37/31313

Eukaryota 590/25673 398/23020 265/22631 667/27134 274/26587

Bacillariophyta 331/11274 220/11678 140/11810 380/12319 144/12070

Chlorophyta 5/68 3/67 4/15 12/233 9/3389

Streptophyta 3/498 2/381 1/186 23/8534 9/8983

Firmicutes 42/74 44/82 41/81 43/90 41/81

Alphaproteobacteria 1383/8253 1054/8400 820/8255 1423/9202 823/8722

Betaproteobacteria 201/1513 153/1526 123/1501 202/1522 123/1501

Deltaproteobacteria 102/302 92/309 86/316 106/341 83/359

Epsilonproteobacteria 154/11359 111/11432 73/11149 167/12033 78/11979

Sulfurovum 7/207 2/11 3/343 22/8590 12/9254

Gammaproteobacteria 723/69260 528/69069 396/69181 745/69651 399/69544

Aeromonas 14/512 13/1085 8/2535 22/2701 10/2578

Thiofaba 2/6 3/71 2/67 10/800 5/863

Thiothrix 201/53148 117/53045 82/53400 224/53564 83/53489

Planctomycetes 71/237 70/236 60/203 79/399 61/277

Verrucomicrobia 60/181 55/193 41/174 60/181 41/174

Other 55/948 50/313 47/333 59/406 51/333

Unidentified 2630/38669 2169/15377 1876/19347 2361/5298 1831/6817

Total OTUs 6822 5366 4329 6822 4329
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representative sequence at the phylum and class levels disagreed with the ‘average taxonomy’ in 

260 OTUs (14% of the full dataset), and at the genus level in an additional 187 OTUs (10% of 

the full dataset); this resulted in a total taxonomic discrepancy of 24%, or 63,661 sequences, of 

the OTUs examined. Of the 260 OTUs misidentified at the phylum and class level, the 

misidentification appeared to be due to the representative sequence for 238 of these OTUs falling 

below the identifiable threshold (i.e. established at 80% for phylum, 85% for class, and 94% for 

genus). In ~7% of the OTUs examined, the representative sequence had different taxonomic 

classifications. For example, the representative sequence was classified as an 

Alphaproteobacteria in RDP (Table 2.5), but the ‘average taxonomy’ and a BLAST search 

classified the sequence as being Cyanobacteria. The sequence similarities of individual 

sequences that made up an OTU (regardless of cutoff) to their closest relatives tended to vary 

from 30-100% within a specific OTU. Consequently, we chose to utilize the clustering results 

generated using a 0.06 cutoff due to the more conservative number of OTUs generated and to 

avoid taxonomic misidentifications. We utilized the ‘average taxonomy’ to assign taxonomy to 

OTUs containing 40 or more sequences. For practical reasons, we also used the representative 

sequence for OTUs containing 39 or fewer sequences. 

 Comparison of singleton OTUs from each of the individual samples to the clustering 

results for the entire dataset of the 25 samples was done to understand how the density of 

samples and clustering of the sample datasets impacted the formation of “rare biosphere” OTUs 

(Sogin et al., 2006). We defined rare OTUs as OTUs containing <1% of the sequences from an 

individual sampling location. As much as 94% of the singleton OTUs from individual samples 

did not cluster as singleton OTUs when clustered with the full dataset. Additionally, as much as  
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Table 2.5. Discrepancies between the representative sequence and average taxonomy of OTUs 

using a 0.04 cutoff. 

 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Total # of 

Discrepancies Major Group Discrepancies

Discrepancies 

due to 

Unidentified 

Sequences Genus Discrepancies

OTUs 447 (24%) 260 (14%) 238 (92%) 187 (10%)

Seqs 63,661 (31%) 28,644 (14%) 28,492 (13.9%) 35,017 (17%)
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22% of the singleton OTUs from the individual samples formed OTUs comprised of ≥1% of the 

total sequences (i.e. non-rare biosphere OTUs) (Table 2.6).  

 

Distribution patterns for dominant microbial groups correlate to geochemical gradients 

 The number of sequences in an OTU was used as a proxy for the relative dominance of a 

population within the community at a specific location or throughout the outflow channel, and 

these values were also used to determine the distribution pattern for each OTU classified to the 

genus level (Figures 2.2-2.4). Clustering results from individual samples were compared to 

clusters for transects, as well as to the complete pyrosequence data set, to determine if any of the 

samples represented the total microbial diversity retrieved at the spring. No individual sample or 

transect analyzed represented the total microbial diversity retrieved from all sampling locations. 

Individual samples and transects generally formed the same OTU-based clusters within the 

complete dataset as they did when clustered separately. No OTU was uniformly distributed along 

the flowpath, and most OTUs, no matter how many sequences comprised the OTU, were 

confined to specific areas within the spring outflow channel. The full analysis of all OTUs are in 

Appendix II (Figure A2.1 and Table A2.1). 

Here, we present the analysis of only the dominant microbial populations, which we 

arbitrarily defined as being the OTUs containing >100 sequences. There were 137 dominant 

OTUs that represented nine major taxonomic groups and 31 genera. According to NP-

MANOVA analyses of the downstream transects, the distribution of Cyanobacteria was weakly 

significant (F = 1.63, P-value = 0.08). Cyanobacterial OTUs related to “GpI” had three different 

distinct distribution patterns that reflected three different populations because these groups did 

not cluster with one another and the relative abundances of each population displayed a different  
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Table 2.6. Fate of "Rare Biosphere" singletons of individual samples and transects when 

clustered with the full dataset of 25 samples. 

 
 

 

 

Sample Total Singletons

Clustered with 

OTUs ≥ 1% Seqs

Clustered with 

OTUs <1% Seqs

No Change     

(Remained Singelton) Total Change

2A 75 1 (1.3%) 52 (69.3%) 22 (29.3%) 53 (70.6%)

2B 96 6 (6.25%) 60 (62.5%) 30 (31.25%) 66 (68.75%)

2C 50 11 (22%) 46 (92%) 1 (2%) 47 (94%)

3A 451 2 (0.4%) 155 (34.4%) 294 (65.2%) 157 (34.8%)

3B 149 1 (0.7%) 104 (69.8%) 44 (29.5%) 105 (70.5%)

3C 146 11 (7.5%) 90 (61.6%) 45 (30.8%) 102 (69.9%)

4A 164 7 (4.3%) 106 (64.6%) 51 (31.1%) 113 (68.9%)

4B 232 4 (1.7%) 148 (63.8%) 80 (34.5%) 152 (65.5%)

4C 43 2 (4.7%) 10 (23.3%) 31 (72.1%) 12 (27.9%)

5A 247 8 (3.2%) 138 (55.9%) 101 (40.9%) 146 (59.1%)

5B 115 7 (6.1%) 83 (72.2%) 25 (21.7%) 90 (78.3%)

5C 333 4 (1.2%) 172 (51.7%) 157 (47.1%) 176 (52.9%)

6A 106 8 (7.5%) 80 (75.5%) 18 (17%) 88 (83%)

6B 151 2 (1.3%) 79 (52.3%) 70 (46.4%) 81 (53.6%)

6C 167 4 (2.4%) 111 (66.5%) 52 (31.1%) 115 (68.9%)

7A 124 3 (2.4%) 62 (50%) 59 (47.6%) 65 (52.4%)

7B 53 2 (3.8%)  44 (83%) 7 (13.2%) 46 (86.8%)

7C 241 8 (3.3%) 151 (62.7%) 82 (34%) 159 (66%)

8A 65 3 (4.6%) 36 (55.4%) 26 (40%) 39 (60%)

8B 34 2 (5.9%) 27 (79.4%) 5 (14.7%) 29 (85.3%)

8C 76 4 (5.3%) 44 (57.9%) 28 (36.8%) 48 (63.2%)

9A 119 3 (2.5%) 48 (40.3%) 68 (57.1%) 51 (42.9%)

9B 109 7 (6.4%) 67 (61.5%) 35 (32.1%) 74 (67.9%)

9C 118 14 (11.9%) 42 (35.6%) 62 (52.5%) 56 (47.5%)

10 32 3 (9.4%) 19 (59.4%) 10 (31.3%) 22 (68.8%)

A Transect 925 1 (0.1%) 269 (29.1%) 655 (70.8%) 270 (29.2%)

B Transect 551 2 (0.4%) 245 (44.5%) 304 (55.2%) 247 (44.8%)

C Transect 770 1 (0.1%) 295 (38.3%) 474 (61.6%) 296 (38.4%)

2 Transect 155 7 (4.5%) 94 (60.6%) 54 (34.8%) 101 (65.2%)

3 Transect 604 4 (0.7%) 226 (37.4%) 374 (61.9%) 230 (38.1%)

4 Transect 351 2 (0.6%) 189 (53.8%) 160 (45.6%) 191 (54.4%)

5 Transect 551 5 (0.9%) 259 (47%) 287 (52.1%) 264 (47.9%)

6 Transect 326 5 (1.5%) 176 (54%) 145 (44.5%) 181 (55.5%)

7 Transect 338 4 (1.2%) 190 (56.2%) 144 (42.6%) 194 (57.4%)

8 Transect 131 2 (1.5%) 72 (55%) 57 (43.5%) 74 (56.5%)

9 Transect 274 13 (4.7%) 93 (33.9%) 168 (61.3%) 106 (38.7%)
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A    B    C 

   
 

D    E    F 

   
 

Figure 2.2. Distribution of Cyanobacteria 16S rRNA gene pyrosequences in Rattlesnake Spring. 

A) Cyanobacteria related to GpI B) Second distribution pattern of Cyanobacteria related to GpI 

C) Third distribution pattern of Cyanobacteria related to GpI D) Distribution pattern of 

Cyanobacteria OTUs whose closest relative is  GpIX E) One distribution pattern of 

Cyanobacteria OTUs whose closest relative is GpX F) Second distribution pattern of 

Cyanobacteria OTUs whose closest relative is GpX. Color scheme is the same as in Figure 2.1. 
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Figure 2.3. Distribution pattern of Epsilonproteobacteria 16S rRNA gene pyrosequences related 

to Sulfurovum. Color scheme is the same as in Figure 2.1. 
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A      B 

  
C      D 

  
Figure 2.4. Distribution of Gammaproteobacteria 16S rRNA gene pyrosequences in Rattlesnake 

Spring. A) Distribution pattern of OTUs related to Aeromonas B) Distribution pattern of 

Gammaproteobacteria OTUs related to Serpens C) Distribution pattern of 

Gammaproteobacteria OTUs related to Thiofaba D) Distribution pattern of 

Gammaproteobacteria OTUs  related to Thiothrix. Color scheme is the same as in Figure 2.1. 
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pattern of numerical reduction compared to the other populations. OTUs retrieved at the orifice 

did not cluster with OTUs related to “GpI” found in the lower portion of the outflow channel. In 

the lower channel, however, five OTUs were comprised of sequences from two locations (sites 

3A and 4C) and five other OTUs were distributed in a lambda-shaped pattern (λ)across the 

channel (sites 2A, 2C, 3B, and 4A) (Figures 2.2a-c). Cyanobacterial OTUs that could not be 

taxonomically classified below phylum level and whose closest relatives were “GpIX” and 

“GpX” ( none of the sequences in these OTUs had ≥94% similarity to these genera), also 

displayed a lambda-shaped pattern across the channel (Figure 2.2d and 2.2f). Because of the low 

sequence similarities, it is possible that these OTUs may also be associated with the GpI 

community, as many of the OTUs also contained sequences with closest relatives to GpI in 

addition to GpIX and GpX. OTUs related to GpX also displayed a distinct distribution pattern in 

the upper portion of the outflow channel that none of the other cyanobacterial OTUs displayed, 

suggesting that they are a distinct population.  

The distribution of Epsilonproteobacteria was significantly different downstream (NP-

MANOVA F = 2.29, P-value = 0.001). OTUs primarily related to the genus Sulfurovum were 

retrieved in low numbers over a wide area of the channel, but this genus was only dominant in a 

single lateral transect across the outflow channel, just downstream from the orifice (sites 9A, 9B, 

and 8C) (Figure 2.3).  

Gammaproteobacteria were weakly significantly distributed according to NP-MANOVA 

analyses (F = 1.58, P-value = 0.08). OTUs affiliated with the genus Thiothrix dominated the 

thick, white microbial mats upstream, but were not as prevalent on the eastern side of the outflow 

channel. OTUs affiliated with the Thiofaba genus were retrieved throughout the upper channel , 

but were most prevalent along the western edge of the outflow channel. OTUs related to an 
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unidentified Gammaproteobacteria, with the closest relative being the genus Serpens, dominated 

the middle of the outflow channel, primarily at 5.5 m (site 5B). OTUs affiliated with Aeromonas 

dominated the middle of the outflow channel at 14 m. Among the other bacterial groups, the 

distribution of Bacteroidetes (NP-MANOVA F = 2.05, P-value 0.01) and Betaproteobacteria (F 

= 3.20, P-value 0.04) were significantly distributed along the flowpath according to transects, 

and Alphaproteobacteria (F = 1.71, P-value = 0.07) were weakly distributed. Actinobacteria, 

which dominated only site 4C at 9.5m, were not significantly distributed along the channel, as 

there were low relative abundances overall (Figures 2.4a-2.4d). 

  

Distribution patterns influenced by geochemistry 

 The OTUs spanned large geochemical ranges. Despite what superficially appeared to be 

isolated microbial populations in the outflow channel from basic spatial mapping, populations 

defined by OTUs clustered near one another and along similar geochemical vectors according to 

NMDS analyses of the relative abundances of OTU-level populations according to geochemistry 

(Figures 2.2 and 2.5). The three distinct distribution patterns related to the Cyanobacteria GpI 

clustered together (Figures 2.3a-2.3c), as did epsilonproteobacterial and gammaproteobacterial 

groups (Figures 2.6-2.7). As might be anticipated, putative sulfur-oxidizing groups, such as 

Thiothrix spp., Thiofaba spp., Sulfurovum spp., dominated the upper channel where dissolved 

sulfide concentrations were significantly highest, although the spatial distribution of each group 

was distinct from each other. Cyanobacteria were also prevalent in the upper reach. In the lower 

channel and along the eastern side of the channel, algae and other cyanobacterial groups 

dominated the communities, and were correlated to significantly higher dissolved oxygen content 

and lower dissolved sulfide concentrations (Figure 2.8).  
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A 

 
B 

 
C 

 
 

Figure 2.5. Nonmetric multidimensional scaling plots of Cyanobacteria OTUs related to GpI. A) 

GpI unique to the orifice B) GpI OTUs unique to sites 3A and 4C C) GpI OTUs in lower portion 

of spring. Color scheme is the same as in Figure 2.1.  
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Figure 2.6. Nonmetric multidimensional scaling plot of Epsilonproteobacteria OTUs related to 

Sulfurovum. Color scheme is the same as in Figure 2.1.  
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Figure 2.7. Nonmetric multidimensional scaling plots of Gammaproteobacteria OTUs. A) OTUs 

related to Thiothrix B) OTUs related to Aeromonas C) OTUs related to Serpens D) OTUs related 

to Thiofaba. Color scheme is the same as in Figure 2.1. 
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Figure 2.8. Nonmetric multidimensional scaling plots of Eukaryota OTUs. A) OTUs related to 

Bacillariophyta B)OTUs related to Chlorophyta C) OTUs related to Streptophyta. Color scheme 

is the same as in Figure 2.1. 
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DISCUSSION 

Enormous amounts of 16S rRNA gene (pyro)sequence data have been generated from 

diverse environments all over the world. However, understanding microbial distribution patterns 

and overall biogeography from these data continues to be challenging. Relatively few studies 

have attempted to examine the controls on microbial distribution at local scales. Such 

investigations could fill in the gaps left by large studies that attempt to correlate microbial 

populations across the globe. This study examined the veracity of point sampling to serve as a 

representative for larger, unsampled areas of a habitat and to understand how clustering sequence 

data from point samples could impact our interpretations of the distribution of microbial 

communities within a habitat or elsewhere.  

A key finding from this study was that no single sample represented the full diversity at 

Rattlesnake Spring, a spatial area of <100 m
2
. According to the cluster-based analyses of OTUs 

from individual samples and of the complete data set of all 25 samples, all of the samples were 

needed to obtain a complete picture of the microbial diversity at the site. We previously 

examined the microbial communities occupying the center 'B' transect of the channel (Headd and 

Engel, 2013); to our surprise, this transect missed most of the diversity retrieved from the full 

dataset (Table 2.2). Although the diversity of the center mats did vary, among a few taxonomic 

groups, it appears as if most of the diversity associated with the spring channel was actually 

associated with the top ~1 cm of muddy sediments and small pools of water along the edges of 

the outflow channel with slower flow rates than the center of the channel.  

To evaluate the taxonomy of each of the OTUs, a conservative clustering cutoff of 0.06 

was chosen to represent genus-level diversity. This may not be an appropriate cutoff (e.g. 

Schloss, 2010) for the pyrosequences because high numbers of OTUs were generated that were 
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affiliated with the same genus. Many of these OTUs (e.g.82 putative genera of Thiothrix using a 

0.06 cutoff) in the spring displayed a distinct pattern of numerical fading. The fade-out pattern is 

recognized as one OTU having relatively high or peak pyrosequence abundances at its respective 

sampling locations and a series of other OTUs at the same sampling locations that are 

taxonomically of the same genus (at ≥94% similarity), having a progressively reduced numbers 

of sequences (Figure 2.9, Figure A2.1). This pattern represents the arbitrary parsing of the 

pyrosequence data beyond what is realistic in nature and is an artifact of clustering that may be 

computationally correct, but vastly overestimates the biodiversity in the spring. Although it may 

also be reasonable to assume that there are multiple genera within the family Thiotrichaceae at 

the spring, to which Thiothrix is one member, it is unreasonable to expect that these genus level 

groups should display the same patterns of diminishing numerical dominance at the same 

sampling locations. If the fading out pattern actually represents authentic genera then this would 

suggest that bacteria have regulated their numerical abundance into a near perfect hierarchal 

scheme whereby each level (an OTU) maintains its population above and below adjacent levels, 

often across large areas with differing geochemical conditions. We would contend that some of 

the OTUs displaying this pattern would be expected to peak in different areas of the spring with 

differing geochemical conditions. A better explanation for this pattern is that each fading out 

pattern actually represents a single genus, not multiple genera. Had only a single sample been 

taken of the spring, this fading pattern would have gone unrecognized because in a single sample 

there is no reference point to establish the relative position of an OTU within the larger 

community from which it was sampled. Without linking OTUs to the larger community many of 

the OTUs generated by the clustering of pyrosequences essentially exists as clutter within the  

A 



84 
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Figure 2.9. Fading out pattern associated with dominant OTUs. Each diagram is a different OTU 

(cutoff 0.06). Numbers listed are the number of sequences recovered from each sampling 

location. A) OTUs related to the Epsilonproteobacteria genus Sulfurovum displaying the typical 

fading out pattern associated with the dominant microbial groups in Rattlesnake Spring. There 

were a total of 42 OTUs related to Sulfurovum, all displaying a similar distribution pattern (most 

numerical at 9A, 9B, and/or 8C). B) OTUs related to the Gammaproteobacteria genus Thiothrix 

displaying a typical fading out pattern. Color scheme is the same as in Figure 2.1.  
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dataset because there is no way to establish where along the continuum between the edge(s) of a 

microbial community to its focal point(s) that OTU resides. It is important to note, however, that 

once the number of sequences in an OTU fell below ~50 sequences, it was difficult to identify 

whether a particular distribution pattern was unique or was a derivative of a fade-out pattern of a 

larger community.   

 Consequently, by examining the OTU distribution patterns, we interpreted fade-out 

patterns to be representative of a single genus that forms one population (possibly of multiple 

species) rather than a multitude of populations spread across the channel. Therefore, at the 

genus-level, there were distinct populations of Thiothrix, Thiofaba, Aeromonas, and an 

unidentified Gammaproteobacteria whose closest relative was Serpens. There were also at least 

four prominent cyanobacterial genera within the spring channel, two different genera from the 

Epsilonproteobacteria, and one, possibly two, dominant genera within the Actinobacteria. There 

was also only one dominant genus each from the Bacillariophyta, Streptophyta, and 

Chlorophyta. For the non-dominant groups, it is difficult to discern how many different genera 

may be present because many of the OTUs had relatively low pyrosequence abundances.  

 Furthermore, most of the OTUs are comprised of sequences that contain a wide sequence 

similarity range to their respective genera, indicating that sequence similarity may not always be 

an accurate portrayal of taxonomy. We regard the taxonomic inconsistencies between the most 

representative sequence and the ‘average taxonomy’ as issues with taxonomic databases, not 

clustering. In many cases, the representative sequence was not the best taxonomic representative 

of an OTU, as the representative sequence of nearly 7% of the OTUs examined was 

misidentified in the taxonomic database. This error is caused primarily by variation in the 

sequence similarity of the sequences that comprise an OTU. We found that in many OTUs this 
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variation often approached or exceeded 70% at the phylum and class level. Because the 

taxonomy of the representative sequence is independent of the actual selection of the 

representative sequence, the large sequence similarity variation increases the chance that the 

representative sequence will either be misidentified of fall below the identifiable threshold (i.e. 

the latter being the most common issue we encountered). The likelihood that a representative 

sequence is not a good taxonomic representation of an OTU is inversely related to the number of 

sequences in an OTU because it is essentially based on chance. However, even OTUs comprised 

of thousands of sequences can have a misidentified representative sequence. Most OTUs 

contained a mixture of identifiable and unidentifiable sequences (i.e ≤79%).  By assigning 

taxonomy to OTUs using the average taxonomy, we found that these issues could be almost 

completely avoided at the phylum and class level.  At the genus level, there was some 

improvement, but because few sequences can be identified to a genus level to begin with (e.g., 

only 10% of the sequences in our dataset), there is still a great deal of ambiguity, particularly 

among the non-dominant OTUs.   

 We limited our examination of "rare biosphere" OTUs to singletons (Sogin et al., 2006). 

As expected, as individual samples were clustered with the larger dataset, many of the singleton 

OTUs disappeared because they clustered with larger, already existing OTUs. The percentage of 

singleton OTUs that clustered with non-rare OTUs (i.e. those with >1%) varied from <1% to as 

much as 22%, most of the singletons disappeared when clustered with other samples taken from 

within the spring (Table 2.6). This suggests that the number of samples examined may be more 

important than the number of sequences generated per sample when attempting to characterize 

an area. Elshahed et al. (2008) reported that a small portion of the rare biosphere community was 

closely related to the most abundant taxonomic  groups in their study, but we hypothesize that if 
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more sampling of Rattlesnake Spring was done many of the "rare biosphere" OTUs would be 

found to be components of nearby, dominant microbial communities.  

 Our results suggest that extrapolating microbial communities from point samples to 

define larger areas beyond the point sample may be inappropriate and similar to Kuczynski et al. 

(2010), our results also suggests that the number of reads may not be as important as the number 

of samples examined. The spring orifice, which we originally hypothesized would be reflective 

of the putative sulfide-oxidizing microbial community in the spring, was distinct to the orifice 

(mostly comprised of Cyanobacteria likely carrying out anoxygenic photosynthesis). Putative 

sulfide-oxidizers from Epsilonproteobacteria and Gammaproteobacteria were in low abundance 

at the orifice, but dominant just a few meters away. The asymmetric distribution pattern of many 

of the microbial communities in the spring further highlights the difficulty of point sampling to 

capturing the nature of a microbial communities beyond the actual sampling location. We 

hypothesize that further sampling of the outflow channel (adding longitudinal transects between 

the A and B transect and B and C transect, etc.) would uncover other distinct microbial 

communities and that many of the OTUs composed of only relatively few sequences would turn 

out to be the edges of nearby dominant microbial communities. Furthermore, a closer 

examination of the distribution patterns of OTUs may provide a more realistic approach to 

identifying the geographic extent of bacterial communities, as well as, reign in the often high 

number of OTUs generated by clustering programs. 
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        CHAPTER 3 

Evidence for niche partitioning revealed by the distribution of sulfur oxidation genes 

collected from areas of a terrestrial sulfidic spring with differing geochemical conditions 
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ABSTRACT 

 The diversity and phylogenetic significance of bacterial genes in the environment has 

been well studied, but comparatively little attention has been devoted toward understanding the 

functional significance of different variations of the same metabolic gene that occur in the same 

environment. We analyzed the geographic distribution of 16S rRNA pyrosequences and soxB 

genes along a geochemical gradient in a terrestrial sulfidic spring to identify how different 

taxonomic variations of the soxB gene were naturally distributed within the spring outflow 

channel and to identify possible evidence for altered SoxB enzyme function in nature. Distinct 

compositional differences between bacteria that utilize their SoxB enzyme in the Paracoccus 

sulfide oxidation pathway (e.g., Bradyrhizobium, Paracoccus, and Rhodovulum) compared to 

bacteria that utilize their SoxB enzyme in the branched pathway (e.g., Chlorobium, Thiothrix, 

Thiobacillus, Halothiobacillus and Thiomonas) were identified. Different variations of the soxB 

genes were present at different locations within the spring outflow channel in a manner that 

significantly corresponded to geochemical conditions. The distribution of the different soxB gene 

sequence variations suggests that the enzymes encoded by these genes may be functionally 

different and could be optimized to specific geochemical conditions that define niche space for 

bacteria capable of oxidizing reduced sulfur compounds.  
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INTRODUCTION 

 Nearly all transformations within the sulfur cycle are controlled by biosphere processes. 

In environments with oxic-anoxic interfaces, sulfide is a ubiquitous electron donor that is 

generated primarily by sulfate-reducing microorganisms. The removal of sulfide through 

microbial oxidation is an important geochemical and ecosystem process (Edwards et al., 2000; 

Baker and Banfield, 2003; Engel et al., 2004; Chen et al., 2009; Engel et al., 2010; Kelly, 2010); 

however, resolving the spatial, functional, and temporal relationships among bacteria that control 

the oxidative reactions of the sulfur cycle has been hampered by an overreliance on the 16S 

rRNA gene to serve as a proxy for microbial metabolism. Combining functional gene analysis 

with 16S rRNA phylogenies (e.g. Henckel et al., 1999; Segawa et al., 2005; Hansel et al., 2008; 

Krishnani et al., 2010; Bennert et al., 2011; Luo et al., 2011; Galand et al., 2012) can improve the 

resolution of potential microbially mediated geochemical reactions occurring in the environment. 

There are several enzymatic systems that have been associated with the oxidation of reduced 

sulfur compounds (Meyer et al., 2007; Ghosh and Dam, 2009; Gregersen et al., 2011), with the 

sulfur oxidation (Sox) system being widespread among photosynthetic and non-photosynthetic 

bacteria (Meyer et al., 2007; Ghosh and Dam, 2009; Friedrich et al., 2001).  

 The Sox system is comprised of four enzyme complexes (SoxXA, SoxYZ, SoxB, and 

SoxCD) that are responsible for the oxidation of hydrogen sulfide, thiosulfate, elemental sulfur, 

and sulfite to sulfur intermediates or sulfate (Ghosh and Dam, 2009) in at least two pathways. 

The Paracoocus sulfur oxidation (PSO) pathway catalyzes the oxidation of thiosulfate to sulfate 

without the formation of sulfur intermediates using the SoxCD enzyme complex (Kelly et al., 

1997; Friedrich et al., 2000; Rother et al., 2001; Rother and Friedrich, 2002). The branched 

pathway, which lacks the SoxCD complex, catalyzes the oxidation of reduced sulfur compounds 
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to intermediate sulfur compounds that are deposited as intra- or extracellular sulfur globules, 

most commonly as polysulfides (Friedrich et al., 2005; Hensen et al., 2006; Meyer et al., 2007; 

Ghosh and Dam, 2009; Gregersen et al., 2011).   

 The presence/absence of the soxB gene has been used as a marker for the Sox system in 

environmental bacteria and for phylogenetic studies of sulfur-oxidizing bacteria (Petri et al., 

2001; Meyer et al., 2007; Anandham et al., 2008; Krishnani et al., 2010; Bannert et al., 2011; 

Luo et al., 2011; Kilmartin et al., 2011). Biochemical modeling and analysis of Sox enzymes has 

focused on a few laboratory bacterial strains (Friedrich et al., 2000; Quentmeier and Friedrich, 

2001; Quentmeier et al., 2003; Sauve et al., 2007; Sauve et al., 2009), and a mechanism by which 

the enzymes of the Sox system oxidize reduced sulfur substrates has been proposed based on 

spectrometry (Epel et al., 2005), modeling (Bagchi and Ghosh, 2005), and crystallization (Sauve 

et al., 2007) of the Paracoccus pantotrophus SoxB and SoxYZ enzymes and crystallization of 

the SoxB enzyme from Thermus thermophilus (Sauve et al., 2009). The mechanism is based on 

the substrate being thiosulfate, which binds to the SoxYZ enzyme (with the aid of the SoxXA 

enzyme) and remains bound to the SoxYZ enzyme when the sulfone sulfur is hydrolytically 

cleaved by the SoxB enzyme (Sauve et al., 2009). Whether or not other reduced sulfur 

compounds can be oxidized in this way is unclear from the literature. But, reconstituted Sox 

systems of P. pantotrophus have been shown to oxidize different reduced sulfur substrates with 

different affinities (particularly hydrogen sulfide and sulfite) (Friedrich et al., 2000; Rother et al., 

2001; Rother and Friedrich et al., 2002; Friedrich et al., 2005). Moreover, Ogawa et al. (2010) 

report that the Sox component of Chlorobium tepidum, which does not possess a SoxCD 

complex, could oxidize sulfide and sulfite (Ogawa et al., 2010). Mutant strains of C. tepidum 

devoid of a soxB gene showed partial growth on media containing only sulfide relative to wild 
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type (Azai et al., 2009), suggesting that the soxB gene is important for function of the Sox 

enzyme complex in oxidizing reduced sulfur compounds other than thiosulfate.  

 There is a wide range of amino-acid diversity among Sox genes from both cultured and 

environmental samples. For instance, Petri et al. (2001) compared partial length amino acid 

sequences of 14 bacterial soxB genes and found the sequences were  41 - 98% similar to one 

another. This variability among soxB genes calls into question whether different Sox gene 

variations encode functionally equivalent Sox enzymes, or if the sequence diversity yields Sox 

enzymes with different substrate preferences, reaction rates, and/or that are optimized to different 

geochemical conditions. Further support for this comes from experiments done with the SoxB 

enzyme of Allochromatium vinosum (A. vinosum does not possess the SoxCD complex) that 

would not function with SoxXA, SoxYZ, and SoxCD enzyme complexes of P. pantotrophus, 

despite the SoxXA and SoxYZ enzyme complexes of A. vinosum functioning with the SoxB 

enzyme of P. pantotrophus (Welte et al., 2009). This work suggests that there is something 

different about the SoxB enzyme for bacteria that utilize the branched pathway versus those 

utilizing the PSO pathway. However, the extent to which the Sox system has been investigated to 

determine how these differences are manifested in environmental settings is incomplete. 

 As such, it is possible that in environmental systems where several sulfur-oxidizing 

bacterial taxonomic groups occupy the same habitat (e.g. Petri et al., 2001; Meyer et al., 2007; 

Anandham et al., 2008; Kilmartin et al., 2011; Krishnani et al., 2010; Luo et al., 2011), Sox gene 

differentiation could support niche partitioning hypotheses (e.g. Oakley et al., 2010). 

Specifically, we hypothesize that niche space for sulfur-oxidizing bacteria are readily defined by 

genetic variations in functional genes that alter enzymatic function at specific geochemical 

conditions. Therefore, the purpose of this study was to examine soxB gene diversity along a 
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sulfidic spring geochemical gradient comprised of phylogenetically different, putative sulfur-

oxidizing bacteria to identify how variations of soxB genes were naturally distributed. We also 

set out to identify possible evidence for altered SoxB enzyme function in nature. Although 

focused on one sulfur oxidation pathway, the results from this study expand our current 

knowledge of soxB gene diversity in natural settings and demonstrate that soxB gene sequences 

vary with geochemical conditions.  

  

MATERIALS AND METHODS 

 Site description, geochemical characterization, and sample collection. The main study 

spring, Rattlesnake Spring, emanates from fractured Ordovician limestone bedrock just north of 

the Bromide fault near Bromide, Oklahoma (USA), where there is a complex of six private, 

sulfidic springs (34°25′4″N 96°29′40″W). The source of the springs is not known, but other 

sulfidic springs in the Arbuckle Mountains have been traced to a mixture of meteoritic water and 

brine within the underlying Arbuckle-Simpson aquifer (Hanson and Cates, 1994; Christenson et 

al., 2009; Christenson et al., 2009b). All the springs in the study area have outflow channels at 

least 5 m long, well-defined geochemical gradients within the outflow channels, and microbial 

mats. Approximately 2 ml of wet biological material were collected aseptically at each sampling 

location (described below) and placed on ice for transport.  

 The flow rate at the orifice was 15 cm/sec, and water depth was ~5 cm. Water depth was 

greatest in the upper reach of the outflow channel for the first ~5.5 m where microbial mats filled 

the water column and coated rock surfaces, sediment, and vegetation (e.g. leaves and branches 

that fell into the channel) (Figure 3.1A). At 1.6 m, a thick white microbial mat proliferated at a 

carbonate ledge. At ~5.5 m from the orifice, the white microbial mat began to dissipate as the 
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outflow channel increased in width, from ~3.7 m to as much as 7.5 m. This widening caused the 

water depth to decrease to <1 cm and flow rate to become unperceivably slow. At 9.5 m, there 

was no visual evidence of white microbial mats and instead patchy, thin, brown to olive-green 

biofilms were associated with muddy sediment alongside algal mats and vegetation until the last 

practical sampling point 14 m downstream (Figure 3.1A). It is important to note that our main 

efforts focused on sampling mats horizontally along the flowpath, and we did not attempt to 

account for any vertical stratification within the mats, biofilms, and sediments.  

The spring was sampled in July and October 2010 and water and microbial mat samples were 

collected at the five transition points along the outflow channel. pH, temperature, and specific 

conductance, were measured in the field using standard electrode methods (APHA., 2005). Total 

dissolved sulfide and dissolved oxygen were measured in the field using the Methylene Blue and 

Rhodazine D colorimetric methods, respectively, using CHEMetrics® chemistries (Calverton, 

Virginia, USA) (APHA, 2005). Water was filtered through 0.22 um polyvinylidene fluoride 

filters into separate bottles for anions and acid-preserved metals for major ion determination. In 

the laboratory, ion concentrations were determined using a dual column Dionex ICS-3000 

Reagent-free ion chromatograph. Standards checks were accurate within ±2 standard deviations, 

except fluoride, sodium, and calcium (±3 standard deviations). Alkalinity as total titratable bases, 

and representing bicarbonate (HCO3
-
) concentration based on the pH and concentration of 

titratable bases in the fluids, was determined in the field from 0.2 µm-filtered water by end-point 

titration using 0.1 N sulfuric acid to pH 4.3 (APHA, 2005). 
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Figure 3.1. (A) Geochemical and microbiological characterization of Rattlesnake Spring, 

Oklahoma. White arrows designate geochemical and biological sampling locations. (B) Sulfide 

(black) and dissolved-oxygen (blue) concentrations along the sampling transect. (C) Taxonomic 

classifications of the 16S rRNA pyrosequences collected from the sampling locations in 

Rattlesnake Spring. 
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 DNA extraction from the microbiological materials was done in duplicate for each 

sample, utilizing the PowerSoil® DNA Isolation Kit (MO BIO Laboratories, Carlsbad, 

California, USA), according to manufacturer instructions. Extractions were stored in TE buffer at 

-20°C until use.  

 454 pyrosequencing and analysis of 16S rRNA genes. DNA extractions were purified 

and 16S rRNA genes sequenced by the Research and Testing Laboratories (RTL) (Lubbock, 

Texas, USA) using massively parallel bacterial tag-encoded FLX amplicon pyrosequences 

(bTEFAP), as described previously (Dowd et al., 2008; Dowd et al., 2008b) with the forward 

primer 28F (5’-TTTGATCNTGGCTCAG-3') and reverse primer 519r (5’-

GTNTTACNGCGGCKGCTG-3') . Following sequencing, all failed sequence reads, low quality 

score sequences (<20), and non-bacterial ribosomal sequences were removed. Pyrosequences 

from July and October were combined into a single dataset to provide an assessment of the 

alpha-diversity for each sampling location. Barcodes and adaptors were trimmed and the 

resulting sequences aligned in the Ribosomal Database Project (RDP) Pipeline 

(http://pyro.cme.msu.edu) (Cole et al., 2009). Pyrosequences from each sample were checked for 

chimera using Bellerophan (Huber et al., 2004) and UCHIME (Edgar et al., 2011), and potential 

chimeric sequences were removed from the dataset. Taxonomy was assigned using the RDP 

classifier (Wang et al., 2007). Sequences with <80% similarity were classified as unidentified 

bacteria, and proteobacterial sequences with <85% similarity were classified as unidentified 

Proteobacteria. Only sequences with at least 94% similarity were identified to the genus level. 

The RDP classifier does not classify sequences to the species level. 16S rRNA pyrosequences 

were clustered using the RDP complete linkage clustering program (Cole et al., 2009) at a 96% 

cutoff to define operational taxonomic units (OTUs) and to calculate rarefaction curves (Figure 
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A3.1). Shannon diversity scores (H′) were calculated using the RDP Shannon Index and Chao1 

estimator, including evenness (E). 

 soxB gene amplifications, cloning, and sequencing. soxB genes were PCR amplified 

from DNA extractions for each sample using the soxB693F (5'-

ATCGGNCARGCNTTYCCNTA-3') and soxB1446B (5'-CATGTCNCCNCCRTGYTG-3') 

primers (Petri et al., 2001). After optimization of reagent concentrations, annealing temperature, 

and product fragment length, amplifications were done with 50 ng of DNA and 5 U/μl Taq DNA 

polymerase (5', ThermoFisher Scientific) and executed using a MJ Research Dyad Disciple 

thermal cycler for 25 cycles under the following conditions after a hot start for 5 min at 94˚C: 

denaturation for 30 sec at 94˚C, annealing for 30 sec at 55˚C, and elongation for 1 min at 72˚C, 

followed by final extension at 72˚C for 10 min. Target size (~750 bp) products were excised 

from 1.5% TAE low-melt agarose electrophoresis gels and purified with a Promega Wizard 

miniprep DNA purification kit (Madison, Wisconsin, USA), according to manufacturer 

instructions. Sequences were cloned using the Invitrogen TOPO Top 10F cloning kit, according 

to manufacturer instructions (Carlsbad, California, USA). Clones with plasmids containing 

correct-sized inserts were lysed in TE Buffer at 96˚C for 10 min, and insert screening was done 

by TBE agarose gel electrophoresis. Fragments of the correct size were sequenced with the 

manufacturer primers M13(-20) (5'-GTAAAACGACGGCCAGT-3') and M13(-24) (5'-

AACAGCTATGACCATG-3') by the High-Throughput Genomics Unit at the University of 

Washington in Seattle (USA).  

 

 soxB sequence phylogeny and analysis. Sequences of anomalously short length and 

poor quality (i.e. containing N’s) were removed from the dataset prior to subjecting sequences to 
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BLAST searches in GenBank (http://www.ncbi.nlm.nih.gov/) to identify and remove non-soxB 

genes. Taxonomic affinities of soxB genes were determined using a BLAST search that excluded 

uncultured/environmental microorganisms.  

 soxB DNA sequences were translated into amino acid sequences. Sequences were 

manually aligned to both published soxB amino acid alignments (e.g. 30) and to one another to 

account for differences not present in previously published alignments. The program CD-HIT 

was utilized to cluster the soxB DNA sequences and translated amino acid sequences into OTUs 

using 90%, 80%, and 70% cutoffs (DNA sequences were not clustered below 80% because CD-

HIT does not allow for DNA clustering below 75%) (Huang et al., 2010; Li and Godzik, 2006). 

We chose an 80% cutoff for analysis to preserve soxB gene taxonomic signatures within OTUs 

and to allow for greater variation among the amino-acid sequences comprising the resulting 

OTUs that could potentially result in functional differences in the SoxB enzymes.  

 The alignment of translated soxB genes representing OTUs and sequences from NCBI 

was verified in ClustalW (Thompson et al., 1994), prior to being truncated to the same length 

(270 residues), and used to reconstruct a phylogenetic tree using maximum likelihood under the 

WAG +G (1.69) +I (0.01) +F (0.081) amino acid substitution model (Whelan and Goldman, 

2001) based on testing different models in Mega5 (Tamura et al., 2011).  

 Translated sequences that contained nonsense mutations when translated remained in the 

OTU dataset but not the phylogenetic analyses because these sequences were considered to 

represent alternative soxB gene sequences since amplification occurred, even if for nonfunctional 

enzymes or possibly resulting from sequencing error(s). This occurred in approximately 8% of 

the sequences. Without full-length gene sequences to compare these sequences to, it was difficult 

to assess what the true reading frame for the gene was or to assess the significance of nonsense 
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mutations. Most of the nonsense mutations were due to a single base pair insertion or deletion 

that caused a frameshift mutation; this could have resulted from sequencing error. Many of these 

sequences clustered as an OTU containing only one sequence, which had little impact on the full 

dataset.  

 Statistical analysis. Abundance data from the pyrosequence and soxB OTU diversity 

data were normalized for each sample to evaluate correlations of soxB gene diversity and 

geochemistry. To correct skewness in the environmental data, variables were log10(x + 1) 

transformed (Ramette, 2007). Using the PAST software (version 2.14) (Hammer et al., 2001), 

relationships between major taxonomic groups and environmental factors (e.g., pH, sulfide, etc.) 

were analyzed by stepwise canonical correspondence analysis (CCA) to sequentially remove the 

least important variables and maximize correlations between principal axes and linear 

combinations of environmental variables (Legendre and Legendre, 1998). Permutation tests were 

carried out. For all analyses, a P-value <0.05 was considered to be significant. 

 NCBI sequence submissions. The raw pyrosequence reads are available at the NCBI 

Sequence Read Archive under study number SRA057273. soxB gene sequences resulting from 

this study were deposited in GenBank under the accession numbers JX471149 - JX471559. 

 

RESULTS 

 Geochemical zonation along the stream channel.  Rattlesnake Spring (Figure A3.1) 

was sampled on five different occasions beginning in 2010, and ion concentrations did not vary 

significantly over the time period (unpublished data). Decreasing dissolved sulfide and 

increasing dissolved oxygen geochemical profiles were measured along the outflow channel 

(Figure 3.1B). pH continually increased downstream, while alkalinity (as HCO3
-
) increased to its 
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maximum concentration at 1.6 m, then decreased downstream (Table 3.1). Temperature 

increased downstream, likely due to solar heating. In general, anion and cation concentrations 

were relatively stable, except for ammonium, which increased downstream.  

 Community composition based on 16S rRNA. Presence/absence results at the levels of 

phyla and class (and genera, where classification was possible) were collated from the 60,279 

pyrosequences that comprised 3,092 OTUs (Figure 3.1C; Table 3.2; Table A3.1). Although there 

were some general differences between the July and October pyrosequence datasets, as 

evidenced from the diversity indices (Table 3.2) and rarefaction curves for each sample (Figure 

A3.1), the overall distribution of major taxa at each sampling point along the transect and OTUs 

formed from pyrosequences were similar from both datasets. Therefore, pyrosequences from 

July and October were combined for each sampling location and provided a semi-quantitative 

assessment of the alpha-diversity for each region of the spring outflow channel. Relative 

abundances of different microbial communities shifted along the flowpath and each location was 

dominated by distinct groups. The orifice was dominated by Chlorobi, Chloroflexi, δ-

Proteobacteria, and ε-Proteobacteria, which are groups having putative sulfur-based 

metabolisms. At the genus-level (e.g. greater than 94% similarity, according to RDP classifier), 

93% of Chlorobi pyrosequences could be identified as belonging to Chlorobium spp., 51% of the  

δ-proteobacterial sequences could be identified as belonging to Desulfocapsa spp., and 28% of γ-

proteobacterial pyrosequences could be identified as belonging to Thiothrix spp. and 39% to the 

genus Thiofaba. At ≤94% sequence similarity, 91% of Chloroflexi pyrosequences were related to 

Chloroflexi spp. and 77% of ε-Proteobacteria were related to Sulfurovum spp. Among the 

Cyanobacteria, only 7% were identifiable to the genus level, but at ≤94% sequence similarity,  
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Table 3.1. Representative geochemical composition of transect sample locations along outflow 

stream from Rattlesnake Spring, Bromide, Oklahoma. Concentrations are in mmol/L, unless 

otherwise noted. 

 

 

1
B.D. = Below detection for the instrument  

Data are the average readings from the spring in July and October 2012. 
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Table 3.2. Separate and combined 16S rRNA and soxB gene sequence data from July and 

October 2010, including diversity indices used in this study for 16S rRNA genes. 
 

 
1
N = number of sequences 

 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Sample 

Distance 
16S rRNA soxB 

 July 2010 October 2010 Total H' July October Total 

 N
1
 OTUs Chao1 H’ E N OTUs Chao1 H’ E      

0 m (orifice) 5485 517 894 (783-1,052) 4.1 0.6 8205 144 193 (168-245) 1.7 0.3 13,690 3.6 35 25 60 

1.6 m 2873 119 156 (136-196) 2.1 0.4 9997 167 220 (194-271) 2.4 0.5 12,870 2.6 44 83 127 

5.5 m 3920 197 293 (252-364) 2.3 0.4 7886 512 782 (703-895) 3.6 0.6 11,806 3.6 52 71 123 

9.5 m 6065 358 612 (527-738) 2.9 0.5 6640 814 1273 (1160-1423) 5.1 0.8 12,705 4.6 22 14 36 

14 m (end) 3962 777 1383 (1239-1572) 5.2 0.8 5246 407 649 (568-771) 4.1 0.7 9208 5.1 48 17 65 
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79% of Cyanobacteria sequences were related to the Group I Cyanobacteria (from 21-93% 

sequence similarity) (Figure A2.1). At 1.6 m, 86% of all pyrosequences were related to Thiothrix 

spp., which formed 13 prominent OTUs (i.e. having greater than 100 sequences) and 46 minor 

OTUs. At 5.5 m, 36% of all pyrosequences were related to Thiothrix spp., and 27% formed a 

single OTU related to an unidentified γ-Proteobacteria related (at only 18-64% similarity) to the 

genus Zymobacter. Although α-Proteobacteria were generally unidentifiable to the genus level at 

both 9.5 m and 14 m, representation among α-Proteobacteria and β-Proteobacteria increased 

from 9.5 m to 14 m, in addition to sequences identified as eukaryotic chloroplasts (Figure 3.1C) 

primarily from Bacillariophyta (41% of cyanobacterial sequences at 9.5 m and 20% at 14 m) and 

Streptophyta (47% of cyanobacterial sequences at 9.5 m and 40% at 14 m). The dominant genus 

from the β-Proteobacteria at 9.5 and 14 m was Thiobacillus. 

 soxB gene sequence clusters. There were 411 soxB sequences in the final dataset (Table 

3.2) that ranged in length from 499 bp to 783 bp (mean = 723 bp) and from 166 to 261 amino 

acid residues (mean = 241 residues). The percent sequence similarity to the closest soxB relatives 

varied among identified taxa. Most sequences had 70-85% sequence similarity to their closest 

relatives according to a BLAST search, but some soxB genes related to the genera Thiothrix, 

Chlorobium, and Bradyrhizobium had higher sequence similarities of 88-96%. At 80% sequence 

identity, 32 OTUs (12 were singletons) formed from soxB DNA sequences (Figure 3.2A), but 58 

soxB amino acid OTUs were generated (35 OTUs were singletons) (Figure 3.2B). DNA-based 

(Figure 3.2A) or amino acid- (Figure 3.2B) clustering generated similar soxB gene distributions 

of taxonomic groups along the outflow channel, with only minor differences in the numbers of 

OTUs between the two datasets. 
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Figure 3.2. soxB gene clustering of DNA-based gene sequences (A) and translated amino acid 

sequences (B) using an 80% cutoff. 
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 Diversity of soxB gene groups compared to 16S rRNA gene diversity.  There were 

distinct phylogenetic associations, some supported by high bootstrap values, to known strains 

from the genera Thiobacillus, Thiomonas, Chlorobium, Allochromatium, Thiothrix, and 

Halothiobacillus that utilize the branched pathway (14), and to Rhodovulum, Paracoccus, and 

Bradyrhizobium that utilize the PSO pathway (14) (Figure 3.3). OTUs were affiliated with 

specific genera associated with a particular Sox pathway and were found at definite locations 

along the outflow channel, almost to the exclusion of being retrieved from anywhere else along 

the outflow channel. For example, this is evident for Chlorobium from the orifice or the 

Rhodovulum-like soxB genes from 14 m (Figure 3.2B). All of the retrieved soxB genes from 1.6 

m, the location of thick white mats, were affiliated with Thiothrix. Most soxB genes at 5.5 m 

were related to γ-Proteobacteria, specifically Thiothrix (16S rRNA genes, as well) and 

Halothiobacillus, while soxB genes related to Thiobacillus-like groups were restricted to the 

downstream portion of the outflow channel (Figure 3.2 A&B). The largest OTU comprised of 

Thiobacillus-like soxB gene sequences were 84-87% similar to previously described Thiobacillus 

soxB genes (referred to as Thiobacillus group 1), but there were several other OTUs affiliated to 

Thiobacillus with less sequence similarly (referred to as Thiobacillus group 2) (Figure 3.2B).   

 Some soxB gene sequences related to α-proteobacterial genera Paracoccus, 

Bradyrhizobium, and Rhodovulum were retrieved throughout the channel, but most sequences 

were identified from downstream samples where sulfide was undetectable. 16S rRNA gene 

pyrosequences affiliated with α-Proteobacteria were largely unidentifiable to the genus level, so 

no 16S rRNA gene pyrosequences could be linked to the genera Rhodovulum, Paracoccus, or 

Bradyrhizobium that would confirm taxonomic identities of the soxB genes. Phylogenetically, 

the soxB genes from these genera were also weakly related to previously characterized isolates or  
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Figure 3.3. Phylogenetic tree of translated soxB sequences from clones that represent distinct 

OTU groups obtained from Rattlesnake Spring. Taxonomic identification for each of the OTU 

groups is color coded for comparison to Figures 2 and 4. Accession numbers for clones from this 

study, environmental clones previously identified from other investigations, and cultured isolates 

are shown in brackets. Topology was inferred using maximum likelihood under the 

WAG+G+I+F method for amino acid substitutions (G=1.69, I=0.01, and F=0.081). Bootstrap 

values of major branch points are shown. 

 

 

 



108 
 

environmental clones (Figure 3.3), which suggested that these OTUs could be related to 

different, potentially novel, groups. To highlight this taxonomic question, we refer to these 

OTUs as Rhodovulum-, Paracoccus-, and Bradyrhizobium-like. 

 There was some discrepancy between the distributions of 16S rRNA and soxB genes for 

the genera Halothiobacillus, Thiofaba, and Thiobacillus. Both Halothiobacillus and Thiofaba 

belong to the family Halothiobacillaceae. Phylogenetically, representative soxB genes formed a 

clade with moderately low bootstrap values with Halothiobacillus (Figure 3.3), but this is 

because there were no Thiofaba soxB genes within the NCBI database for comparison and we 

regard this taxonomic assignment as putative. Therefore, phylogenetically, we clustered these 

sequences as Halothiobacillaceae (Figure 3.3).  

 Additionally, because of poor similarity to previously characterized soxB genes, one 

soxB DNA OTU was comprised of genes that were affiliated with Halothiobacillus and 

Thiobacillus, but all translated amino acid sequences in the OTU were closely related to 

Halothiobacillus. All of the genes in this OTU possessed a 30 base pair insertion in the linking 

loop region that no other soxB sequences retrieved in our study possessed, except for other 

Halothiobacillus soxB genes. The Thiobacillus soxB genes obtained from the NCBI database do 

not possess this additional 30 base pair insertion in the linking loop; only Halothiobacillus soxB 

genes do. Therefore, because all of the sequences contained an additional 30 base pair insertion 

and Thiobacillus 16S rRNA sequences were generally confined to the downstream stream reach, 

but sequences associated with this OTU were found primarily upstream, these soxB genes are 

most likely related to Halothiobacillus.   

 Distribution of 16S rRNA and soxB gene OTUs in relation to habitat geochemistry. 

The relationships between geochemistry, particularly related to substrate (e.g., sulfide, oxygen) 
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concentrations, and the distribution of microbial groups along the outflow channel were verified 

by CCA using 16S rRNA and soxB gene sequence diversity (Figures 3.4A and 3.4B, 

respectively). Almost 100% of the variance could be described by two axes of the final CCA, 

although only a best global P-value of 0.06 following 10,000 Monte Carlo permutations could be 

obtained for any step-wise iteration of the geochemistry and 16S rRNA gene sequence datasets, 

which would be considered insignificant. CCA axis 1 (58.0% of the variance) was positively 

correlated to sulfate and negatively correlated to alkalinity, whereas CCA axis 2 (38.1% of the 

variance) was positively correlated to dissolved oxygen and pH and negatively correlated to 

sulfide concentrations (Figure 3.4A). The CCA triplot verified the notable associations among 

16S rRNA genes designated to taxonomic groups and presence/absence results along the outflow 

channel related to environmental conditions (Figure 3.4A). Specifically, Chloroflexi, Chlorobi, 

Cyanobacteria, δ-Proteobacteria, and ε-Proteobacteria, found predominately near the orifice, 

positively correlated to sulfide and sulfate concentrations. γ-Proteobacteria positively correlated 

to alkalinity, as well as the 1.6 m and 5.5 m sample locations, but the ordination of sequence 

groups affiliated with the α-Proteobacteria, β-Proteobacteria, and Eukaryota from downstream 

sampling locations (9.5 m and 14 m) positively correlated to dissolved oxygen and pH, but 

negatively to sulfide concentrations (Figure 3.4A).  

 In contrast, nearly all of the relationships among soxB OTU distribution to geochemistry 

along the stream transect could be significantly explained with two axes (global P-value = 0.03 

following 10,000 Monte Carlo permutations) (Figure 3.4B).  CCA axis 1 (57.1% of the variance) 

strongly and positively correlated to sulfide concentration and alkalinity, and strongly but 

negatively correlated to pH. CCA axis 2 (42.0% of the variance) positively correlated to 

dissolved oxygen concentration and negatively to sodium concentration, which served as a proxy  
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Figure 3.4. A) Triplot generated from canonical correspondence analysis of 16S rRNA genes 

from Rattlesnake Spring showing the relationships among five physicochemical variables, noted 

as labeled vectors, sampling location along the spring-stream transect, and ordination of 16S 

rRNA gene sequences (10,000 Monte Carlo permutations, global P-value 0.06). B) Triplot 

generated from canonical correspondence analysis of soxB genes from Rattlesnake Spring 

showing the relationships among five physicochemical variables, noted as labeled vectors, 

sampling location along the spring-stream transect, and ordination of soxB gene sequence OTUs 

(10,000 Monte Carlo permutations, global P-value 0.03).  

 

 

 



111 
 

for conductivity (although adding the conductivity parameter decreased the significance of the 

CCA when included; data not shown). The ordination of soxB OTUs designated to taxonomy 

strongly correlated to location along the outflow channel, as well as to environmental variables. 

For instance, the orifice correlated to the ordination of Chlorobium, Thiomonas, and the 

Halothiobacillus OTUs and one Bradyrhizobium-like OTU, which also all correlated to sulfide 

and sodium concentration vector directions. This Bradyrhizobium-like OTU may be only 

distantly related to the other Bradyrhizobium-like soxB genes in the spring because not only was 

it phylogenetically distinct from the other Bradyrhizobium-like soxB OTUs (Figure 3.3), but it 

did not correlate to the location or environmental parameters of other Bradyrhizobium-like OTUs 

from the outflow channel on the CCA (Figure 3.4). The other Bradyrhizobium-like OTUs were 

tightly ordinated with other OTUs for PSO pathway taxa (e.g., Rhodovulum-like and 

Paracoccus-like), as well as to the 14 m sampling location where these groups were more 

abundant and negatively correlated to the vector direction for sulfide. Thiothrix and Thiobacillus 

soxB OTUs each formed their own clusters on the CCA, with Thiothrix correlated to the 

ordination of the 1.6 and 5.5 m locations where the microbial mats were thickest and dominated 

by Thiothrix pyrosequences. Similarly, the Thiobacillus OTUs were correlated to the 9.5 m 

location ordination on the CCA, which was where Thiobacillus pyrosequences were abundant. 

Both of these soxB OTU groups were strongly correlated to sulfide and dissolved oxygen 

concentrations, although Thiothrix OTUs were more strongly and positively correlated to sulfide 

than Thiobacillus OTUs.  

 soxB gene sequence variations. The translated portion of the soxB gene sequenced 

contained three of the five active site His residues (His
274

, His
297

, His
299

), as well as Val
415

, 

Arg
416

, and Trp
417

. The His residues, Arg
416

, and Trp
417

 were almost entirely conserved in all of 
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the translated soxB genes sequenced, with the primary exception being that there were some 

altered active site locations caused by frameshift mutations. As shown in Figure 3.5, there were 

compositional differences specific to soxB amino acid sequences associated with the two Sox 

pathways. In many sequences, a Phe residue replaced the Val
415

 position. There were also 

distinct compositional similarities and differences in amino acid variability across OTUs (i.e. 

Thiothrix versus Chlorobium soxB genes), such that all of the soxB genes whose closest relatives 

were known to utilize the branched pathway had similar residues that were distinct from groups 

that utilize the PSO pathway (Figure 3.5). For example, Figure 3.5a shows a residue having a 

neutral nonpolar amino acid with hydrocarbon or sulfhydral functional groups for the branched 

pathway taxa compared to a nonpolar amino acid with an aromatic functional group for PSO 

pathway taxa. Similarly, a neutral amino acid possessing a nonpolar side chain was evident for 

branched pathway taxa but different neutral amino acids that possessed a polar side chain for 

PSO pathway taxa (e.g. Figure 3.5b). Downstream of two of the active site His residues (#297 

and #299) (Figure 3.5c), all soxB genes associated with the branched pathway possessed four to 

five more amino acids than those of the PSO pathway (between residues #308 and 309 in T. 

thermophilus). The soxB gene linking helix generally varied from OTU to OTU, as well, 

particularly for Halothiobacillus (Figure 3.5). Halothiobacillus-like soxB genes possessed 10 

additional amino acids relative to all other soxB genes retrieved from the spring.  

 

DISCUSSION 

 Microbially mediated geochemical reactions in the sulfur cycle are responsible for the 

oxidation and reduction of sulfur compounds, production of stored sulfur compounds and 

volatile phases, and mineralization of organosulfur compounds. Among the microbial groups  
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Figure 3.5. Representative soxB amino acid sequences from the major OTUs in Rattlesnake 

Spring: Thiothrix OTU #0 (Thx 0), Thiobacillus OTU #2 (Thb 2), Chlorobium OTU #3 (Chl 3), 

Halothiobacillus OTU #5 (Hal 5), Thiomonas OTU #12 (Thm 12), Halochromatium OTU #13 

(Hch 13), Paracoccus OTU #8 (Par 8), Bradyrhizobium OTU #4 (Bra 4), Rhodovulum OTU #1 

(Rho 1), and T. Thermophilus Hb27 (Thm). The black circles denote amino acids in the active 

site of the soxB enzyme. The solid black boxes outline key residues between the PSO pathway 

and branched pathway. The soxB enzymes of the amino acid sequences above the dotted black 

lines are utilized in the branched pathway, while the soxB enzymes of the sequences below the 

dotted black line are utilized in the PSO pathway. A) A conserved methionine in the branched 

pathway and a phenylalanine in the PSO pathway. B) A conserved glycine in the branched 

pathway and either a threonine or serine in the PSO pathway. C) The branched pathway 

sequences all possess four to five more amino acids than the PSO pathway soxB genes in this 

region of the gene. D) A polar (threonine), polar (asparagine), and a non-polar (alanine) motif in 

the branched pathway and a variable non-polar (leucine or isoleucine), nonpolar (alanine), polar 

(serine or threonine) motif in the PSO Pathway. E) A conserved nonpolar glycine residue and a 

perfectly conserved nonpolar valine residue in branched pathway soxB genes and a conserved, 

polar serine residue and a perfectly conserved, positively-charged arginine residue in the PSO 

Pathway. F) A conserved leucine in the branched pathway and an isoleucine in the PSO pathway. 

G) Conserved leucine and alanine residues, followed by two variable residues in the branched 

pathway and of isoleucine and glycine, followed by a lycine/threonine in the PSO Pathway; these 

residues were not conserved in all of the Bradyrhizobium-like soxB genes, however. H) A 

conserved glutamine residue in the branched pathway and an aspartic acid residue in the PSO 

pathway. I) A glutamic acid, arginine, and aspartic acid motif in the PSO pathway that is not 

conserved in the branched pathway.  
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capable of oxidizing reduced sulfur compounds, multiple oxidation pathways can co-occur in 

many habitats (e.g. Friedrich et al., 2001; Friedrich et al., 2005; Anandham et al., 2008; Ghosh 

and Dam, 2009). However, investigations of the spatial and functional diversity of a single 

metabolic gene utilized in different pathways have not been done. Such investigations could 

uncover potential controls between functional diversity and niche partitioning among sulfur-

oxidizing bacteria within a habitat. This study focused on identifying possible evidence for 

altered SoxB enzyme function from different groups of putative sulfur-oxidizing bacteria in a 

single habitat with variable substrate concentrations.  

 16S rRNA pyrosequencing captured the major groups of sulfur-oxidizing bacteria, 

occupying the microbial mats and sediments at Rattlesnake Spring, though the taxonomic 

resolution was poor below the phylum and class levels. Of the known sulfur-oxidizing groups at 

the orifice, predominately Chlorobi, Chloroflexi, ε-Proteobacteria, and γ-Proteobacteria, only 

the 16S rRNA genes of the anoxygenic phototrophs were identifiable to the genus level (i.e. 

Chlorobium and Chloroflexus). The genera of all other potential sulfur-oxidizers at the orifice 

could not be identified or were very few in number in the whole dataset (<50 sequences). The 

presence of Cyanobacteria at the sulfidic conditions at the orifice was somewhat unexpected, but 

is not without precedence. Cyanobacteria have been shown to switch from oxygenic 

photosynthesis to anoxygenic photosynthesis in the presence of H2S (Cohen et al., 1975; Padan, 

1979; Cohen et al., 1986). As has been reported by others (Meyer et al., 2007), the primers used 

for soxB amplification did not amplify soxB genes of ε-Proteobacteria or Chloroflexi. To our 

knowledge, Chloroflexi do not possess Sox genes. Because the soxB diversity among ε-

Proteobacteria remains unknown and this group made up a large portion of the diversity in the 

microbial mats at the orifice (Table A3.1), the missing data highlight that there is even more 
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niche partitioning possible than our results currently reveal. At 1.6 m and 5.5 m the dominant 

putative sulfide-oxidizing group was Thiothrix spp., which is known to possess Sox genes 

(Meyer et al., 2007). At 9.5 and 14 m, Thiobacillus spp. were the most dominant (i.e. 

identifiable) putative sulfide-oxidizers. Thiobacilli are aerobic to  

anaerobic, sulfide-oxidizing bacteria known to possess Sox genes (Beller et al., 2006). At 14 m, 

the γ-proteobacterial pyrosequences were dominated by the genus Aeromonas, whose members 

are generally not associated with sulfide oxidation and are ubiquitous in aquatic environments 

(Huddleston et al., 2006). Because there were no intact microbial mats growing within the water 

column between 9.5 and 14 m, these groups are likely associated with the sediments.  

 The spatial distribution of 16S rRNA-based OTUs, particularly those affiliated with 

microbial groups capable of oxidizing reduced sulfur compounds, generally correlated to the 

spatial distribution of soxB-based OTUs from Rattlesnake Spring. Moreover, the spatial 

distribution of soxB OTUs significantly correlated to geochemical gradients along the outflow 

channel (Figure 3.4), and the closest relatives of the soxB genes, even with low sequence 

similarities to known microbial groups, offer clues as to how the Sox enzymes are likely utilized 

metabolically. As such, soxB genes (and thereby the SoxB enzymes) may be optimized to the 

geochemical conditions in which the bacterium resides. soxB genes associated with the branched 

pathway were retrieved throughout the outflow channel compared to genes for the PSO pathway 

being more common downstream. There was a distinct divide among branched pathway soxB 

genes upstream and downstream of 5.5 m (i.e. high H2S correlated to Chlorobium, Thiothrix, 

Thiomonas, and Halothiobacillus vs. low H2S correlated to Thiobacillus and Halochromatium). 

Only the Thiothrix soxB genes cross this divide (and an OTU comprised of two sequences that 
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are distantly related to Halothiobacillus), but the numbers are low and likely due to pieces of 

Thiothrix-dominated white mats being dislodged and carried downstream.  

 Comparison of soxB genes from Rattlesnake Spring to the soxB gene of T. thermophilus, 

which has a crystalized SoxB enzyme, indicated where differences in the amino-acid sequences 

were occurring within the SoxB enzyme. The translated soxB amino-acid compositional 

differences for all Rattlesnake Spring OTUs (e.g., Thiothrix OTU #0 vs. Thiothrix OTU #7, 

Thiothrix OTU #0 vs. Chlorobium OTU #3, etc.) were too numerous to list, but notable amino-

acid compositional differences were predominately related to whether the taxa utilize the 

branched versus PSO Sox pathway. Because T. thermophilus possesses a soxC and soxD gene, it 

would be expected that this organism uses the PSO pathway. But, the T. thermophilus soxB gene 

shares similarities with both the branched pathway and PSO pathway (Figure 3.5) and 

phylogenetically it is only distantly related to other PSO pathway bacteria (Meyer et al., 2007). 

Most notably, T. thermophilus does not possess the additional four to five amino acids that the 

branched pathway genes have, but does share many compositional differences with other 

branched pathway soxB genes (Figure 3.5). When mapped onto the SoxB enzyme structure of T. 

thermophilus, most of the amino-acid sequence differences in the soxB genes from Rattlesnake 

Spring are found on the outer portion of the enzyme, generally away from the active site. 

Although changes in the outer structure of enzyme might seem unlikely to induce a functional 

change in an enzyme, previous findings suggest that it is possible (Oue et al., 1999; Watney et 

al., 2003) and that even a single amino acid change can alter an enzyme’s capabilities (Griesbeck 

et al., 2002; Otten et al., 2004; Swanwick et al., 2004). For instance, the substitution of six amino 

acids (Ala, Asp, Cys, Lys, Phe, and Ser) was found to lead to an improved environmental 
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stability in the serine protease from Bacillus amyloliquefaciens that allowed the proteases to 

resist inactivation under higher temperatures and alkalinity (Pantoliano et al., 1989).  

 The increased presence of the soxB genes associated with the PSO pathway downstream 

may indicate a preference for, and availability of, thiosulfate in this region of the spring because 

thiosulfate has been shown as a substrate for this pathway (Friedrich et al., 2001; Ghosh and 

Dam, 2009) and the sulfide concentration in this region of the spring was undetectable (Table 

3.1). Many laboratory studies of  bacterial genera that utilize the PSO pathway have been noted 

to prefer thiosulfate in laboratory studies over other reduced sulfur compounds (e.g. Friedrich 

and Mitrenga, 1981; Appia-Ayme et al., 2001; Masuda et al., 2010). However, organisms having 

the branched pathway can also oxidize thiosulfate, and it is likely that the Thiobacillus soxB 

genes found downstream alongside the PSO pathway soxB genes could be utilizing thiosulfate as 

a substrate. Upstream, specifically from the orifice to 5.5 m, thiosulfate is likely available, but 

the H2S concentration is high enough that it is likely being utilized as a substrate. All of the 

bacterial genera affiliated with the soxB genes of the branched pathway in Rattlesnake Spring 

consist of strains that have been reported to oxidize sulfide, as well as thiosulfate (e.g. Larkin 

and Shinabarger, 1983; Imhoff et al., 1998; Sievert et al., 2000; Chen et al., 2004; Chen et al., 

2009; Azai et al., 2009). The mechanism whereby SoxB could oxidize a substrate such as sulfide 

is unclear because the current model relies on thiosulfate as a substrate and requires a sulfone 

sulfur, but mechanisms have been proposed (Epel et al., 2005). Because reconstituted Sox 

systems can oxidize sulfide or other reduced sulfur compounds (Friedrich et al., 2000; Rother et 

al., 2001; Rother and Friedrich, 2001), this may suggest that the Sox system could do so in 

natural systems as well, regardless of the presence of other sulfide-oxidizing metabolic systems 

(i.e. SQR). Actual protein expression experiments need to be done to verify these findings to 
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determine if the different soxB gene variations found in Rattlesnake Spring do encode 

functionally different enzymes. We hypothesize that many of the amino-acid compositional 

differences (particularly insertions/deletions) found in the soxB genes from Rattlesnake Spring 

could induce structural and thereby functional changes in the SoxB enzymes. The functional 

differences may only be minor, such that there is slightly stronger preference for one substrate 

than another or a difference in rate of reactions, but these differences could be utilized to explain 

the distribution of bacterial groups within Rattlesnake Spring (i.e. niche partitioning), as well as, 

lead to an improved understanding of the Sox system in natural systems. The version of a soxB 

gene that a bacterium possesses does not necessarily govern the distribution of that bacterium 

because numerous biological and geochemical parameters probably influence the biogeographic 

location and distribution of bacteria in the environment. But, this does not preclude the soxB 

genes (and thereby the SoxB enzymes) from being optimized to the geochemical conditions in 

which the bacterium resides. 

 Collectively, our results may indicate that the SoxB enzymes are optimized to a range of 

specific geochemical conditions, and the spatial distribution of the different soxB gene variations 

along the outflow channel at Rattlesnake Spring could be indicative of niche partitioning among 

the bacteria that oxidize reduced sulfur compounds. The degree that SoxB enzymes may be 

functionally different is the subject of our ongoing and future work, specifically to isolate and 

express full-length soxB, soxA, soxX, soxY, and soxZ genes to test the functionality of the 

different variations of Sox genes within the spring outflow channel under varying geochemical 

conditions. The functionality of all of the Sox enzymes is particularly important to resolve as the 

individual Sox enzymes are heavily reliant on the other enzymes in the pathway (e.g., SoxYZ 

requires the assistance SoxXA and SoxYZ serves to provide the reduced sulfur substrate to SoxB 
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and SoxCD when present). We hypothesize that the distribution of the other Sox genes within 

Rattlesnake Spring will be similar to the distribution of the soxB genes and that they will encode 

functionally different enzymes that are optimized to different, and specific, geochemical 

conditions. It seems improbable that the most efficient enzyme systems have been characterized 

in laboratory-grown strains to date, and that it is more likely that nature has a full spectrum of 

enzyme systems for all biologically compatible geochemical conditions. The identification and 

characterization of gene variations that encode for functionally different enzymes could lead to 

more improved bioremediation and bioengineering advances.  
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CHAPTER 4 

Metagenomic Analysis of Rattlesnake Spring Microbial Communities and Cloning of 

Sulfur Oxidation Enzymatic Pathway Genes  
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ABSTRACT 

 Metagenomic analysis is a molecular technique used to obtain genetic information about 

environmental microbial communities that circumvents culturing. Metagenomes were sequenced 

from a microbial mat dominated by bacteria from the genus Thiothrix (Gammaproteobacteria) in 

Rattlesnake Spring, Oklahoma, to obtain full length sulfur oxidation (Sox) gene sequences that 

could be used for future cloning and gene expression studies. The assembly and annotation of the 

sequence reads revealed a complete set of Sox genes likely from a bacterium closely related to 

Thiothrix spp. The genes were analyzed to develop primers to clone the genes into an expression 

plasmid for future expression studies.  

 

INTRODUCTION 

 Metagenomics is a tool used to investigate the microbial genetic material extracted 

directly from environmental samples without needing to culture microbes and more or less 

irrespective of phylogeny. One advantage of this technique is that knowledge of nucleic acid 

sequences (i.e. DNA) is not needed beforehand, as is required with PCR-based methods relying 

on primers. Conversely, a disadvantage of metagenomics is that it can be difficult to identify the 

microorganisms from which the sequenced genes actually originate. Fragments of genomic 

material can originate from any one of literally thousands of species within an environmental 

sample, which can complicate obtaining a complete reconstruction of single genomes from 

environmental samples (e.g., Wooley et al., 2010). But, if the goal of a metagenomics study is to 

identify genes from poorly characterized environments, and not to obtain genomes, then some of 

the most common difficulties associated with metagenome analyses can be circumvented.  

Despite being widespread in the environment, genes of the sulfur oxidation (Sox) 

pathway are poorly represented in gene databases and have poor sequence similarity to one 
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another (e.g., Ghosh and Dam, 2009). Consequently, PCR primers designed to obtain full-length 

Sox genes based on taxonomies deduced from 16S rRNA gene sequences from environmental 

samples obtained from Rattlesnake Spring, Oklahoma, proved unsuccessful. Therefore, the goal 

of the Rattlesnake Spring metagenomics project was to obtain full-length soxA, soxB, soxX, 

soxY, and soxZ gene sequences that could be used to  for expression studies examining Sox 

genes with different nucleotide variations. To increase the probability of obtaining a full set of 

Sox genes from the same bacterium, the sample chosen was from an area of the spring where 

Thiothrix spp. dominated the microbial mats; 99% of the 16S rRNA gene sequences were 

affiliated with the genus Thiothrix (see Chapters 2 and 3). The Thiothrix Sox pathway has not 

been previously examined in this manner, even though Thiothrix spp. are common sulfur-

oxidizing bacteria from natural sulfidic environments (e.g. Larkin and Strohl, 1983).   

The Rattlesnake Spring metagenome successfully yielded a complete set of Sox genes 

(soxA, soxB, soxX, soxY, and soxZ), from which primers for cloning were designed for 

expression studies to investigate optimized enzyme activity under differing geochemical 

conditions, particularly related to substrate preference. The Sox genes of Paracoccus 

pantotrophus were used as a control because they have been used in previous Sox expression 

studies (Wodara et al. 1997; Friedrich et al., 2000; Rother and Friedrich, 2002). Analysis 

suggests that all of the genes from the metagenome may not be from a bacterium within the 

genus Thiothrix, although this may be due to the lack of information about the genus in gene 

databases. The results from this study increase our knowledge of Sox gene diversity in the 

environment and provide a basis for the future functional examination of environmental Sox 

enzymes to determine if Sox gene diversity actually encodes for functionally different Sox 

enzymes (i.e. different substrate preferences).  
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MATERIALS AND METHODS 

Metagenome preparation, sequencing, and analysis 

 Sample BROK_1010_8B-1 of the Thiothrix-dominated microbial mat in Rattlesnake 

Spring was chosen for metagenomic analysis. The sample was collected in October 2010 and 

sample collection and DNA extraction have been described previously (Chapters 2 and 3). Rapid 

library preparation, followed by emulsion PCR, was conducted to sequence a half of a plate of 

material (i.e., two quarters, designated BROK_03 and BROK_04), according to manufacturer 

instructions (Roche). Sequencing was done at the Oak Ridge National Laboratory, Tennessee, 

using a Roche 454 Life Sciences GS FLX System.  

Raw sequence reads were assembled into contigs with Newbler (Roche) and also in 

CAMERA (Sun et al., 2011) to verify the Newbler results. A total of 1,196 contigs ranging in 

size from 100 bp to 104,243 bp were assembled. Analysis of the contigs was performed using 

MG-RAST (Meyer et al., 2008). Annotation of the contigs was performed using RAST (Aziz et 

al., 2008) using the published genome of Thiothrix nivea DSM 5205 (Lapidus et al., 2011)  

 

Cloning and sequencing of Sox genes 

 P. pantotrophus Sox genes were used as a control for cloning and expression of Sox 

genes from Rattlesnake Spring. The culture P. pantotrophus DSM 33512 (P. denitrificans 

PD122) was obtained from the American Type Culture Collection (ATCC) to serve as a control 

and grown according to manufacturer instructions plus the addition of 20 mM sodium 

thiosulfate. P. pantotrophus has been well characterized in lab studies as a model for the 

Paracoccus Sox pathway (e.g. Wodara et al. 1997; Friedrich et al., 2000; Rother and Friedrich, 

2002). Genomic DNA was extracted from pure cultures using the PowerSoil® DNA Isolation 
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Kit (MO BIO Laboratories, Carlsbad, California, USA), according to manufacturer instructions. 

Based on the gene arrangement and nucleotide sequences of P. pantotrophus Sox genes in the 

NCBI database (Figure 4.1), primers (Figure 4.2) for full-length Sox genes were designed to 

confirm successful growth of the culture and to verify the Sox gene nucleotide sequences. 

Primers were also designed for full-length Sox genes based on the metagenome sequences 

obtained from Rattlesnake Spring (Figure 4.2).  

PCR using the primers for both P. pantotrophus and putative Thiothrix metagenome Sox 

sequences was conducted using TaKaRa Ex Taq (Fisher Scientific) using the following protocol: 

98˚C for 4 minutes, followed by 30 cycles of 98˚C for 10 seconds, 57˚C for 15 seconds, 72˚C for 

30 seconds, and a final extension of 72˚C for 10 minutes. Bands of appropriate size were excised 

from an agarose gel and cloned into pCR-Blunt II-TOPO (Invitrogen) and sequenced at the 

University of Tennessee Molecular Biology Resource Facility (Knoxville, Tennessee) to confirm 

sequence identity.  

 

Plasmid design for Sox gene synthesis and expression 

The Sox genes in P. pantotrophus were oriented in the chromosome in the order of soxX, 

soxY, soxZ, soxA, and soxB (followed by soxC and soxD) (Figure 4.1). In order to express the 

genes, they needed to be in the correct order and the correct reading frame relative to one another 

so that they will form the appropriate enzyme complexes (i.e.  SoxXA and SoxYZ). The soxX 

and soxA genes and the soxY and soxZ genes were synthesized by Life Technologies (Carlsbad, 

California) into two different plasmids (13AADXOP_PpSoxXA_pMK-RQ and 

13AADXPP_PpSoxYZ_pMK-RQ) containing a Kanamycin resistance gene for selection and 

separated by a ribosomal binding site. A Strep tag was placed at the 3' end of the soxA gene and  



126 
 

 

 
 

 

Figure 4.1. Orientation of Sox genes in the chromosomes of putative Thiothrix spp. from 

Rattlesnake Spring (red) and Paracoccus pantotrophus (blue). 
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Figure 4.2. Primers used for cloning and sequencing of putative Thiothrix spp. Sox genes (red) 

from Rattlesnake Spring and Paracoccus pantotrophus (blue). *The primers for soxA, soxX, 

soxY, and soxZ are designed for their respective plasmids (13AADXPP_PpSoxYZ_pMK-RQ 

and 13AADXOP_PpSoxXA_pMK-RQ). **The primers for soxB are for the genomic DNA of P. 

pantotrophus.  

 

 

 

 

 

 

 

 

 

 

Primer Sequence (5' --> 3') Relative Location Purpose Target 

a) BROK_soxXYZA_Fwd AAT CGGTTAAGC TCC CAC TCC 126bp upstream soxX begin Sequecning verification of metagenome putative Thiothrix

b) soxXYZA_seqing_Fwd AAA ACC ATG GAA GAC GCC 122bp downstream soxY begin Sequecning verification of metagenome putative Thiothrix

c) soxXYZA2-1650-Fwd AAC CTG AAG CGT CAA CCC 325bp downstream soxY begin Sequecning verification of metagenome putative Thiothrix

d) SoxXYZA2_MidFwd TCC AGA GGA ACA CAC AC 1bp downstream soxY end Sequecning verification of metagenome putative Thiothrix

e) soxXYZA2-2390-Rev CCC ACA GCG TTT TAC CC 601bp upstream from soxA end Sequecning verification of metagenome putative Thiothrix

f) soxXYZA_seqing_Rev TCG GCA TCG TAG TAA GGG 344bp downstream soxA begin Sequecning verification of metagenome putative Thiothrix

g) SoxXYZA2_MidRev TTA CTT GCG TGA GCC AGG G 0bp downstream soxA end Sequecning verification of metagenome putative Thiothrix

h) BROK_soxXYZA_Rev CAA GCC TGC ACT AAC CGC 27bp downstream soxY2 begin Sequecning verification of metagenome putative Thiothrix

i) soxYZ2_Rev AAG CGT TTG CGT CTC TAC GGG 42bp downstream soxZ2 end Sequecning verification of metagenome putative Thiothrix

j) BROK_soxB_Fwd CGT TTT ACG GGT TTC TCT AGC GG 38bp upstream soxB begin Sequecning verification of metagenome putative Thiothrix

k) SoxB_seqing_Fwd AAG GTT CGT GGA CAT CCC 650bp downstream soxB begin Sequecning verification of metagenome putative Thiothrix

l) SoxB_seqing_Rev GTC ATT TCG TTA CGG GTG 772bp upstream soxB end Sequecning verification of metagenome putative Thiothrix

m) BROK_soxB_Rev TAC ACA AGA AAC CGGG GCG 67bp downstream soxB end Sequecning verification of metagenome putative Thiothrix

n) SoxB Fwd ATG ATT ACC CGA CGT GAG TTC ATT CAG G 0bp upstream soxB begin Cloning into expression plasmid Paracoccus pantotrophus

o) SoxB Rev GAC CCC GGT CAC GGT GAC 3bp upstream soxB end Cloning into expression plasmid Paracoccus pantotrophus

p) SoxY Fwd ATG ATC CTT TCA AGA CGC GAG G 0bp upstream soxY begin Cloning into expression plasmid Paracoccus pantotrophus

q) SoxZ Rev GGC GAC TGC GAT CGG CTT CAC 3bp upstream soxZ end Cloning into expression plasmid Paracoccus pantotrophus

r) SoxX(A) Exp Fwd ATG AGC AGC CAT CTA TGG TAT GCG TCG 0bp downstream soxX begin Cloning into expression plasmid Paracoccus pantotrophus

s) SoxX Exp Rev TTC CTT CAG CGT CAC GAG G 3bp upstream soxX end Cloning into expression plasmid Paracoccus pantotrophus

t) SoxA Exp Fwd ATG CCG CGC TTT ACC AAG 0bp downstream soxA begin Cloning into expression plasmid Paracoccus pantotrophus

u) Sox(X)A Exp His Rev GTG CCG GAC CGA GAC G 3bp downsrewam soxA end Cloning into expression plasmid Paracoccus pantotrophus

v) Sox(X)A Exp-Stp Rev TTA TTT TTC GAA CTG CGG GTG GCT 24bp downstream soxA end Cloning into expression plasmid Paracoccus pantotrophus

     T7(peEXP5)2-Rev AAA AAC CCC TCA AGA CCC G Alt. T7 reverse for sequencing of expression plasmid pEXP5-CT/TOPO
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the soxZ gene (Figures 4.3 and 4.4). The soxB gene was cloned directly from the chromosome of 

P. pantotrophus.  

Because the soxB and soxY genes contained an N-terminus twin Arginine motif and 

signal peptide putatively responsible for periplasmic transport that is reported to be cleaved 

following transport into the periplasm (Friedrich et al., 2000), it was necessary to use a plasmid 

with a C-terminus His tag (Figures 4.5-4.7) to isolate the enzymes following expression.  

Primers for the full-length and correctly arranged P. pantotrophus Sox genes (Figure 4.2) were 

designed to clone the Sox genes into pEXP5-CT/TOPO (Invitrogen) plasmid containing a C-

terminus His tag for expression in E. coli BL21 Star (DE3) cells (Invitrogen), according to 

manufacturer instructions. Sequencing to confirm correct orientation and arrangement of Sox 

genes in pEXP-CT/TOPO was conducted at the University of Tennessee Molecular Biology 

Resource Center.  

Following successful completion of  the cloning, the plasmids will be transformed into E. 

coli BL21 Star DE3 cells and expression induced by the addition of IPTG to the growing 

cultures. The cells will then be lysed and the Sox enzymes isolated using the the HisLink Spin 

Protein Purification System (Promega). The Sox enzymes will then be examined by Native and 

SDS Page to ensure proper size and to verify purity. Metabolic assays of the SoxB, SoxXA, and 

SoxYZ enzyme complexes will be performed as previously described (e.g. Ogawa et al., 2008; 

Welte et al., 2009) Briefly, a standard reaction mixture consisting of 70μM horse heart 

cytochrome c, 100μM of individual reduced sulfur compounds (i.e. sulfide, thiosulfate, 

tetrathionate), and 50μM of each Sox enzyme complex (SoxB, SoxXA, and SoxYZ) will be 

monitored via spectrometry for an increase absorption at 550 nm. One unit of enzyme activity 

will be defined as the reduction of 1 μmol of cytochrome c ml/min using a molar extinction  
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Figure 4.3. Plasmid 13AADXOP_PpSoxXA_pMK-RQ design. 
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Figure 4.4. Plasmid 13AADXPP_PpSoxYZ_pMK-RQ design. 
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Figure 4.5. Design of expression plasmid pEXP5-CT/TOPO with soxX and soxA. Plasmid 

features are in blue and cloned features are in red. 
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Figure 4.6. Design of expression plasmid pEXP5-CT/TOPO with soxY and soxZ. Plasmid 

features are in blue and cloned features are in red. 
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Figure 4.7. Design of expression plasmid pEXP5-CT/TOPO with soxB. Plasmid features are in 

blue and cloned features are in red. 
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coefficient for horse heart cytochrome c of 21.2 cm
2
/μmol. Following successful establishment 

of the P. pantotrophus Sox enzyme system metabolic assays, the Sox genes obtained from 

Rattlesnake Spring Sox system will be cloned into the same expression vectors, expressed, and 

metabolic assays will be performed as described above.    

 

RESULTS 

Rattlesnake Spring metagenome analysis 

 Metagenome sequencing of the metagenome resulted in a total of 336,481 reads totaling 

373,928,887 bp. For BROK_03, 66.9% of the sequence reads (110,669 sequences) failed quality 

control, 25.2% of the reads (41,629 reads) could be identified as predicted proteins with known 

functions, and 7.8% of the reads (12,935 reads) were comprised of unknown proteins. Only 192 

(0.1%) of the reads contained ribosomal RNA genes. A total of 61,509 proteins were predicted 

from the 54,756 reads that passed quality control. Of the 83,929 annotations, 78.7% of 

annotations (66,046) belonged to Proteobacteria (45.4% of these belonged to 

Gammaproteobacteria, 17.2% to Betaproteobacteria, 8.1% to Alphaproteobacteria, 5.3% to 

Deltaproteobacteria, and 2% to Epsilonproteobacteria) (Figure 4.8). For BROK_04, 71.4% of 

the sequence reads (122,173 sequences) failed quality control, 21.4% (36,647) could be 

identified as predicted proteins with known functions, and 7.1% of the reads (12,062) were 

comprised of unknown proteins. Only 174 (0.1%) of the reads contained ribosomal RNA genes. 

A total of 53,935 predicted protein coding regions were identified from the 48,883 sequences 

that passed quality control. Of the 73,226 annotations according to MG-RAST, 79.2% of the 

annotations (57,981) belonged to Proteobacteria (45.6% of these belonged to  

 



135 
 

 
Figure 4.8. BROK_03 taxonomic hit distribution based on predicted putative proteins and 16S 

rRNA genes for (a) major domains, (b) major bacterial taxonomic groups, and (c) major 

proteobacterial classes. 
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Gammaproteobacteria, 17.9% to Betaproteobacteria, 7.7% to Alphaproteobacteria, 4.7% to 

Deltaproteobacteria, and 1.7% to Epsilonproteobacteria) (Figure 4.9).   

 The complete RAST annotation of the contigs is available at RAST under job# 55298, 

ID# 6666666.19125 - Thiothrix nivea. The closest relative of the Rattlesnake Spring 

metagenome was Thioalkalivibrio sp. HL-EbGR7. Identified subsystems are presented in Table 

4.1. A total of 3,612 reads contained portions of genes identified in sulfur metabolisms (Table 

4.2) and these reads contained 655 Sox genes (Table 4.2). Contig 0009 of the annotated and 

assembled metagenome contained a complete set of Sox genes (Table 4.3). 

 

Sox gene analysis 

 Analysis of metagenome reads revealed that 123 reads contained portions of putative 

soxA genes, 133 reads contained portions of putative soxB genes, 89 reads contained portions of 

soxX genes, 123 reads contained portions of putative soxY genes, and 95 reads contained 

portions of putative soxZ genes (Table 4.2). None of the individual reads contained complete Sox 

genes, though nearly 30 reads contained portions of more than one Sox gene (i.e. a portion of 

soxY and soxZ, etc.). BLAST results suggested that 19 of the putative Sox reads were likely not 

Sox genes. The 336,481 reads from both the BROK_03 and BROK_04 metagenomes were 

uploaded into CAMERA for assembly to test the robustness of the Newbler, which assembled 

the reads into 1,196 contigs. Four contigs contained putative Sox genes. In contrast, CAMERA 

generated 13,181 contigs, of which 13 contained putative Sox genes. Newbler contig 1 (142,897 

bp) contained a complete set of Sox genes and CAMERA Contig 532 (77,179bp) contained a 

nearly identical set of compete Sox genes. The two contigs overlapped, beginning at bp 256 in 

the Newbler contig (i.e. this coincides with the 1st bp in the Contig 523), and were identical  
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Figure 4.9. BROK_04 taxonomic hit distribution based on predicted putative proteins and 16S 

rRNA genes for (a) major domains, (b) major bacterial taxonomic groups, and (c) major 

proteobacterial classes. 
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Table 4.1. Identified Subsystems from the Rattlesnake Spring Metagenome. 

 

 
 

 

 

 

 

 

 

 

 

 

 

 

Subsystems

BROK_03           

(# of Reads)

BROK_04        

(# of Reads)

Amino Acids and Derivatives 9675 9339

Carbohydrates 9925 10626

Cell Division and Cell Cycle 1861 1978

Cell Wall and Capsule 6452 6527

Clustering-based subsystems 22120 22230

Cofactors, Vitamins, Prosthetic Groups, Pigments 8814 9016

DNA Metabolism 7252 7985

Dormancy and Sporulation 363 393

Fatty Acids, Lipids, and Isoprenoids 2290 2380

Iron acquisition and metabolism 1449 1349

Membrane Transport 5189 5449

Metabolism of Aromatic Compounds 384 378

Miscellaneous 11823 11573

Motility and Chemotaxis 713 738

Nitrogen Metabolism 1582 1383

Nucleosides and Nucleotides 3426 3319

Phages, Prophages, Transposable elements, Plasmids 2525 2542

Phosphorus Metabolism 2181 2124

Photosynthesis 223 277

Potassium metabolism 458 413

Protein Metabolism 11765 11787

Regulation and Cell signaling 2418 2558

Respiration 4950 5028

RNA Metabolism 7116 7557

Secondary Metabolism 480 495

Stress Response 3238 3386

Sulfur Metabolism 1816 1796

Virulence, Disease and Defense 3537 3422
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Table 4.2. Putative Sulfur Metabolisms from the Rattlesnake Spring Metagenome (combined 

BROK_03 and BROK_04). 

 

 
 

 

 

Function Putative Gene Abundance

Alanine_biosynthesis Ferredoxin, 2Fe-2S 93

Anaerobic_respiratory_reductases Adenylylsulfate reductase alpha-subunit 127

Anaerobic_respiratory_reductases Ferredoxin reductase 5

Anaerobic_respiratory_reductases Sulfite reductase beta subunit 207

Anaerobic_respiratory_reductases Sulfite reductase, dissimilatory-type gamma subunit 149

Cysteine_Biosynthesis Adenylylsulfate kinase 149

Cysteine_Biosynthesis Phosphoadenylyl-sulfate reductase [thioredoxin] 6

Cysteine_Biosynthesis Sulfate adenylyltransferase subunit 2 38

Cysteine_Biosynthesis Sulfate and thiosulfate import ATP-binding protein CysA 3

Cysteine_Biosynthesis Sulfate transporter, CysZ-type 7

Inorganic_Sulfur_Assimilation bisphosphate nucleotidase 92

Inorganic_Sulfur_Assimilation 4Fe-4S ferredoxin, iron-sulfur binding 84

Inorganic_Sulfur_Assimilation Adenylylsulfate kinase 149

Inorganic_Sulfur_Assimilation Adenylyl-sulfate reductase [thioredoxin] 133

Inorganic_Sulfur_Assimilation Ferredoxin 307

Inorganic_Sulfur_Assimilation Ferredoxin--NADP(+) reductase 74

Inorganic_Sulfur_Assimilation Ferredoxin--sulfite reductase 6

Inorganic_Sulfur_Assimilation Phosphoadenylyl-sulfate reductase [thioredoxin] 6

Inorganic_Sulfur_Assimilation Putative sulfate permease 1

Inorganic_Sulfur_Assimilation Sulfate adenylyltransferase subunit 1 38

Inorganic_Sulfur_Assimilation Sulfate adenylyltransferase, dissimilatory-type 258

Inorganic_Sulfur_Assimilation Sulfate and thiosulfate import ATP-binding protein CysA 3

Inorganic_Sulfur_Assimilation Sulfate transporter, CysZ-type 7

Inositol_catabolism uncharacterized domain 1

Iron-sulfur_cluster_assembly Ferredoxin, 2Fe-2S 93

L-Cystine_Uptake_and_Metabolism Cystathionine beta-lyase 2

Methionine_Biosynthesis Cystathionine beta-lyase 2

pyrimidine_conversions Thioredoxin reductase 171

Sulfate_reduction-associated_complexes Protein similar to glutamate synthase [NADPH] small chain, clustered with sulfite reductase 210

Sulfate_reduction-associated_complexes Sulfite reductase alpha subunit 207

Sulfate_reduction-associated_complexes Sulfite reductase, dissimilatory-type gamma subunit 149

Sulfate_reduction-associated_complexes Sulfite reduction-associated complex DsrMKJOP iron-sulfur protein DsrO (=HmeA) 123

Sulfate_reduction-associated_complexes Sulfite reduction-associated complex DsrMKJOP protein DsrK (=HmeD) 200

Sulfate_reduction-associated_complexes Sulfite reduction-associated complex DsrMKJOP protein DsrM (= HmeC) 96

Sulfate_reduction-associated_complexes Sulfite reduction-associated complex DsrMKJOP protein DsrP (= HmeB) 124

Sulfate_reduction-associated_complexes tRNA 2-thiouridine synthesizing protein E 231

Sulfur_oxidation cytochrome c subunit of flavocytochrome c sulfide dehydrogenase 4

Sulfur_oxidation Cytochrome c-type biogenesis protein CcdA (DsbD analog) 2

Sulfur_oxidation Lipocalin-related protein and Bos/Can/Equ allergen 105

Sulfur_oxidation Sulfide dehydrogenase [flavocytochrome C] flavoprotein chain precursor 178

Sulfur_oxidation Sulfite oxidase 33

Sulfur_oxidation sulfur oxidation protein SoxA 123

Sulfur_oxidation Sulfur oxidation protein SoxB 133

Sulfur_oxidation Sulfur oxidation molybdopterin C protein 8

Sulfur_oxidation Sulfite dehydrogenase cytochrome subunit SoxD 3

Sulfur_oxidation Sulfur oxidation protein SoxX 89

Sulfur_oxidation Sulfur oxidation protein SoxY 123

Sulfur_oxidation Sulfur oxidation protein SoxZ 95

Sulfur_oxidation Regulatory protein SoxS 1

Sulfur_oxidation SoxH protein, homolog 2

Sulfur_oxidation thioredoxin SoxW 78

Thioredoxin-disulfide_reductase Alkyl hydroperoxide reductase subunit C-like protein 118

Thioredoxin-disulfide_reductase Hydrogen peroxide-inducible genes activator 108

Thioredoxin-disulfide_reductase Thiol peroxidase, Bcp-type 102

Thioredoxin-disulfide_reductase Thiol peroxidase, Tpx-type 111

Thioredoxin-disulfide_reductase Thioredoxin reductase 171
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Table 4.3. Annotation of Contig 00009 from the Rattlesnake Metagenome. 

Contig Start Stop Frame Strand 
Length 

(bp) Function Subsystem 

contig00009 282 443 3 + 162 hypothetical protein - none - 

contig00009 559 1026 1 + 468 

Non-specific DNA-binding protein 
Dps / Iron-binding ferritin-like 
antioxidant protein / Ferroxidase 
(EC 1.16.3.1) 

Oxidative stress; Oxidative stress; 
Oxidative stress 

contig00009 1842 1111 -3 - 732 putative membrane protein - none - 

contig00009 2228 1842 -2 - 387 
Phosphoribosyl-AMP 
cyclohydrolase (EC 3.5.4.19) 

Histidine Biosynthesis; Zinc 
regulated enzymes 

contig00009 2323 2991 1 + 669 H0211F06-OSIGBa0153M17.2 - none - 

contig00009 3416 3051 -2 - 366 
COG3536: Uncharacterized protein 
conserved in bacteria 

- none - 

contig00009 4796 3429 -2 - 1368 
ATP-dependent hsl protease ATP-
binding subunit HslU 

Proteasome bacterial; Proteolysis 
in bacteria, ATP-dependent 

contig00009 5330 4797 -2 - 534 
ATP-dependent protease HslV (EC 
3.4.25.-) 

Proteasome bacterial; Proteolysis 
in bacteria, ATP-dependent 

contig00009 5568 5690 3 + 123 hypothetical protein - none - 

contig00009 5766 8501 3 + 2736 
Glutamate-ammonia-ligase 
adenylyltransferase (EC 2.7.7.42) 

Ammonia assimilation 

contig00009 8849 11542 2 + 2694 hypothetical protein - none - 

contig00009 11612 12109 2 + 498 
DNA-directed RNA polymerase, 
beta subunit/140 kD subunit 

- none - 

contig00009 12796 12110 -1 - 687 
Hypothetical protein YggS, proline 
synthase co-transcribed bacterial 
homolog PROSC 

A Hypothetical Protein Related to 
Proline Metabolism; CBSS-
630.2.peg.3360 

contig00009 12858 13892 3 + 1035 Twitching motility protein PilT Type IV pilus 

contig00009 13907 15064 2 + 1158 Twitching motility protein PilT Type IV pilus 

contig00009 15061 16191 1 + 1131 Twitching motility protein PilT Type IV pilus 

contig00009 16964 16188 -2 - 777 Dethiobiotin synthetase (EC 6.3.3.3) 
Biotin biosynthesis; Biotin 
biosynthesis Experimental; Biotin 
synthesis cluster 

contig00009 17132 17650 2 + 519 hypothetical protein - none - 

contig00009 19146 17653 -3 - 1494 
NADH-ubiquinone oxidoreductase 
chain M (EC 1.6.5.3) 

Respiratory Complex I 

contig00009 20681 19146 -2 - 1536 
NADH-ubiquinone oxidoreductase 
chain M (EC 1.6.5.3) 

Respiratory Complex I 

contig00009 22246 20687 -1 - 1560 
NADH-ubiquinone oxidoreductase 
chain L (EC 1.6.5.3) 

Respiratory Complex I 

contig00009 25493 22239 -2 - 3255 

Hypothetical transmembrane 
protein coupled to NADH-
ubiquinone oxidoreductase chain 5 
homolog 

CO2 uptake, carboxysome; 
Respiratory Complex I 

contig00009 26975 25497 -2 - 1479 
NADH-ubiquinone oxidoreductase 
chain M (EC 1.6.5.3) 

Respiratory Complex I 

contig00009 27103 27507 1 + 405 hypothetical protein - none - 

contig00009 28955 27504 -2 - 1452 
Type I secretion outer membrane 
protein, TolC precursor 

Multidrug Resistance Efflux 
Pumps; Ton and Tol transport 
systems 

contig00009 29352 29038 -3 - 315 rhodanese-like protein - none - 
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Table 4.3, cont. 

Contig Start Stop Frame Strand 
Length 

(bp) Function Subsystem 

contig00009 30014 29355 -2 - 660 
Protein-L-isoaspartate O-
methyltransferase (EC 2.1.1.77) 

Protein-L-isoaspartate O-
methyltransferase; Stationary 
phase repair cluster; Ton and Tol 
transport systems 

contig00009 30114 30413 3 + 300 
Chromosome undetermined 
scaffold_135, whole genome 
shotgun sequence 

- none - 

contig00009 30482 33634 2 + 3153 
putative type IIS 
restriction/modification enzyme 

- none - 

contig00009 33649 34662 1 + 1014 CiaB PROTEIN - none - 

contig00009 34664 35107 2 + 444 hypothetical protein - none - 

contig00009 36939 35194 -3 - 1746 Sulfur oxidation protein SoxB Sulfur oxidation 

contig00009 37086 37625 3 + 540 Sigma-24 (FecI) - none - 

contig00009 37622 38317 2 + 696 hypothetical protein - none - 

contig00009 38767 38330 -1 - 438 hypothetical protein - none - 

contig00009 39021 38767 -3 - 255 hypothetical protein - none - 

contig00009 39796 39098 -1 - 699 hypothetical protein - none - 

contig00009 40386 39877 -3 - 510 hypothetical protein - none - 

contig00009 40865 40557 -2 - 309 Sulfur oxidation protein SoxZ Sulfur oxidation 

contig00009 41336 40884 -2 - 453 Sulfur oxidation protein SoxY Sulfur oxidation 

contig00009 42349 41492 -1 - 858 sulfur oxidation protein SoxA Sulfur oxidation 

contig00009 42670 42362 -1 - 309 Sulfur oxidation protein SoxZ Sulfur oxidation 

contig00009 43140 42688 -3 - 453 Sulfur oxidation protein SoxY Sulfur oxidation 

contig00009 43586 43176 -2 - 411 Sulfur oxidation protein SoxX Sulfur oxidation 

contig00009 45213 43792 -3 - 1422 Peptidase M48, Ste24p - none - 

contig00009 45344 46942 2 + 1599 
Glutamate--cysteine ligase (EC 
6.3.2.2) 

Glutathione: Biosynthesis and 
gamma-glutamyl cycle 

contig00009 47183 47710 2 + 528 RNA-binding protein - none - 

contig00009 48039 47749 -3 - 291 UPF0235 protein VC0458 CBSS-630.2.peg.3360 

contig00009 48592 48044 -1 - 549 

Integral membrane protein YggT, 
involved in response to 
extracytoplasmic stress (osmotic 
shock) 

CBSS-630.2.peg.3360 

contig00009 49468 48626 -1 - 843 
Pyrroline-5-carboxylate reductase 
(EC 1.5.1.2) 

A Hypothetical Protein Related to 
Proline Metabolism; CBSS-
630.2.peg.3360; Proline Synthesis 

contig00009 49543 49872 1 + 330 hypothetical protein - none - 

contig00009 51222 49867 -3 - 1356 Putative protease - none - 

contig00009 51370 53643 1 + 2274 
NADP-dependent malic enzyme (EC 
1.1.1.40) 

Pyruvate metabolism I: anaplerotic 
reactions, PEP 

contig00009 53683 53946 1 + 264 hypothetical protein - none - 

contig00009 54040 55656 1 + 1617 Inner membrane protein YqiK - none - 

contig00009 56805 55666 -3 - 1140 hypothetical protein - none - 
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Table 4.3, cont. 

Contig Start Stop Frame Strand 
Length 

(bp) Function Subsystem 

contig00009 57191 57898 2 + 708 hypothetical protein - none - 

contig00009 60132 57955 -3 - 2178 Malate synthase G (EC 2.3.3.9) 
Glyoxylate bypass; Glyoxylate 
bypass cluster; Photorespiration 
(oxidative C2 cycle) 

contig00009 60380 61909 2 + 1530 Sensor histidine kinase - none - 

contig00009 62106 61912 -3 - 195 hypothetical protein - none - 

contig00009 62265 62639 3 + 375 hypothetical protein - none - 

contig00009 63015 62803 -3 - 213 hypothetical protein - none - 

contig00009 63089 63460 2 + 372 TonB family protein - none - 

contig00009 63536 64198 2 + 663 hypothetical protein - none - 

contig00009 64188 64655 3 + 468 
conserved protein of unknown 
function; putative YcgN protein 

- none - 

contig00009 64631 65029 2 + 399 
Ribosome-associated heat shock 
protein implicated in the recycling 
of the 50S subunit (S4 paralog) 

CBSS-584.1.peg.3382; Cell division-
ribosomal stress proteins cluster; 
DNA replication cluster 1; Heat 
shock dnaK gene cluster extended 

contig00009 65583 65176 -3 - 408 
probable periplasmic protein 
NMA1084 

- none - 

contig00009 66490 66960 1 + 471 hypothetical protein - none - 

contig00009 67594 68136 1 + 543 
bacteriocin resistance protein, 
putative 

- none - 

contig00009 68867 69529 2 + 663 hypothetical protein - none - 

contig00009 69729 69953 3 + 225 hypothetical protein - none - 

contig00009 70001 71020 2 + 1020 hypothetical protein - none - 

contig00009 71251 71736 1 + 486 hypothetical protein - none - 

contig00009 71786 73675 2 + 1890 AsmA - none - 

contig00009 74840 73659 -2 - 1182 Cysteine desulfurase (EC 2.8.1.7) 

Alanine biosynthesis; CBSS-
84588.1.peg.1247; mnm5U34 
biosynthesis bacteria; tRNA 
modification Bacteria 

contig00009 75771 74800 -3 - 972 hypothetical protein - none - 

contig00009 76994 75768 -2 - 1227 hypothetical protein - none - 

contig00009 77425 77279 -1 - 147 hypothetical protein - none - 

contig00009 56918 56990 2 + 73 tRNA-Phe-GAA tRNAs 
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except for a missing Thymine residue at bp 8660 in Newbler contig 1. After inserting a single bp 

gap in the sequence, the two contigs were 100% identical about their respective lengths (at bp 

77,516 the Camera contig ends).  

The Sox genes resided on the minus strand and were oriented as follows (Figure 4.1):  

 soxA (33,848-34,258),  

 a 35 bp intergene region,  

 soxY (34,394-34,746),  

 a 17bp intergene region,  

 soxZ (34,764-35,072),  

 a 12bp intergene region,  

 soxA (35,085-35,942),  

 a 155bp intergene region, 

 soxY2 (36,098-36,550),  

 a 18bp intergene region,  

 soxZ2 (36,659-36,877),  

 a 3,614bp intergene region, and  

 soxB (40,492-42,240) 

Annotated contigs indicated that immediately upstream of soxX there is a Peptidase M48, 

Ste24p, and the intergene region between soxZ2. soxB consisted of five hypothetical proteins and 

a Sigma-24 subunit of RNA polymerase (Table 4.3).   

 The closest BLAST relative of the soxX gene was a fosmid sox2 genomic sequence (66% 

identity) from an uncultured organism ( NCBI accession # GU191803). The closest BLAST 

relative of the soxY and soxY2 genes was the soxY gene of Halothiobacillus neapolitanus c2 
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(70% and 71% identity, respectively), and the closest BLAST relative of the soxZ gene was the 

soxZ2 gene of Thiocystis violascens DSM 198 (70% and 69% identity, respectively). There was 

no reasonably close relative to the soxA gene in BLAST, as the coverage of gene matches are 

generally <10% overall. The closest relative of the soxB gene was a partial soxB gene of 

Thiothrix sp. 12730 (99% identity, 42% coverage). The soxY and soxY2 genes were the same 

length, as were the soxZ and soxZ2 genes. The soxY gene was 95% similar to the soxY2 gene at 

the DNA level, but the translated amino acid sequence was 100% identical. The soxZ gene was 

94% similar at the DNA level and the translated amino acid sequence was 98% similar; there 

was a two amino acid difference, with a Glycine and Aspartic Acid in soxZ being reversed in 

soxZ2 at amino acid position 12 and 13 so that soxZ2 was an Aspartic Acid with a Glycine 

residue. Overall, the Rattlesnake Spring Sox genes had low sequence similarity to P. 

pantotrophus, but higher sequence similarity to T. nivea (Table 4.4).   

 

Sox gene synthesis and expression 

 To date, the Sox genes of P. pantorophus have been successfully cloned into the 

expression vector and sequencing has confirmed correct orientation and reading frame of the Sox 

genes in the vectors. Expression of the enzymes in E coli and isolation of the enzymes using the 

encoded His-tag is currently in progress. 

 

DISCUSSION 

 The Rattlesnake Spring metagenome was used to obtain full-length Sox genes that could 

be used to test substrate preference and availability in gene expression experiments from a 

natural system. Thiothrix Sox genes have not been investigated beyond studies examining the 
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microbial ecology of sulfur-oxidizing bacteria (e.g. Meyer et al., 2007). Functional analysis of 

the enzymes encoded by the Sox genes has been limited to laboratory grown strains, primarily 

Paracoccus spp. and Chlorobium spp. (e.g. Quentmeier et al., 2007; Ogawa et al., 2008). Thus, 

the identification of full-length Sox genes from Rattlesnake Spring and their cloning into 

expression plasmids mark an important step in the functional analysis of environmental sulfur 

oxidation genes. The Rattlesnake Spring metagenome was expected to consist mostly of 

Thiothrix-related genes because the sample from which it originated was comprised of 99% 16S 

rRNA gene sequences related to Thiothrix spp. (Chapters 2 and 3).  However, because there are 

very few Thiothrix spp. genes in public DNA or protein databases with which to compare the 

genes obtained in the Rattlesnake Spring metagenome, this made it difficult to assess whether the 

contigs from the Rattlesnake Spring metagenomes were from Thiothrix spp.   

Consequently, the exact taxonomic affiliation of the Rattlesnake Spring Sox genes is 

tenuous. The metagenome genes from contig 00009 are arranged similarly to T. nivea, with two 

sets of soxY and soxZ genes in close proximity to each other, a peptidase M48 Ste24p 

immediately upstream of the soxX gene, a series of hypothetical proteins between the second set 

of soxY and soxZ genes, and an RNA polymerase Sigma 24 subunit immediately upstream of the 

soxB protein (Figure 4.1 and Table 4.3). However, in T. nivea, a polysaccharide biosynthesis 

protein separates the second set of soxY and soxZ genes from the soxX, soxY, soxZ, and soxA 

genes that are missing in the Rattlesnake Spring metagenome. Moreover, the sequence 

similarities according to BLAST between the metagenome Sox genes and T. nivea are relatively 

low (Table 4.4), though it is important to note that the closest relatives of the T. nivea soxB gene 

in BLAST are the soxB genes of various Betaproteobacteria, not Gammaproteobacteria soxB 

genes. The closest uncultured relative of the metagenome soxB gene is the partial soxB genes  
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Table 4.4. Percent Similarities of Sox Genes. bp = base pairs; AA = amino acids. 

 

 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Length (bp) Length (AA)

% similarity (DNA) 

to Rattlesnake 

putative Thiothrix

% similarity (AA) to 

Rattlesnake 

putative Thiothrix

% similarity (DNA) 

to Thiothix nivea

% similarity (AA) to 

Thiothrix nivea

P. pantorophus  sox A 873 291 37% 30% 47% 29%

Putative Rattlensnake Thiothrix sox A 858 286 - - 68% 70%

P. pantorophus  sox B 1695 565 55% 48% 60% 48%

Putative Rattlensnake Thiothrix sox B 1821 607 - - 80% 89%

P. pantorophus  sox X 474 158 37% 22% 57% 22%

Putative Rattlesnake Thiothrix sox X 411 137 - - 66% 70%

P. pantorophus  sox Y 423 141 50% 37% 56% 39%

Putative Rattlesnake Thiothrix sox Y 453 151 - - 77% 79%

Putative Rattlesnake Thiothrix sox Y2 453 151 - - 77% 79%

P. pantorophus  sox Z 330 110 48% 29% 49% 31%

Putative Rattlesnake Thiothrix sox Z 309 103 - - 76% 86%

Putative Rattlesnake Thiothrix sox Z2 309 103 - - 64% 66%
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from Rattlesnake Spring examined in Chapter 3 from the same sample and from which the 

metagenome originated. This suggests that the metagenome soxB gene and associated genes on 

the contig 00009 are likely the same bacteria. Without culturing the bacteria from Rattlesnake 

Spring to establish taxonomy explicitly to genome analyses, it cannot be known for certain that 

the Sox genes on contig 00009 are from Thiothrix spp., particularly given the poor abundance of 

similar Sox genes in gene databases.  

However, most of the other contigs from the metagenome appear to have originated from 

bacteria that are even more distantly related to Thiothrix than those of contig 00009. The 

sequence similarities of these genes to their closest relatives was generally less than 80%, 

suggesting they may have originated from bacteria from other genera (and possibly classes and 

phyla). It is unclear what the taxonomic cutoffs for genes other than 16S rRNA genes should be, 

but previous work suggests that sequence similarities >80% for the soxB are necessary to be 

considered within the same genus (Chapter 3). Therefore, contig 00316 from the Rattlesnake 

Spring metagenome also contained a soxX gene that was only 28% similar (over their shared 

lengths of 315 bp) to the soxX gene of the putative Thiothrix soxX gene on contig 00009. This 

implies that these two contigs are likely from different taxonomic groups. Similarly, according to 

MG-RAST recruitment plots (Figures 4.10 and 4.11), the closest overall relative of both 

metagenome files was Thioalkalivibrio sp. HL-EbGR7, likely due to the fact that other Thiothrix 

metagenomes are unavailable in MG-RAST. The recruitment plots show large gaps in the 

chromosome map and sequence similarity of the individual genes to Thioalkalivibrio sp. HL-

EbGR7 was generally between 60 and 70%, suggesting that the bacterium from which these 

Rattlesnake Spring genes originated are also only distantly related to Thioalkalivibrio sp. HL-

EbGR7.  
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Figure 4.10. Recruitment plot of BROK_03 generated in MG RAST (Thioalkalivibrio sp. 

HL_EbGR7). 
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Figure 4.11. Recruitment plot of BROK_04 generated in MG RAST (Thioalkalivibrio sp. 

HL_EbGR7). 
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As noted previously, prior attempts to amplify full-length Sox genes from Rattlesnake 

Spring based on the nucleotide sequences of Sox genes deposited in online databases failed. This 

was due to the low similarity of the nucleotide sequences of the Rattlesnake Spring Sox genes  to 

the genes deposited in online databases (Table 4.4). However, primers designed to amplify full-

length Sox genes from Rattlesnake Spring using the metagenome data proved successful on the 

first attempt, providing evidence of the value of metagenomics for this purpose. Metagenomic 

sequencing of the other 24 samples taken from Rattlesnake Spring would undoubtedly produce 

Sox genes related to bacteria other than those of the genus Thiothrix that would be suitable for 

expression and metabolic assays as well. The ultimate test of this dissertation's hypothesis are 

based on metabolic assays performed with the expressed Sox genes from Rattlesnake Spring in 

the laboratory using different reduced sulfur substrates. As noted above, this work is currently 

underway with transformation of the P. pantotrophus Sox genes expression plasmids (Figures 

4.5-4.7) into E. coli. It is expected that metabolic assays of the expressed Sox genes of P. 

pantotrophus will yield similar results obtained from other studies (e.g. Rother et al., 2001). On 

the other hand, the putative Thiothrix spp. Sox genes, which to our knowledge have not been 

examined in this manner, are expected to yield different results to those obtained from P. 

pantotrophus Sox genes, as well as other Branched pathway Sox genes (i.e., Chlorobium, etc.). 
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CONCLUSIONS 

 

 The goal of this dissertation was to identify how the physical distribution and genetic 

diversity of microbes within a habitat influence environmental geochemistry. Variations in 

nucleotide sequences of the same genes across areas of differing geochemical conditions should 

reveal that dominant bacteria in a particular environment are adapted to their environment 

because their genes (and thereby proteins/enzymes) are adapted to the environment. The focus of 

the work was on the 16S rRNA genes and bacterial sulfur oxidation (Sox) genes in terrestrial 

sulfidic springs. The dissertation was divided into four parts: (i) examination of the distribution 

of putative sulfur-oxidizing bacterial groups in terrestrial sulfidic springs across varying 

geographic distances, (ii) assessment of the microbial diversity and distribution of 16S rRNA 

gene pyrosequences retrieved from the sulfidic Rattlesnake Spring, Oklahoma, to evaluate how 

point sampling impacts interpretations of bacterial diversity and biogeography relative to habitat 

geochemistry, (iii) examination of the distribution of the partial soxB genes from Rattlesnake 

Spring to identify different variations of the soxB gene and correlate these gene variations to 

geochemical conditions, and (iv) analysis of a metagenome from Rattlesnake Spring as the 

source of full-length Sox genes from a putative sulfur-oxidizing bacterial group, specifically 

Thiothrix spp., to be used for expression experiments and metabolic assays to examine  the 

extent to which nucleotide sequence variations lead to changes in enzyme structure that affect the 

enzyme's capabilities (i.e. produce more or less of the product) and lead quantifiable impacts on 

the geochemistry of the environment.  

Statistical analyses from 16S rRNA gene sequence and geochemical data from microbial 

mats obtained from seven terrestrial sulfidic springs reveal that the dominance of putative sulfur-

oxidizing bacteria in these habitats is controlled by geochemical conditions within the respective 
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sampled springs, likely because of the metabolic requirements for each of the bacterial groups. 

However, the controls on the distribution of the sulfur-oxidizers, with respect to biogeographic 

patterns, remain  unclear. Although sequences related to Epsilonproteobacteria and 

Gammaproteobacteria were shared most frequently among the springs, the actual numbers of 

sequences involved tended to be low. Most of the 16S rRNA gene sequences related to putative 

sulfur-oxidizing bacterial groups from the springs was unique to the springs in which they were 

obtained. Clustering sequences at a putative genus-level cutoffs (0.04-0.06) generated numerous 

shared sequences between the springs, but clustering at a species-level cutoff would cause many 

of the shared relationships to disappear. The putative genus-level clustering clearly indicates that 

the microbial populations in the springs are unique and likely adapted to the geochemical 

conditions at their respective springs. Even within Rattlesnake Spring, the microbial populations 

tended to be specific to certain locations or regions within the spring outflow channel. Thus, 

broad analyses of microbial groups (i.e. particularly at higher taxonomic levels, such as the 

phylum- and class-level) can lead to an over-generalization of microbial processes in the 

environment and will result in much of the genetic diversity going unnoticed.  

 Although it is well accepted that 16S rRNA gene phylogeny does not equal function, 16S 

rRNA genes are still often used as a proxy for microbial processes in the environment. Analysis 

of Sox genes from Rattlesnake Spring support that inferring metabolism or process from 16S 

rRNA phylogenies is an oversimplification of the true metabolic potential from a habitat. Similar 

to the noted distribution of 16S rRNA gene sequences being correlated to geochemistry, partial-

length soxB genes from Rattlesnake Spring also significantly correlated to geochemical 

conditions and tended to be dominant in specific areas of the spring and were not widespread. 

These results suggest the distribution of Sox-containing microbes in the spring environment is 
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optimized to specific conditions. The results provide support for the niche partitioning 

hypothesis, but the significance of this finding goes beyond niche partitioning. If different 

variations of the Sox genes from Rattlesnake Spring are found to encode for functionally 

different enzymes, then assessment of many putative genetic biomarkers for metabolic processes 

in different biogeochemical cycles would need to be re-evaluated.  

It is unlikely that only the genes of the Sox system would display this form of 

optimization to the local geochemical environment. The assumption that specific metabolic 

pathways and associated enzymes carry out certain reactions in natural systems could be wrong. 

Certain variations of metabolic genes may be more important than others in natural systems, 

especially with respect to genes used in nutrient cycles. Therefore, simply prescribing an 

enzymatic reaction to a metabolic gene based on gene sequence similarity to characterized forms 

of the gene, which are often from laboratory cultured strains, may be inappropriate. The results 

from Rattlesnake Spring suggest that the microbial communities may function to remove (and 

utilize) all available reduced sulfur substrates (e.g., sulfide, thiosulfate, tetrathionate) from the 

spring waters via the optimization of existing enzymatic processes, not the creation of new 

metabolic strategies. 

 Beyond providing a framework to evaluate the Sox enzyme diversity within a site, and 

the potential effects of gene variation on the environmental geochemistry, the distribution of 16S 

rRNA genes resulting from pyrosequencing and clustering algorithms from rigorous 

computational approaches reveals that the methodology by which environmental communities 

are studied needs refinement. Specifically, comparing point samples from locations of similar 

geochemistry is misleading unless the investigator can show that the samples are equivalent in 

biological scope, which is impossible to do with single samples. By analogy, it would be 
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inappropriate to draw conclusions concerning mammalian diversity and function based upon data 

obtained from the heart tissue of a cow in Nebraska and the leg of a wolf in Wyoming, even if 

the geochemical conditions were evaluated at both sampling locations. Yet, this is common 

practice in environmental microbiology studies. Biological equivalence of microbial samples 

tends to be assumed based on similar geochemical conditions and morphological characteristics 

of microbial communities. From my work, the most likely explanation for the observed 

differences in the distribution patterns among microbial communities from the sulfidic springs 

examined in New York, Texas, Oklahoma, and Colorado, even if taxonomic groups (at varying 

sequence similarity clustering levels) were found to be shared across the sites, is sampling bias 

and failure to establish that the samples are biologically equivalent. Without knowing the 

taxonomic and functional context of local microbial communities, comparisons of 

geographically distant communities based on a one or two grams of sample is futile. Even 

samples taken within less than 1 meter from each other have varying community compositions. 

Although it may be possible to use point samples to characterize the microbial populations in an 

environment, only if multiple samples of the community are obtained, extrapolating the results, 

whether taxonomic or functional, from single point samples is inappropriate, particularly when 

considering the distribution of rare microbial groups as part of the “rare biosphere”. 

Pyrosequencing requires multiple samples to characterize environmental microbial communities 

because it is capable of detecting neighboring microbial communities much more readily than 

other sequencing methods and inference-based computational techniques. Without sampling the 

area around the original point sample to establish a reference point, it is difficult to make sense 

of most of the data generated by pyrosequencing a single point sample.  
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 There is a general correlation between certain microbial taxonomic groups and functional 

processes (i.e. cyanobacteria and photosynthesis) in the environment, but as this study highlights, 

the details of these functional processes can be easily overlooked if sequence-based results are 

analyzed at the wrong taxonomic and spatial scales. The oxidation of reduced sulfur compounds 

using the Sox pathway is a prominent metabolic strategy within Rattlesnake Spring, but a closer 

examination of the Sox genes associated with this metabolism reveals that it is likely a much 

more optimized series of reactions than previously recognized. The Sox enzymes active along 

the flowpath at Rattlesnake Spring may be optimized to utilize a much greater range of reduced 

sulfur substrates and the outcome of these reactions (i.e. the actual oxidized products) could be 

equally as diverse. The impact of fine-scale microbial optimization to the environmental 

conditions is important to consider when examining biogeochemical cycles on local or global 

scales. A closer examination of microbial metabolisms in the environment is likely warranted. 

Many metabolic reactions assumed to take place in the environment based on the gene sequence 

similarity may not actually be taking place, and some reactions are likely more important than 

others (i.e. sulfide oxidation vs. thiosulfate oxidation). Proper recognition of the enzymes 

catalyzing these reactions could lead to much more effective bioremediation and bioengineering 

strategies. 
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A 

 
B 

 
 

Figure A1.1. Rarefaction curves of near full length 16S rRNA gene sequences (A) and 16S 

rRNA gene pyrosequences (B). Sharon=Sharon Spring, NY, Richfield=Richfield Springs, NY, 

TV1=Tully Valley 1, NY, TV2=Tully Valley, NY, OK=Sulphur Springs, OK, 

Palmetto=Palmetto Springs, TX, SCHS=South Canyon Hot Springs, Colorado. 
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Table A2.1 OTUs generated from clustering of 16S rRNA gene pyrosequences from Rattlesnake Spring using a cutoff of 0.06. 

 

Cluster # 2A1 2B 2C 3A 3B 3C 4A 4B 4C 5A 5B 5C 6A 6B 6C 7A 7B 7C 8A 8B 8C 9A 9B 9C 10-1 Total Seqs Major Group(s) % Similar Genus % Similar

4507 10852 3 16916 6 6184 12 1402 2 33 110 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 35523 Cyanobacteria; UI-Eukaryota 40-100;-54-79 GpI,GpIV,GpVIII and others 4-94%

122 0 0 1 0 1 0 2 5 5 10 958 2 957 791 22 3915 5134 29 5426 9159 346 51 2321 9 0 29144 Gammaproteobacteria 91-100 Thiothrix 89-100

185 0 0 0 0 1 0 1 1 1 1 263 0 315 401 3 1250 2640 11 2507 4202 121 5 803 1 0 12527 Gammaproteobacteria 95-100 Thiothrix 87-100

3808 0 0 1 0 0 0 0 1 1 0 2 0 5 21 0 13 9 1 57 11 0 15 7 8 12005 12157 Cyanobacteria 62-100 GpI 31-100

5186 3228 1 4988 0 1879 2 512 1 1 37 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10650 Cyanobacteria; UI-Eukaryota 31-100;60-79 GpI,  GpIIb, and others 31-100; 11-24

384 0 0 0 0 0 0 1 0 0 5 0 1 3 1 4 3 3 7 8 10 3158 3053 442 9 1 6709 Epsilonproteobacteria 74-100 Sulfurovum, Wolinella 27-99; 29-69

590 0 0 0 0 0 0 1 3 1 2 151 1 193 176 1 614 1055 2 1380 1675 66 8 365 1 0 5695 Gammaproteobacteria 92-100 Thiothrix 82-100

3858 0 0 0 0 1 0 3 3 0 175 163 0 392 3817 2 18 7 1 0 0 0 0 0 0 0 4582 Gammaproteobacteria 65-100 Carnimonas,Halotalea, and others 5-56

238 0 863 0 0 21 879 380 6 25 0 18 40 254 1 1823 0 0 64 1 1 34 0 0 0 0 4410 Eukaryota; UI-Alpha; and others 33-100; 29-57 Streptophyta, Caminicella 31-99;7-36

1 1 80 0 8 448 11 57 2102 10 146 109 207 11 1 339 0 0 532 0 1 1 0 0 0 0 4064 Eukaryota 92-100 Bacillariophyta 90-100

7798 1072 2 1457 1 674 2 181 0 11 22 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3423 Cyanobacteria and others 17-96 GpI, GpIX,GpX, and others 0-65

8447 0 0 0 0 0 0 7 3 0 109 80 0 233 2754 1 9 3 0 0 1 0 0 0 0 0 3200 Gammaproteobacteria 77-100 Carnimonas,Halotalea and others 4-62

97 0 525 0 0 10 599 294 6 13 0 8 20 110 0 1251 0 1 61 0 0 21 1 0 0 0 2920 Eukaryota; and UI others 40-100 Streptophyta,  Others 30-100; 7-32

4 0 90 0 0 24 20 8 689 11 234 0 961 23 0 333 0 0 227 0 0 17 0 0 0 0 2637 Eukaryota 40-100 Chlorophyta 27-96

257 0 1264 0 1 0 77 6 3 0 6 7 1 0 0 1 0 0 5 0 0 0 0 1 0 0 1372 Gammaproteobacteria 95-100 Aeromonas 56-100

12917 428 0 480 1 273 0 104 1 2 10 0 0 0 0 0 0 1 0 1 2 0 0 0 0 1 1304 Cyanobacteria and others 37-100 Multiple 4-92

125 2 13 0 0 50 2 27 111 1 9 903 2 23 19 1 0 0 32 0 0 0 0 0 0 0 1195 Eukaryota 99-100 Bacillariophyta 95-100

3 0 35 4 112 88 52 34 54 41 13 18 158 3 0 90 0 0 302 0 0 0 2 3 5 0 1014 Eukaryota 97-100 Bacillariophyta 97-100

53479 0 0 0 803 1 1 7 0 134 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 948 Cyanobacteria 73-100 GpI 64-100

3901 0 0 0 0 0 0 0 1 0 0 15 0 15 27 0 65 156 1 214 396 6 3 42 0 0 941 Gammaproteobacteria 81-100 Thiothrix 73-100

4334 0 820 6 0 6 46 7 1 7 0 14 0 0 1 0 0 0 0 0 0 0 0 0 0 0 908 Gammaproteobacteria 91-100 Aeromonas, Shewanella 40-100

1691 0 0 0 0 0 0 0 0 0 0 0 1 7 86 0 15 42 1 18 2 12 147 1 417 152 901 Cyanobacteria 58-100 GpX, GPIX 28-88; 48-49

6998 254 2 344 0 197 1 71 0 1 15 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 886 Cyanobacteria and UI others 34-96 GpI, GpIX, GpX, GpVII 19-64;5-32

88306 0 0 0 0 0 0 0 0 834 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 834 Actinobacteria 95-100 Brachybacterium 64-100

18 0 0 0 0 0 1 0 5 0 11 17 6 71 49 15 357 15 61 97 9 16 26 20 24 1 801 Gammaproteobacteria 89-100 Thiofaba 55-92

2749 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 3 0 1 2 1 312 432 36 1 0 791 Epsilonproteobacteria 87-100 Sulfurovum  59-99

350 0 0 0 0 0 0 0 3 0 11 7 2 75 31 10 282 8 47 67 2 16 13 26 15 2 617 Gammaproteobacteria 90-100 Thiofaba 51-100

42369 184 0 317 0 88 0 19 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 608 Cyanobacteria. UI-Eukaryota 54-100 GpI, GpIX, GpX 22-87; 5-42

35 0 9 1 69 38 6 1 113 11 77 0 23 1 0 67 0 0 165 0 0 0 0 0 0 0 581 Eukaryota 92-100 Bacillariophyta 83-100

18306 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 41 1 10 4 482 0 35 576 Epsilonproteobacteria 62-100 Sulfurovum, Wolinella and others 7-72; 13-48

378 0 77 0 0 6 125 69 0 4 0 1 5 42 0 205 0 0 11 0 0 3 0 0 0 0 548 Eukaryota and others 40-100 Streptophyta 36-100

29 0 18 0 0 3 5 0 100 3 49 0 249 3 0 60 0 0 48 0 0 1 0 0 0 0 539 Eukaryota 54-100 Chlorophyta, Bacillariophyta 44-95

730 1 0 0 0 0 0 0 0 0 0 46 1 44 30 0 63 85 1 102 117 6 1 40 0 0 537 Gammaproteobacteria 80-100 Thiothrix 75-100

12039 0 0 0 0 0 0 0 1 0 0 0 0 1 3 0 0 1 0 50 3 4 2 395 0 41 501 Epsilonproteobacteria; UI-Gamma 40-95 Sulfurovum, Wolinella 13-67; 17-36

2970 0 0 0 0 0 0 0 0 0 2 2 1 4 0 0 1 0 2 6 1 218 191 50 4 0 482 Epsilonprotoebactiera 63-100 Sulfurovum, Wolinella 34-98

603 32 33 6 14 77 44 70 32 0 13 62 67 4 0 1 1 0 7 0 0 0 0 0 0 0 463 Cyanobacteria; and UI others 33-100 GpI, others 30-100

423 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 230 183 34 0 0 450 Epsilonproteobacteria 84-100 Sulfurovum, Wolinella, Sulfurimonas 28-98; 24-49

214 0 134 0 0 0 85 37 0 2 0 2 1 21 0 145 0 0 10 0 0 6 0 0 0 0 443 Eukaryota and UI others 28-95 Streptophyta 25-95

8642 0 0 0 0 0 0 0 0 0 0 319 0 7 21 0 9 6 0 2 14 0 0 0 0 0 378 Bacteroidetes 62-100 Perexilibacter, Solitalea and others 6-31; 8-35

42356 113 0 167 0 79 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 370 Cyanobacteria 46-100 GpIX, Gp1, GpX, GpVIII 9-57;25-78

2748 0 0 0 0 0 0 0 1 0 1 22 0 24 32 1 154 28 1 67 11 3 3 20 0 0 368 Gammaproteobacteria 80-100 Thiothrix 51-100

142 0 0 0 0 0 0 1 0 0 1 0 0 2 11 1 1 0 16 0 0 77 8 81 140 1 340 Alphaproteobacteria; Eukaryota 98-100; 100 Rhodovulum, Oceanicola 23-84; 34-100

39 0 14 0 0 37 18 3 76 0 6 22 25 4 1 49 1 0 74 0 0 4 0 2 3 0 339 Eukaryota 84-100 Bacillariophyta 83-100

166 0 11 0 0 27 5 3 161 1 9 0 21 1 0 48 0 0 49 0 0 0 0 0 0 0 336 Eukaryota 93-100 Bacillariophyta 93-100

389 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 6 1 0 140 150 30 2 0 331 Epsilonprotoebactiera 73-100 Sulfurovum, Wolinella 19-90. 22-48

124 0 1 0 86 7 0 2 14 10 12 5 29 1 1 53 0 0 104 3 0 0 1 0 2 0 331 Eukaryota 93-100 Bacillariophyta 87-100

32 0 3 0 0 22 5 5 188 0 17 5 12 2 0 26 0 0 34 0 0 0 0 0 0 0 319 Eukaryota 81-100 Bacillariophyta 84-100

53509 0 0 0 259 0 1 0 0 23 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 283 Cyanobacteria 56-100 GpI 47-100

42358 47 0 49 0 65 2 114 0 2 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 283 Cyanobacteria and others 41-100 GpIX, GpI, and others 9-46; 17-75

3435 0 0 0 0 0 0 0 0 0 1 15 0 15 9 0 49 33 1 49 59 14 2 33 0 0 280 Gammaproteobacteria 94-100 Thiothrix 91-100

276 0 0 0 31 4 6 23 31 75 28 1 30 0 0 15 0 0 33 0 0 0 1 0 0 0 278 Alphaproteobacteria 99-100 Silicibacter, Roseovarius 25-70; 21-58

2794 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 110 141 14 0 0 266 Epsilonproteoabacteria 73-100 Sulfurovum, Wolinella 20-97

1214 30 21 5 20 47 65 10 18 0 14 3 16 0 0 5 0 0 2 0 0 0 0 0 0 0 256 Alphaproteobacteria; Gamma 55-100;  28-91 Roseisalinus, and others 5-25

8552 0 0 0 0 0 0 0 0 0 2 31 0 25 15 1 29 31 0 33 40 11 2 32 1 1 254 Gammaproteobacteria 89-100 Thiothrix 86-100

363 0 5 0 0 3 1 0 74 1 32 0 79 4 0 24 0 0 25 0 0 2 0 0 0 0 250 Eukaryota; UI-Alpha; UI-Gamma 34-98 Chlorophyta 33-93

9358 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 2 242 248 Cyanobacteria 73-100 GpI, GpIX 32-96; 17-56

373 0 2 1 30 3 3 18 94 3 34 0 28 0 0 16 0 0 12 0 0 0 0 1 0 0 245 Alphaproteobacteria 56-100 Rubribacterium, Albidovulum 9-56; 7-88

9723 0 0 0 0 0 0 0 0 0 0 2 0 3 9 0 14 53 0 57 90 1 0 7 0 0 236 Gammaproteobacteria 95-100 Thiothrix 92-100

23414 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 72 151 7 2 0 233 Epsilonproteobacteria 76-100 Sulfurovum, Wolinella 32-97

597 0 7 1 0 18 1 4 123 1 9 11 14 1 0 13 0 0 25 0 0 0 0 0 0 0 228 Eukaryota 75-100 Bacillariophyta 75-100

2751 1 0 0 0 1 0 0 0 0 3 17 0 23 17 1 27 43 4 59 10 5 2 14 1 0 228 Gammaproteobacteria 72-100 Thiothrix 45-100

9196 1 0 0 157 0 9 23 0 0 1 0 3 5 0 10 0 0 0 0 0 1 1 1 4 0 216 Cyanobacteria 85-100 GpXIII, GpIX 56-93

9803 0 0 0 0 0 0 0 0 0 2 10 0 11 11 0 27 30 0 43 47 4 1 20 1 0 207 Gammaproteobacteria 96-100 Thiothrix 95-100

10196 0 0 0 0 1 0 0 1 0 0 4 0 2 15 0 8 0 0 35 3 0 23 3 8 101 204 Cyanobacteria 85-100 GpXIII, GpIX 34-86; 32-80

6153 0 1 0 0 0 0 1 0 194 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 196 Actinonacteria 92-100 Propionibacterium 70-100

2168 1 6 0 0 24 1 7 19 0 1 115 0 8 6 2 0 0 6 0 0 0 0 0 0 0 196 Eukaryota 99-100 Bacillariophyta 99-100

1952 0 0 0 0 0 0 0 0 0 1 5 1 21 5 0 93 11 2 41 1 4 0 7 1 0 193 Gammaproteobacteria 88-100 Thiofaba, Cardiobacterium 38-92; 53

8709 0 0 0 0 0 0 0 0 0 0 7 0 4 4 0 15 18 0 27 46 24 0 47 0 0 192 Gammaproteobacteria 95-100 Thiothrix 92-100

27 0 14 0 23 16 18 5 15 2 0 3 10 1 0 14 0 0 69 0 0 0 0 0 0 0 190 Eukaryota 97-100 Bacillariophyta 95-100

88323 0 0 0 0 0 0 0 0 188 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 188 Actinobacteria 88-100 Brevibacterium, Bogoriella 43-100; 11

11511 0 0 0 0 0 0 0 0 0 0 164 0 1 7 0 7 1 0 0 5 0 1 1 0 0 187 Bacteroidetes 62-100 Solitalea, Perexilibacter, and others 11-37; 9-55

1344 0 0 0 0 1 0 3 113 0 27 3 0 9 1 18 2 0 9 0 0 0 1 0 0 0 187 Betaproteobacteria 97-100 Thiobacillus, Aquaspirillum 37-99

563 0 47 0 0 0 48 12 0 2 0 1 3 11 0 52 0 0 10 0 0 0 0 0 0 0 186 Eukaryota; UI-Firmicutes 37-100 Streptophyta 33-100

42753 121 0 16 24 0 22 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 185 Cyanobacteria 74-100 GpIX, GpX 25-70; 33-82

4767 47 1 59 0 60 0 15 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 185 Cyanobacteria 35-100 GpX,GpI, GpIX, and others 11-46; 23-81

197 0 5 0 0 20 0 2 91 0 9 0 5 0 0 29 0 0 18 0 0 0 0 0 0 0 179 Eukaryota 78-100 Bacillariophyta 39-100

47508 6 0 11 0 147 1 10 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 177 Cyanobacteria; Eukaryota; Alpha 42-100; 62-100 GpI, Bacillariophyta, GpIX 23-66; 20-73

8514 0 0 0 0 0 0 0 0 0 1 11 0 21 27 0 29 17 0 30 28 0 0 12 0 0 176 Gammaproteobacteria 95-100 Thiothrix 92-100

824 0 7 0 1 5 2 4 8 0 59 21 3 24 4 4 3 0 11 0 0 7 2 9 1 0 175 Betaproteobacteria 99-100 Malikia, Hydrogenophaga 40-100; 44-100

8851 0 0 0 0 0 0 0 0 0 2 8 0 30 126 0 4 2 0 0 1 0 0 0 0 0 173 Gammaproteobacteria 80-100 Serpens, Carnimonas, and others 9-56; 4-22

88313 0 0 0 0 0 0 0 0 172 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 172 Actinobacteria 95-100 Brachybacterium , Devriesea 38-100

199 0 0 0 0 0 0 0 0 0 12 3 0 7 11 2 10 0 23 1 1 14 9 64 12 0 169 Alphaproteoabcteria 88-100 Tepidamorphus, and others 24-70

59 0 10 0 1 6 2 5 7 0 22 2 0 11 0 8 4 0 67 0 0 22 0 1 0 0 168 Alphaproteobacteria 96-100 Rhodobacter, Pseudorhodobacter 39-100; 24-74

8821 0 0 0 0 0 0 0 0 0 0 1 0 5 2 0 18 40 0 36 50 2 0 13 0 0 167 Gammaproteobacteria 97-100 Thiothrix 94-100

21759 0 0 0 0 0 0 0 0 0 0 0 0 0 12 0 4 1 0 1 0 0 33 2 96 17 166 Cyanobacteria 66-100 GpX 52-84

8555 0 0 0 0 0 0 0 0 0 0 6 0 14 5 2 14 32 0 44 34 2 0 13 0 0 166 Gammaproteobacteria 93-100 Thiothrix 90-100

88303 0 0 0 0 0 0 0 0 165 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 165 Actionbacteria 96-100 Micrococcus, Promicromonospira 15-85; 26-56

352 0 4 0 0 0 2 0 47 0 30 0 51 2 0 11 0 0 14 0 0 2 0 0 0 0 163 Eukaryota 32-99 Chlorophyta 21-89

8618 0 0 0 0 0 0 1 0 0 12 14 0 39 96 0 1 0 0 0 0 0 0 0 0 0 163 Gammaproteobacteria 69-99 Carnimonas,Halotalea and others 6-21; 14-42

7174 0 1 0 0 0 0 0 0 0 0 6 0 12 6 0 46 12 0 50 15 2 0 9 0 0 159 Gammaproteobacteria 73-100 Thiothrix, Thiofaba 54-100

4326 0 151 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 154 Gammaproteobacteria 95-100 Aeromonas 55-100

40656 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 3 143 149 Cyanobacteria 74-100 GpX, GpIX 33-82; 35-70

42774 43 0 41 0 51 0 10 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 147 Cyanobacteria; and UI others 30-99 GpX, GpIIb, GpIX, GpI 12-59; 11-53

9512 0 0 0 0 0 0 0 0 0 10 6 0 10 121 0 0 0 0 0 0 0 0 0 0 0 147 Gammaproteobacteria 79-98 Carnimonas,Halotalea and others 10-27; 10-36
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110 16 1 2 8 28 7 9 13 0 18 6 17 1 4 10 0 0 5 1 0 0 0 0 0 0 146 Cyanobacteria; Eukaryota 65-100 GpI, Bacillariophyta, and others 30-82

42657 36 0 75 0 26 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 144 Cyanobacteria 48-99 GpI, GpIX, GpVIII, GpX 23-67

3782 0 24 0 0 2 30 15 0 1 0 0 1 9 0 54 0 0 1 0 0 1 0 0 0 0 138 Eukaryota 42-100 Streptophyta, Bacillariophyta 29-100

322 0 0 0 0 0 0 0 1 0 2 4 1 13 7 2 59 1 12 21 1 3 5 4 2 0 138 Gammaproteobacteria 85-100 Thiofaba 42-94

8981 0 0 0 0 1 0 0 1 0 19 10 0 14 91 0 0 0 0 0 0 0 1 0 0 0 137 Gammaproteobacteria 70-99 Carnimonas,Halotalea and others 8-21; 12-40

8515 0 0 0 0 0 0 1 0 0 9 3 0 29 91 0 3 1 0 0 0 0 0 0 0 0 137 Gammaproteobacteria 54-100 Carnimonas,Halotalea and others 7-20; 9-38

105 0 1 0 1 5 0 2 52 0 30 0 3 5 1 13 1 0 20 0 0 0 1 0 0 0 135 Betaproteobacteria 94-100 Thiobacillus, Laribacter  30-100

8505 0 0 0 0 0 0 0 0 0 0 1 0 9 1 0 47 9 0 52 15 0 0 1 0 0 135 Gammaproteobacteria 93-100 Thiothrix 92-100

656 0 0 0 0 0 0 0 0 0 0 8 0 8 2 1 27 16 1 45 13 0 0 12 0 0 133 Gammaproteobacteria 97-100 Thiothrix 95-100

249 0 16 0 0 4 1 1 18 1 7 0 29 3 0 43 0 0 7 0 0 2 0 0 0 0 132 Eukaryota 44-99 Chlorophyta 36-94

663 0 0 0 0 0 0 0 0 0 0 12 0 35 58 0 3 11 1 4 5 0 0 2 0 0 131 Gammaproteobacteria 79-100 Thiothrix 34-100

65597 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 86 2 1 0 130 Epsilonproteobacteria 84-100 Sulfurovum, Wolinella 57-96

8616 0 0 0 0 0 0 1 0 0 15 7 0 21 81 1 3 0 0 0 0 0 0 0 0 0 129 Gammaproteobacteria; UI-Alpha 45-99 Carnimonas,Halotalea and others 2-21; 11-43

42571 53 0 27 0 30 0 14 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 127 Cyanobacteria and UI others 34-94 GpIX, GpI, many others 6-30;13-49

305 0 5 0 4 5 0 1 4 0 16 4 0 7 0 3 0 0 48 0 0 12 4 8 3 0 124 Alphaproteobacteria 99-100 Rhodobacter, and others 57-100

490 0 28 0 0 0 6 1 2 0 0 0 5 12 0 58 0 0 11 0 0 1 0 0 0 0 124 Eukaryota 59-100 Streptophyta, and others 42-98

931 0 0 0 0 2 2 0 54 0 10 0 22 1 0 11 0 0 19 0 0 0 0 0 0 0 121 Eukaryota 55-98 Chlorophyta, Bacillariophyta 40-88

1669 0 34 0 0 0 8 6 0 0 0 3 0 27 0 37 0 0 3 0 0 3 0 0 0 0 121 Eukaryota; UI-Gamma 36-100 Streptohyta, and others 31-99

62801 0 0 0 0 110 0 8 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 120 Cyanobacteria; UI-Eukaryota; Firmicutes 37-100 GpX, GpIX, GpI and others 12-60; 8-45

29477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 65 40 9 0 0 115 Epsilonproteobacteria 52-100 Sulfurovum, Wolinella 31-92

2773 0 0 0 0 0 0 0 0 0 0 0 0 1 10 0 12 0 2 46 0 0 17 6 4 16 114 Cyanobacteria 72-100 GpXIIII 60-84

43053 36 0 33 0 35 0 8 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 114 Cyanobacteria and UI others 42-94 GpIX, GpI, and others 12-35; 15-43

1155 0 2 0 0 1 1 0 58 0 7 0 26 0 0 7 0 0 12 0 0 0 0 0 0 0 114 Eukaryota 46-100 Bacillariophyta, Chlorophyta 34-97

48 0 6 0 3 2 4 1 4 0 13 2 11 2 0 8 0 0 54 0 0 3 0 0 0 0 113 Alphaproteobacteria 99-100 Hyphomonas 52-100

174 0 0 0 12 5 0 2 17 0 30 23 8 0 3 1 0 0 10 0 0 0 0 0 0 0 111 Alphaproteobacteria 87-100 Sandaracinobacter, Shpingopyxis, Sandarakinorhabdus10-41; 23-38

393 0 45 1 14 11 8 3 3 0 0 0 16 1 0 2 0 0 6 0 0 0 0 0 0 0 110 Alphaproteobacteria 65-100 Pseudorhodobacter and others 13-63

43173 43 0 27 0 26 1 11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 109 Cyanobacteria 45-100 GpIX, GpI, GpX  10-63;21-70

346 0 0 0 0 0 0 0 0 0 0 5 0 0 53 1 6 10 1 7 8 0 0 3 11 3 108 Cyanobacteria 52-100 GpIX, GpX, GpVIII 28-81; 17-37

44223 31 0 18 0 31 0 20 0 2 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 108 Cyanobacteria and others 38-97 GpIX, GpI, and others 6-47; 23 -43

8605 0 0 0 0 0 0 0 1 0 2 3 0 19 81 0 1 0 0 0 0 0 0 0 0 0 107 Gammaproteobacteria 67-100 Carnimonas,Halotalea and others 5-18; 11-27

6895 0 1 0 0 0 0 0 0 0 5 8 0 10 83 0 0 0 0 0 0 0 0 0 0 0 107 Gammaproteobacteria; UI-Alpha 66-98 Carnimonas,Halotalea and others 4-17; 14-38

3383 6 0 0 24 1 9 8 3 5 35 1 5 3 0 0 0 0 6 0 0 0 0 0 0 0 106 Cyanobacteria; UI_Alpha  64-100 GpVI, GpX, GpVIII, GpXIII 25-68

11201 0 0 0 0 0 0 0 0 0 3 3 0 2 96 0 1 0 0 0 0 0 0 0 0 0 105 Gammaproteobacteria 69-99 Carnimonas,Halotalea and others 5-38; 18-44

8909 0 0 0 0 1 0 0 0 0 0 4 0 9 5 1 24 13 0 15 18 1 3 11 0 0 105 Gammarpoteobacteria 88-100 Thiothrix 85-100

263 0 1 0 7 1 0 2 4 17 39 0 5 2 0 9 1 0 16 0 0 0 0 0 0 0 104 Alphaproteobacteria 99-100 Porphyrobacter 67-99

4665 0 3 1 18 0 5 5 56 0 3 0 12 0 0 1 0 0 0 0 0 0 0 0 0 0 104 Nitrospira 69-100 Nitrospira 69-100

19544 0 0 0 0 0 0 0 0 0 0 1 0 0 11 0 3 4 0 4 0 1 29 0 46 4 103 Cyanobacteria; UI_Alpha 58-97 GpX 49-69

1182 1 2 0 8 3 0 2 11 1 2 56 5 3 2 0 0 0 6 0 0 0 0 0 1 0 103 Eukaryota 98-100 Bacillariophyta 98-100

745 0 0 0 0 0 0 0 0 0 0 7 0 9 9 0 16 9 1 15 13 6 3 14 0 0 102 Gammaproteobacteria 88-100 Thiotnrix 88-100

4712 12 4 1 4 31 28 6 5 0 3 0 5 0 0 2 0 0 0 0 0 0 0 0 0 0 101 Alphaproteobacteria; and others 47-92 Roseisalinus,  Wenxinia, and others 3-25; 5-31

74 0 3 0 1 7 3 2 28 1 0 1 10 0 0 11 0 0 31 0 0 0 2 0 1 0 101 Eukaryota 97-100 Bacillariophyta 95-100

13840 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 6 0 34 4 16 0 37 0 0 101 Gammaproteobacteria 88-100 Thiothrix 78-100

9376 0 0 0 0 0 0 0 0 0 1 7 0 7 4 0 23 22 0 11 18 0 1 7 0 0 101 Gammaproteobacteria 95-100 Thiothrix 91-100

42340 27 0 32 0 31 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 99 Cyanobacteria 40-100 GpIX, GpX, GpI 4-44; 9-34

14394 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 2 2 7 45 20 16 2 97 Epsilonproteobactiera 54-100 Sukfurimonas, Hydrogenimonas 30-97

786 0 4 0 0 16 0 0 49 0 1 4 1 0 0 8 0 0 14 0 0 0 0 0 0 0 97 Eukaryota 90-100 Bacillariophyta 90-100

65472 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 45 45 3 3 0 96 Epsilonproteobacteria 71-100 Sulfurovum, Wolinella 23-88

432 0 9 0 0 0 0 0 45 0 8 0 17 0 0 7 0 0 7 0 0 1 0 0 0 0 94 Eukaryota; and UI others 32-93 Chlorophyta 28-82

2261 0 0 0 8 3 3 6 6 28 9 0 15 0 0 9 0 0 5 0 0 0 0 0 1 0 93 Alphaproteobacteria 89-100 Rubribacterium,  Maritimibacter 52-83

34 0 22 0 0 0 14 6 0 0 0 2 0 1 0 44 0 0 4 0 0 0 0 0 0 0 93 Eukaryota 54-100 Streptophyta, Bacillariophyta, Chlorophyta 27-95

10023 0 0 0 0 0 0 0 1 0 0 5 0 3 6 0 6 9 0 16 8 15 0 24 0 0 93 Gammaproteobacteria 75-100 Thiothrix 66-100

12088 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 19 57 15 0 1 0 0 93 UI-Firmicutes and 10 others 10-26 Thermodesulfobium and others 0-9

150 0 0 0 0 0 0 0 8 0 44 19 1 8 1 4 0 0 7 0 0 0 0 0 0 0 92 Alphaproteobacteria 97-100 Oceanicola, Oceanibulbus 16-71; 18-40

254 0 9 0 0 0 13 4 2 0 0 5 1 1 0 49 0 0 6 0 0 2 0 0 0 0 92 Eukaryota 52-100 Bacillariophyta, Streptophyta 15-91; 41-69

23784 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 5 0 0 1 0 1 78 0 1 0 90 UI-Deltaproteobacteria and others 47-63 Vampirovibrio and others 6-51

2125 1 0 0 14 1 2 6 1 0 9 0 46 0 0 8 0 0 1 0 0 0 0 0 0 0 89 Cyanobacteria 43-99 GpX, GpVIII, GpX 13-42; 9-37

8477 0 0 0 0 0 0 0 0 0 0 4 0 5 3 0 39 6 0 21 2 1 2 6 0 0 89 Gammaproteobacteria 75-100 Thiothrix, Thiofaba 22-96; 23-88

9731 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 2 0 0 0 0 0 82 88 Cyanobacteria 75-100 GpI 60-100

42420 33 0 34 0 15 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 88 Cyanobacteria 42-99 GpI, GpIX 22-56; 8-34

409 0 0 0 0 1 0 0 14 0 37 13 1 8 2 4 0 0 7 0 0 0 0 0 0 0 87 Alphaproteobacteria 98-100 Oceanicola , Seohaeicola 32-74

1487 0 1 0 0 39 1 8 27 0 3 1 1 0 0 4 0 0 2 0 0 0 0 0 0 0 87 Eukaryota 74-100 Bacillariophyta 74-100

751 0 1 0 4 1 1 1 7 0 64 2 0 1 0 1 0 0 3 0 0 0 0 0 0 0 86 Alphaproteobacteria 96-100 Porphyrobacter 43-100

21580 0 0 0 0 0 0 0 0 0 0 1 0 0 38 0 0 1 0 3 0 2 2 8 28 2 85 Cyanobacteria 75-100 GpX, GpIII, GpIV 31-78

42622 32 0 23 0 18 0 9 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 85 Cyanobacteria 55-99 GpIX, GpI, GpX, GpVIII 10-77; 25-73

75668 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 3 78 0 0 85 Epsilonproteobacteria 76-99 Sulfurovum, Wolinella, and others 8-40; 12-27

16 0 2 0 0 9 0 0 49 0 0 15 2 0 0 1 0 0 7 0 0 0 0 0 0 0 85 Eukaryota 97-100 Bacillariophyta 96-100

1678 0 14 0 0 0 3 1 1 0 0 0 12 2 0 47 0 0 4 0 0 1 0 0 0 0 85 Eukaryota; UI-Alpha 46-98 Chlorophyta, Streptophyta, Bacillariophyta 33-71

149 0 0 0 0 0 0 0 3 0 4 4 1 18 3 4 22 1 15 4 1 3 0 1 1 0 85 Gammaproteobacteria 67-100 Thiofaba, Cardiobacterium 34-83

696 0 1 0 0 2 1 1 34 0 8 0 20 0 0 10 0 0 7 0 0 0 0 0 0 0 84 Eukaryota 66-100 Chlorophyta, Bacillariophyta, 24-70; 34-80

28522 25 0 1 2 14 14 19 5 0 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 84 UI-Alpha; UI-Gamma 71-100 Parvibaculum,  Zhangella, and others 15-29; 3-26

29432 24 0 5 1 30 1 16 0 0 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 83 Cyanobacteria; and others 50-87 GpIX, GpI, and others 9-32

8706 0 0 0 0 0 0 0 0 0 0 6 0 4 6 1 17 5 0 14 9 5 0 16 0 0 83 Gammaproteobacteria 92-100 Thiothrix 92-100

1363 2 1 0 19 4 10 3 3 1 25 3 6 0 0 1 0 0 4 0 0 0 0 0 0 0 82 Alphaproteobacteria 94-100 Porphyrobacter, Erythrobacter 59-100; 44-85

3226 2 16 1 1 17 8 7 12 0 11 1 4 0 0 1 0 0 1 0 0 0 0 0 0 0 82 Alphaproteobacteria 97-100 Parvularcula 59-100

720 0 1 0 15 5 1 0 9 0 15 0 4 0 0 7 0 0 25 0 0 0 0 0 0 0 82 Eukaryota 95-100 Bacillariophyta 95-100

648 0 11 0 0 0 6 11 0 0 0 1 1 1 0 49 0 0 2 0 0 0 0 0 0 0 82 Eukaryota 37-92 Bacillariophyta, Streptophyta 17-90; 29-87

16280 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3 0 0 12 4 0 1 0 1 58 81 Cyanobacteria 69-100 GpI 55-98

236 0 2 0 0 3 2 0 12 0 6 0 2 6 0 4 1 0 40 1 0 1 0 0 0 0 80 Alphaproteobacteria 98-100 Hyphomonas 57-100

5531 12 3 2 4 30 3 10 3 0 1 8 2 0 1 0 0 0 0 0 0 0 0 1 0 0 80 Cyanobacteria 68-100 GpI 54-100

9345 0 0 0 0 0 0 0 1 0 2 8 0 7 4 1 7 6 0 30 4 1 2 6 0 0 79 Gammaproteobacteria 78-100 Thiothrix 75-100

43039 52 0 11 0 14 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 78 Cyanobacteria 79-100 GpX, GpIIb, GpI, GpIX, GpIV 19-69; 24-85

75698 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 36 33 9 0 0 78 Epsilonproteobacteria 81-100 Sulfurovum, Wolinella 30-93; 28-48

40275 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 76 77 Cyanobacteria 86-100 GpI, GpX 33-87

9255 0 0 0 0 0 0 0 0 0 0 0 0 3 8 0 3 3 0 4 0 0 22 0 33 1 77 Cyanobacteria 50-95 GpX 36-68

3194 0 0 0 44 0 0 0 0 14 0 0 4 0 0 14 0 0 1 0 0 0 0 0 0 0 77 Eukaryota 25-90 Bangiophyceae and others 5-32; 21-42

435 0 8 0 1 0 0 1 22 0 6 0 25 0 0 7 0 0 5 0 0 2 0 0 0 0 77 Eukaryota; UI-Gamma 37-95 Chlorophyta 27-86

1209 0 0 0 0 0 0 2 20 0 23 0 2 2 2 9 0 0 14 0 0 0 0 0 2 0 76 Betaproteobacteria 99-100 Thiobacillus, Aquaspirillum 64-98

53502 0 0 0 71 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 76 Cyanobacteria 84-100 GpI 83-100

8808 0 0 0 0 0 0 0 0 0 0 6 0 8 1 1 23 5 0 4 9 4 1 14 0 0 76 Gammaproteobacteria 91-100 Thiothrix 78-100

588 0 0 0 0 1 0 3 41 0 9 1 1 6 1 3 2 0 7 0 0 0 0 0 0 0 75 Betaproteobacteria 96-100 Thiobacillus 24-80

75601 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 55 6 0 0 75 Epsilonproteobacteria 77-100 Sulfurovum 28-92

25778 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 2 0 0 3 0 2 37 1 20 6 74 Cyanobacteria; and UI others 47-97 GpX 28-69

24501 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 29 0 42 74 Epsilonproteobacteria; UI-Alpha 64-94 Sulfurovum, Wolinella 13-45; 17-43

6650 0 2 0 33 0 4 1 0 27 2 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 74 Planctomycetes 34-100 Phycisphaera, Schlesneria 16-100

27417 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 72 73 Cyanobacteria 86-100 GpI 50-95
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654 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 9 13 1 13 24 2 0 6 0 0 73 Gammaproteobacteria 77-100 Thiothrix 54-100

88311 0 0 0 0 0 0 0 0 72 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 72 Actinobacteria 91-100 Brevibacterium  49-100

557 0 13 0 2 2 0 7 1 0 1 0 7 0 2 0 0 0 4 0 0 7 1 13 11 1 72 Alphaprotoebacteria 97-100 Paracoccus, Oceanicola 29-81; 20-39

61 0 6 0 2 0 0 3 1 0 16 2 3 11 1 1 6 0 17 0 0 2 0 0 0 0 71 Alphaproteobacteria 89-100 Tepidamorphus, Filomicrobium 20-84

3624 1 8 0 0 6 10 6 11 0 3 10 14 0 1 0 0 0 1 0 0 0 0 0 0 0 71 Cyanobacteria and others 35-97 GpI 21-92

103 0 4 0 3 1 6 2 7 1 0 1 3 0 1 19 0 0 22 0 0 0 0 0 1 0 71 Eukaryota 99-100 Bacillariophyta 99-100

30 5 1 1 4 2 15 1 6 0 10 1 5 0 2 3 2 0 12 0 0 0 0 0 0 0 70 Alphaproteobacteria 98-100 Erythrobacteri, Porphyrobacter 34-99; 5--74

965 0 0 0 7 4 1 0 2 0 10 0 21 0 0 21 0 0 4 0 0 0 0 0 0 0 70 Alphaproteobacteria 98-100 Amaricoccus 84-100

27546 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 69 70 Cyanobacteria 78-100 GpI 65-99

3645 0 0 0 0 2 0 1 57 0 4 1 0 0 0 4 0 0 1 0 0 0 0 0 0 0 70 Eukaryota 56-100 Bacillariophyta 56-100

30622 29 0 5 17 1 11 5 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 69 Cyanobacteria 43-96 GpIX, GpX 10-81; 25-66

44063 29 0 29 0 9 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 69 Cyanobacteria; Eukaryota 45-100 GpIX, GpX, GpI, GpVIII 9-61; 10-47

89 0 0 0 7 1 0 1 11 7 12 1 15 1 1 5 0 0 6 0 0 0 0 0 0 0 68 Alphaproteobacteria 94-100 Sandaracinobacter 94-100

156 0 0 0 0 2 0 4 18 0 14 7 1 6 3 2 2 0 9 0 0 0 0 0 0 0 68 Betaproteobacteria 93-100 Thiobacillus, Aquaspirillum 22-97

454 0 1 0 4 6 23 7 3 0 1 1 13 0 0 3 0 0 6 0 0 0 0 0 0 0 68 Eukaryota 97-100 Bacillariophyta 96-100

314 0 0 0 1 13 0 0 26 0 0 24 0 0 0 0 0 0 4 0 0 0 0 0 0 0 68 Eukaryota 99-100 Bacillariophyta 99-100

26211 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 11 3 52 0 0 67 Epsilonproteobacteria 95-100 Sulfurovum 69-97

20763 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 0 29 16 18 0 0 67 Epsilonproteobacteria 80-99 Sulfurovum 47-5

42873 18 0 23 0 18 0 6 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 66 Cyanobacteria; UI Eukaryota 50-97 GpIX, GpX, and others 9-36

413 0 0 0 0 5 0 0 26 0 1 4 7 0 0 4 0 0 19 0 0 0 0 0 0 0 66 Eukaryota 90-100 Bacillariophyta 90-100

2336 0 0 0 3 4 0 9 4 6 20 2 7 0 1 9 0 0 1 0 0 0 0 0 0 0 66 Eukaryota 58-100 Chlorophyta, Bacillariopjyta 57-100

1162 0 0 0 0 0 0 0 0 0 0 1 1 6 1 0 17 0 3 4 0 3 5 15 10 0 66 Gammaproteobacteria 98-100 Thiofaba 79-100

10650 0 0 0 0 0 0 0 0 0 1 47 0 1 7 0 5 0 0 0 3 0 1 0 0 0 65 Bacteroidetes; and others 33-99 Solitalea, and others 8-35

160 0 4 0 1 15 2 1 10 0 3 3 3 4 0 7 0 0 11 0 0 1 0 0 0 0 65 Eukaryota 92-100 Bacillariophyta 91-100

734 0 0 0 0 0 0 2 2 0 2 2 0 9 2 2 16 1 14 6 1 0 3 1 2 0 65 Gammaproteobacteria 86-100 Thiofaba 66-91

45853 21 0 9 0 24 0 8 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 64 Cyanobacteria and others 25-98 GpX and others 10-40

10342 0 0 0 0 0 0 0 0 0 0 10 0 8 6 0 18 7 0 5 2 0 0 8 0 0 64 Gammaproteobacteria 86-100 Thiothrix 81-100

3359 0 1 0 0 0 1 1 0 0 5 11 0 13 9 1 11 8 1 0 1 0 0 0 0 0 63 Alphaproteobacteria 71-100 Nisaea and others 11-31

2030 0 0 0 12 2 3 1 2 33 2 0 3 0 0 2 0 0 1 0 0 0 2 0 0 0 63 Cyanobacteria 45-98 GpIV, GpVIII 36-47

53491 0 0 0 55 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 63 Cyanobacteria 82-100 GpI 70-100

8473 0 0 0 0 0 0 0 0 0 0 5 0 15 41 0 2 0 0 0 0 0 0 0 0 0 63 Gammaproteobacteria 79-99 Serpens, and others 16-49; 17-30

35843 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 4 0 1 54 62 Cyanobacteria 76-100 GpI 60-92

108 0 0 0 0 0 0 0 0 0 0 9 0 8 3 0 6 4 4 5 5 6 3 8 1 0 62 Gammaproteobacteria 76-100 Thiothrix 73-100

8745 0 0 0 0 0 0 0 0 0 2 16 0 2 5 0 19 6 0 6 3 0 0 3 0 0 62 Gammaproteobacteria 77-100 Thiothrix 76-100

192 0 0 0 0 2 0 0 44 0 2 1 1 2 1 4 0 0 4 0 0 0 0 0 0 0 61 Betaproteobacteria 82-100 Thiobacillus 44-68

9025 0 0 0 0 0 0 0 0 0 0 3 0 9 5 1 13 10 0 6 4 2 0 8 0 0 61 Gammaproteobacteria 88-100 Thiothrix 81-100

9041 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 19 4 0 21 6 0 1 5 0 0 61 Gammaproteobacteria 93-100 Thiothrix 87-100

60 0 0 0 0 0 1 1 4 0 6 0 5 0 0 9 0 0 34 0 0 0 0 0 0 0 60 Alphaproteobacteria 77-100 Agricicola and others 23-31

24766 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 35 14 8 0 0 60 Epsilonproteobacteria 71-100 Sulfurovum 27-100

42505 19 0 26 0 8 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 59 Cyanobacteria 54-100 GpIX, GpX, GpVIII, GpIIb 13-41

1271 0 1 0 0 5 0 1 32 2 3 1 5 0 0 4 0 0 5 0 0 0 0 0 0 0 59 Eukaryota 95-100 Bacillariophyta 95-100

6014 0 1 0 22 1 7 5 6 15 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 59 Eukaryota 96-100 Bacillariophyta 94-100

95 0 1 0 12 0 0 7 1 0 6 0 11 0 0 3 0 0 17 0 0 0 0 0 0 0 58 Alphaproteobacteria 96-100 Tepidamorphus and others 9-22

498 0 0 0 3 5 2 7 1 0 15 0 6 0 1 5 0 0 13 0 0 0 0 0 0 0 58 Alphaproteobacteria 86-100 Cumcmcibacter and others 17-49

4847 37 3 12 1 1 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 57 Cyanobacteria 84-100 GpVIII, GpXIII, GpX, GpIX 14-40; 28-64

45955 21 0 13 0 21 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 57 Cyanobacteria 60-100 GpIX, GpVIII, GpI, GpX 10-61; 24-91

104 0 1 0 0 0 1 5 3 0 0 0 13 1 0 1 0 0 31 0 0 0 0 0 0 0 56 Alphaproteobacteria 54-100 Wenxinia, Albidovulm 11-55; 33-64

22912 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 13 3 39 0 0 56 Epsilonproteobacteria 82-100 Sulfurovum 69-99

731 3 14 0 3 4 4 1 5 0 6 2 3 2 0 0 0 0 8 0 0 0 1 0 0 0 56 Eukaryota 98-100 Bacillariophyta 98-100

1229 0 2 0 1 11 5 3 6 1 0 0 5 0 0 11 0 0 11 0 0 0 0 0 0 0 56 Eukaryota 83-100 Bacillariophyta 66-100

43626 1 0 3 0 41 0 6 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 56 Eukaryota; Cyanobacteria 44-99 Bacillariophyta, GpI, and others 17-64

4902 0 39 0 1 1 7 3 1 0 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 56 Gammaproteobacteria 98-100 Shewanella, Aeromonas 42-97

328 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 6 1 5 9 2 7 18 6 0 0 56 UI-Gamma and UI others 7-40 Bermanella, and others 0-8

903 1 5 0 10 1 12 2 1 0 12 0 3 0 0 0 0 0 8 0 0 0 0 0 0 0 55 Alphaproteobacteria 98-100 Hyphomonas,and others 39-97; 25-58

2778 0 0 1 5 3 0 7 26 0 4 1 4 0 0 3 0 0 1 0 0 0 0 0 0 0 55 Alphaproteobacteria 72-97 Rubribacterium 18-38

1005 0 5 0 0 10 1 1 10 3 5 4 3 4 0 4 0 0 5 0 0 0 0 0 0 0 55 Bacteroidetes 90-100 Flagellimonas, Muricaudia 9-78; 33-40

1505 0 0 0 6 0 0 1 9 0 5 1 1 5 2 1 7 0 6 0 0 0 6 0 5 0 55 Betaproteobacteria 99-100 Thiobacillus 75-100

3935 0 7 0 0 14 1 2 14 0 4 3 3 1 0 5 0 0 1 0 0 0 0 0 0 0 55 Cyanobacteria 88-100 Bacillariophyta 85-100

31 0 4 0 0 0 0 0 18 0 6 0 17 2 0 3 0 0 5 0 0 0 0 0 0 0 55 Eukaryota; UI-Alpha; UI-Beta 35-95 Chlorophyta and others 27-94

8692 0 0 0 0 0 0 0 0 0 3 2 0 15 35 0 0 0 0 0 0 0 0 0 0 0 55 Gammaproteobacteria 86-99 Halotalea and others 9-36

4413 0 46 0 0 0 6 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 54 UI-Eukaryota; and UI others 32-83; 21-49 Streptophyta, and others 24-82; 6-20

6427 0 5 1 6 7 3 12 2 0 11 0 4 0 0 2 0 0 0 0 0 0 0 0 0 0 53 Alphaproteobacteria 99-100 Pedomicrobium, Bauldia 18-47; 20-54

218 0 0 0 15 0 0 0 4 1 1 0 3 0 0 7 0 0 21 0 0 1 0 0 0 0 53 Eukaryota 83-100 Bacillariophyta 82-100

88 0 9 0 0 4 0 0 23 0 4 0 3 0 0 4 0 0 6 0 0 0 0 0 0 0 53 Eukaryota 91-100 Bacillariophyta 91-100

11173 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 9 2 0 39 0 0 0 0 0 0 53 Gammaproteobacteria 83-100 Thiofaba 49-85

975 0 0 0 9 1 4 2 8 0 5 0 9 0 0 3 1 0 10 0 0 0 0 0 0 0 52 Alaphaproteobacteria 98-100 Hyphomonas 91-100

36938 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 14 29 8 0 0 52 Epsilonproteobacteria 75-100 Sulfurovum, Wolinella 29-92; 27-57

93 0 0 0 0 0 0 4 25 0 5 0 0 0 0 1 2 0 15 0 0 0 0 0 0 0 52 Gammaproteobacteria 98-100 Thiohalobacter 16-69

1356 0 0 0 2 2 0 6 3 17 3 0 9 0 0 3 0 0 6 0 0 0 0 0 0 0 51 Alphaproteobacteria 90-100 Starkeya, Cucumibacter 8-30; 12-39

17552 0 0 0 0 0 0 0 0 0 0 1 0 0 2 1 2 1 0 2 2 5 23 10 0 2 51 Bacteroidetes 99-100 Mesonia, and others 12-33; 9-22

28324 0 0 0 42 0 1 3 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 1 1 0 51 Cyanobacteria 81-100 GpXIII, GpIX 42-86; 44-55

4643 3 5 3 2 13 5 10 0 4 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 51 Cyanobacteria 71-100 GpVIII  48-100

12599 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 4 6 0 13 18 1 0 5 0 0 51 Gammaproteobacteria 94-100 Thiothrix 91-100

75 0 0 0 1 0 0 2 0 0 3 1 3 9 1 8 3 0 19 0 0 0 0 0 0 0 50 Alphaproteobacteria 93-100 Paraacoccus, and others 28-77

45987 12 0 2 0 24 1 10 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 50 Cyanobacteria 69-100 GpI 50-99

12013 0 0 0 0 0 0 0 0 0 0 1 0 1 24 3 3 8 0 2 0 0 0 0 5 3 50 Cyanobacteria; UI-Alpha 25-94 GpIX, GpX 18-65

20 0 0 0 8 1 0 2 4 1 2 1 3 0 0 9 1 0 17 0 0 0 0 1 0 0 50 Eukaryota 77-100 Bacillariophyta 65-99

627 0 0 0 9 0 0 0 0 0 5 0 24 0 0 5 0 0 6 0 0 0 0 0 0 0 49 Alphaproteobacteria 98-100 Amaricoccus 54-100

42685 18 0 19 0 8 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 49 Cyanobacteria; UI Eukaryota 48-93 GpIX< GpX, GpI, GpVIII 11-33

453 0 0 0 0 3 0 0 25 0 1 0 2 0 0 10 0 0 8 0 0 0 0 0 0 0 49 Eukaryota 99-100 Bacillariophyta 99-100

856 0 0 0 6 1 3 2 8 5 3 0 4 1 0 6 0 0 9 0 0 0 0 0 0 0 48 Alphaproteobacteria 98-100 Silicibacter, and others 27-80

45837 29 0 7 0 3 4 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 48 Alphaproteobacteria and others 76-100 Daeguia, and others 6-16; 7-18

69142 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 47 48 Cyanobacteria 71-100 GpI 36-89

6913 1 2 0 0 13 6 0 1 14 0 6 5 0 0 0 0 0 0 0 0 0 0 0 0 0 48 Cyanobacteria 97-100 GpIIb 61-99

7513 2 1 0 0 11 6 5 12 0 2 7 2 0 0 0 0 0 0 0 0 0 0 0 0 0 48 Cyanobacteria; and others 37-100 GpI 22-94

32513 0 0 0 0 0 0 0 0 0 4 1 0 0 43 0 0 0 0 0 0 0 0 0 0 0 48 Gammaproteobacteria 75-99 Serpens, and others 20-52

711 0 0 0 0 1 0 0 2 0 3 2 0 0 1 2 11 1 15 0 0 7 2 0 0 0 47 Alphaproteobacteria 67-99 Hyphomicrobium and others 23-62

419 0 0 0 0 6 0 0 28 0 1 0 2 1 0 1 0 0 8 0 0 0 0 0 0 0 47 Eukaryota 95-100 Bacillariophyta 92-100

1845 0 1 0 0 5 0 1 18 2 3 3 4 0 0 6 0 0 3 0 0 0 0 0 0 0 46 Eukaryota 56-99 Bacillariophyta 55-99

8742 0 0 0 0 0 0 0 0 0 0 37 0 1 6 0 1 0 0 0 0 0 0 0 0 0 45 Bacteroidetes;  and UI others 37-93 Perexilibacter, and others 8-25

66299 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 43 45 Cyanobacteria 77-100 GpX 47-80

855 0 0 0 0 9 1 1 15 0 6 3 3 0 0 3 0 0 4 0 0 0 0 0 0 0 45 Eukaryota 40-97 Bacillariophyta 38-98

66245 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 42 44 Cyanobacteria 51-100 GpI 30-92

6669 0 1 0 0 2 1 5 0 0 0 30 3 0 0 2 0 0 0 0 0 0 0 0 0 0 44 Cyanobacteria 85-100 GpXIII, GpIX 30-84

42984 0 0 7 0 19 0 10 0 1 6 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 44 Cyanobacteria 41-96 GpX, GpIX, GpIIb, GpI 7-42
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752 0 1 0 10 11 0 0 7 0 5 0 1 0 0 3 0 0 6 0 0 0 0 0 0 0 44 Eukaryota 81-100 Bacillariophyta 65-100

5943 0 2 0 0 5 0 1 6 0 1 26 0 2 1 0 0 0 0 0 0 0 0 0 0 0 44 Eukaryota 98-100 Bacillariophyta 96-100

2811 0 9 0 0 1 3 1 0 0 10 1 8 0 0 3 0 0 3 0 3 0 0 1 0 0 43 Alphaproteobacteria 77-100 Sphingopyxis 39-95

44 0 0 0 0 0 0 2 11 0 8 0 5 2 0 3 0 0 12 0 0 0 0 0 0 0 43 Betaproteobacteria 100 Thiobacillus 60-97

12746 0 0 0 0 0 0 0 0 0 0 0 0 0 13 0 1 2 0 3 2 0 17 3 1 1 43 Deltaproteobacteria and others 17-61 Polyangiaceae and others 9-31

281 0 3 0 4 3 3 1 2 0 2 1 3 0 0 3 0 0 18 0 0 0 0 0 0 0 43 Eukaryota 80-100 Bacillariophyta 79-100

497 0 0 0 16 1 0 0 6 0 8 3 1 2 0 3 0 0 2 0 0 0 0 0 0 1 43 Gammaproteobacteria 76-96 Methylohalobius, and others 11-39; 7-18

4743 0 40 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 43 Gammaproteobacteria 91-100 Aeromonas, Shewanella 37-99

57 1 3 0 6 1 1 0 0 0 1 0 6 3 1 1 0 4 14 0 0 0 0 0 0 0 42 Alphaproteobacteria 98-100 Oceanicola, and others 19-73; 22-94

29834 7 0 2 7 0 19 5 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 42 Cyanobacteria 51-99 GpIV, GpX, GpIX 12-53

75730 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 9 22 0 0 42 Epsilonproteobacteria 82-98 Sulfurovum 38-84

547 0 0 0 2 0 1 0 15 0 4 0 3 0 1 6 0 0 10 0 0 0 0 0 0 0 42 Gammaproteobacteria 96-100 Halochromatium, and others 34-83

2390 0 19 1 0 0 3 0 2 0 2 2 5 2 0 0 0 0 1 0 0 2 0 2 0 0 41 Alphaproteobacteria 90-100% Catellibacterium, and others

28128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 40 41 Cyanobacteria 81-100 GpI 66-93

65419 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 37 0 41 Cyanobacteria 96-100 GpXIII 95-100

53607 0 0 0 37 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 Cyanobacteria 74-100 GpI 74-100

75845 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 4 31 0 0 41 Epsilonproteobacteria 53-97% Wolinella, Sulfurovum 19-48%; 11-48%

237 0 6 0 7 2 1 1 5 0 0 2 2 1 1 3 0 0 10 0 0 0 0 0 0 0 41 Eukaryota 98-100 Bacillariophyta 98-100

9834 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 17 3 0 15 1 0 0 0 0 0 41 Gammaproteobacteria 88-100% Thiofaba 78-94%

4523 0 36 0 0 0 2 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 Gammaproteobacteria 97-100 Vibrio, Allomonas 45-98

44708 7 0 6 0 26 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 Cyanobacteria; and UI others 38-97% GpX, GpIIb, and others 11-46%; 12-30

4931 13 3 1 1 3 4 10 1 0 1 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 40 Alphaproteobacteria 76-100% Roseibacterium 8-35%

8862 0 0 0 0 0 0 0 0 0 1 29 0 3 2 0 4 0 0 0 1 0 0 0 0 0 40 Bacteroidetes; and UI others 39-80% Perexilibacter, and others 5-24%

1131 0 11 0 0 2 7 1 2 0 11 1 0 1 0 0 0 0 2 0 0 1 0 0 0 0 39 Alphaproteobacteria 97% Bosea 20%

636 0 0 1 5 2 3 3 10 0 4 0 4 0 0 4 0 0 3 0 0 0 0 0 0 0 39 Alphaproteobacteria 99% Silicibacter 27%

4810 1 7 0 3 5 6 2 1 0 3 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 39 Alphaproteobacteria 100% Erythromicrobium 76%

69010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 39 39 Cyanobacteria 95% GpIX 60%

28373 0 0 0 8 3 3 4 2 0 0 0 10 0 0 9 0 0 0 0 0 0 0 0 0 0 39 Cyanobacteria 85% GpI 24%

1019 0 0 0 0 0 0 0 1 0 3 0 2 0 0 6 1 0 4 0 0 11 0 8 3 0 39 Epsilonproteobacteria 98% Sulfurospirillum 32%

8843 0 0 0 0 0 0 0 0 0 3 7 0 5 22 0 2 0 0 0 0 0 0 0 0 0 39 Gammaproteobacteria 95% Serpens 35%

1738 0 1 0 0 0 0 3 1 11 9 0 7 0 0 0 0 0 7 0 0 0 0 0 0 0 39 UI-Alphaproteobacteria 78% Sandaracinobacter 46%

6100 0 4 0 2 4 5 3 4 0 1 14 2 0 0 0 0 0 0 0 0 0 0 0 0 0 39 UI-Cyanobacteria 75% GpI 58%

54492 0 0 0 12 0 0 1 0 24 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 38 Betaproteobacteria 99% Thiobacter 36%

44050 12 0 8 0 14 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 38 Cyanobacteria 96% GpX 42%

25586 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 10 24 2 0 0 38 Epsilonproteobacteria 95% Sulfurovum 86%

32452 0 0 0 0 1 0 0 0 0 0 36 0 0 1 0 0 0 0 0 0 0 0 0 0 0 38 Eukaryota 96% Bacillariophyta 95%

810 0 0 0 0 0 0 0 0 0 3 0 0 11 1 0 10 0 5 1 0 0 3 0 4 0 38 Gammaproteobacteria 96% Thiofaba 78%

3160 0 4 0 0 1 4 1 0 1 0 2 0 9 0 14 0 0 1 0 0 1 0 0 0 0 38 UI-Eukaryota 62% Streptophyta 54%

1385 0 1 0 6 3 1 0 10 1 6 1 4 0 0 1 0 0 3 0 0 0 0 0 0 0 37 Alphaproteobacteria 93% Rubribacterium 34%

36344 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 0 11 22 37 Cyanobacteria 94% GpX 71%

48277 7 0 2 0 18 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 37 Cyanobacteria 89% GpX 24%

662 0 2 0 0 1 1 0 3 0 1 25 0 1 1 0 0 0 2 0 0 0 0 0 0 0 37 Eukaryota 100% Bacillariophyta 100%

867 0 0 0 0 0 0 0 12 0 6 0 9 6 0 3 0 0 1 0 0 0 0 0 0 0 37 Eukaryota 80% Chlorophyta 76%

1373 0 3 0 0 0 1 0 2 0 2 0 22 3 0 3 0 0 1 0 0 0 0 0 0 0 37 Eukaryota 87% Chlorophyta 79%

4382 0 14 0 0 2 14 0 0 0 3 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 37 Gammaproteobacteria 100% Rheinheimera 82%

4427 0 31 0 0 1 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 37 Gammaproteobacteria 100% Aeromonas 100%

45505 6 0 6 0 11 2 10 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 37 UI-Cyanobacteria 79% GpI 37%

4708 0 10 0 2 2 2 0 4 0 7 0 8 1 0 0 0 0 0 0 0 0 0 0 0 0 36 Alphaproteobacteria 100% Hyphomonas 55%

48282 18 0 3 0 3 1 8 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 36 Alphaproteobacteria 92% Parvibaculum 21%

3721 0 0 0 15 0 3 1 0 0 1 0 11 0 0 4 0 0 1 0 0 0 0 0 0 0 36 Bacteroidetes 96% Ohtaekwangia 45%

69060 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 36 36 Cyanobacteria 96% GpI 94%

545 0 0 0 0 0 0 0 9 0 7 0 8 1 0 7 0 0 3 0 0 1 0 0 0 0 36 Eukaryota 80% Chlorophyta 68%

1695 0 0 0 1 3 0 1 23 0 0 0 4 0 0 2 0 0 2 0 0 0 0 0 0 0 36 Eukaryota 93% Bacillariophyta 93%

3055 0 30 0 0 2 1 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 36 Gammaproteobacteria 98% Aeromonas 77%

19708 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 5 7 0 7 0 0 6 0 4 1 36 UI-Cyanobacteria 64% GpX 39%

4615 0 9 0 0 0 6 3 0 0 0 1 0 2 0 15 0 0 0 0 0 0 0 0 0 0 36 UI-Eukaryota 59% Streptophyta 51%

2784 0 5 0 3 4 1 1 6 0 5 3 3 1 0 0 0 0 1 0 0 2 0 0 0 0 35 Alphaproteobacteria 100% Parvularcula 95%

684 0 0 0 11 2 0 0 7 0 4 0 6 0 0 0 0 0 5 0 0 0 0 0 0 0 35 Alphaproteobacteria 100% Roseicyclus 25%

2274 0 0 0 2 0 0 1 0 0 16 1 0 11 0 0 2 0 2 0 0 0 0 0 0 0 35 Alphaproteobacteria 100% Paracoccus 56%

29070 0 0 0 1 1 0 1 0 27 1 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 35 Alphaproteobacteria 100% Hyphomicrobium 88%

2715 0 1 0 0 0 0 0 22 0 0 0 4 0 0 6 0 0 2 0 0 0 0 0 0 0 35 Eukaryota 96% Bacillariophyta 96%

66787 1 0 0 0 33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 35 Eukaryota 98% Bacillariophyta 68%

948 1 0 0 6 1 0 0 9 0 2 0 3 1 1 6 1 0 4 0 0 0 0 0 0 0 35 Gammaproteobacteria 99% Thiohalobacter 29%

1893 0 0 0 0 0 2 1 0 0 0 2 0 19 0 7 0 0 1 0 0 3 0 0 0 0 35 UI-Eukaryota 51% Streptophyta 49%

608 0 0 0 0 1 2 0 1 0 7 0 3 2 0 1 0 0 14 0 0 3 0 0 0 0 34 Alphaproteobacteria 100% Rhodobacter 91%

832 0 0 0 6 0 0 2 3 0 2 0 7 1 0 4 0 0 9 0 0 0 0 0 0 0 34 Alphaproteobacteria 99% Henriciella 12%

53535 0 0 0 17 0 0 0 1 9 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 34 Alphaproteobacteria 100% Sphingomonas 29%

54 0 0 0 2 1 0 1 2 0 2 0 1 0 0 0 0 0 24 0 0 0 1 0 0 0 34 Betaproteobacteria 100% Nitrosomonas 62%

53778 0 0 0 33 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 34 Cyanobacteria 99% GpI 97%

1124 1 0 1 0 8 0 1 5 0 2 12 0 2 1 0 0 0 1 0 0 0 0 0 0 0 34 Eukaryota 99% Bacillariophyta 99%

4051 0 0 0 0 0 0 0 0 0 0 4 0 6 0 0 3 2 1 4 6 2 0 4 2 0 34 Gammaproteobacteria 100% Thiothrix 100%

8724 0 0 0 0 0 0 0 0 0 0 6 0 14 0 1 2 3 0 2 5 1 0 0 0 0 34 Gammaproteobacteria 100% Thiothrix 99%

20501 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 1 2 0 1 0 1 3 0 15 7 34 UI-Cyanobacteria 76% GpX 56%

28453 2 0 0 0 1 3 3 0 14 1 0 6 0 0 4 0 0 0 0 0 0 0 0 0 0 34 UI-Deltaproteobacteria 14% Desulfocurvus 12%

6835 6 1 0 1 7 10 5 0 0 1 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 34 UIP-Alphaproteobacteria 80% Roseisalinus 11%

788 6 0 0 3 6 0 8 0 0 2 1 2 0 0 2 0 0 3 0 0 0 0 0 0 0 33 Alphaproteobacteria 88% Tepidamorphus 15%

5773 0 8 0 2 1 16 0 2 0 0 0 1 1 1 0 0 1 0 0 0 0 0 0 0 0 33 Alphaproteobacteria 100% Haematobacter 57%

4818 4 1 1 0 2 3 3 4 0 12 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 33 Alphaproteobacteria 97% Anderseniella 33%

2613 0 2 0 0 2 0 3 6 0 0 16 0 0 2 1 0 0 1 0 0 0 0 0 0 0 33 Eukaryota 100% Bacillariophyta 100%

28916 0 0 0 0 0 0 2 21 1 2 0 2 0 0 5 0 0 0 0 0 0 0 0 0 0 33 Eukaryota 99% Bacillariophyta 98%

9556 0 0 0 0 0 0 0 0 0 0 5 0 5 3 0 2 2 0 6 9 0 0 1 0 0 33 Gammaproteobacteria 99% Thiothrix 99%

8539 0 0 0 0 0 0 0 0 0 0 5 0 8 18 0 1 1 0 0 0 0 0 0 0 0 33 Gammaproteobacteria 90% Serpens 14%

43362 10 0 17 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 33 UI-Cyanobacteria 69% GpX 23%

2317 0 1 0 5 1 0 2 12 0 2 0 5 0 0 3 0 0 2 0 0 0 0 0 0 0 33 UIP-Alphaproteobacteria 84% Rubribacterium 13%

5591 0 1 0 16 0 0 4 0 0 1 0 9 0 0 1 0 0 0 0 0 0 0 0 0 0 32 Alphaproteobacteria 90% Defluviicoccus 54%

43420 1 0 2 8 2 0 1 5 7 2 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Alphaproteobacteria 99% Martelella 19%

3452 0 1 0 0 0 0 3 18 0 6 1 0 0 0 1 0 0 1 0 1 0 0 0 0 0 32 Betaproteobacteria 100% Thiobacillus 60%

24275 0 0 0 0 0 0 0 0 0 0 0 0 0 21 0 0 0 0 2 0 0 0 4 4 1 32 Deltaproteobacteria 100% Desulfuromusa 94%

5815 0 1 0 0 0 0 0 0 0 0 0 0 0 6 0 1 2 0 2 1 2 13 2 1 1 32 Deltaproteobacteria 98% Malonomonas 48%

32268 0 0 0 0 2 0 1 1 0 1 25 0 0 0 2 0 0 0 0 0 0 0 0 0 0 32 Eukaryota 100% Bacillariophyta 100%

11780 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 4 0 9 13 2 0 2 0 0 32 Gammaproteobacteria 100% Thiothrix 100%

4337 0 30 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Gammaproteobacteria 100% Aeromonas 100%

9905 0 0 0 0 0 0 0 0 0 1 5 0 2 24 0 0 0 0 0 0 0 0 0 0 0 32 Spirochaetes 100% Leptonema 100%

29301 0 0 0 1 1 1 0 0 0 4 0 21 0 0 4 0 0 0 0 0 0 0 0 0 0 32 UI-Eukaryota 64% Chlorophyta 39%

30576 0 0 0 5 0 0 2 0 15 1 0 7 0 0 2 0 0 0 0 0 0 0 0 0 0 32 UI-Gammaproteobacteria 29% Thermithiobacillus 22%
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12428 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 27 0 4 0 0 0 32 UI-SR1 69% SR1_genera_incertae_sedis 69%

24 0 0 0 0 1 0 0 3 0 6 2 4 0 1 3 0 0 11 0 0 0 0 0 0 0 31 Alphaproteobacteria 99% Rubribacterium 95%

429 0 0 0 0 0 0 2 11 0 2 1 2 3 2 3 0 0 5 0 0 0 0 0 0 0 31 Betaproteobacteria 100% Thiobacillus 91%

26370 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 28 31 Cyanobacteria 91% GpI 81%

2017 0 1 0 1 3 1 1 8 0 1 0 3 0 0 0 0 0 3 0 0 4 1 2 2 0 31 Eukaryota 100% Bacillariophyta 100%

29390 0 0 0 0 3 0 2 21 0 1 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 31 Eukaryota 100% Bacillariophyta 100%

9771 0 0 0 0 0 0 0 0 0 0 1 0 4 2 0 9 3 0 9 0 2 0 0 1 0 31 Gammaproteobacteria 94% Thiofaba 50%

1108 0 0 0 15 2 0 0 2 0 2 0 6 0 0 0 0 0 4 0 0 0 0 0 0 0 31 UI-Alphaproteobacteria 76% Wenxinia 18%

8790 0 0 0 0 0 0 0 0 0 0 15 0 1 8 0 2 2 0 0 3 0 0 0 0 0 31 UI-Bacteroidetes 76% Perexilibacter 17%

25139 1 0 5 0 15 0 3 0 0 6 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 31 UI-Cyanobacteria 53% GpIIb 19%

1548 1 0 0 1 0 10 1 0 0 0 0 10 0 0 7 0 0 1 0 0 0 0 0 0 0 31 UI-Cyanobacteria 71% GpIV 43%

6009 0 1 0 0 0 10 12 0 2 0 0 0 2 0 4 0 0 0 0 0 0 0 0 0 0 31 UI-Eukaryota 74% Streptophyta 52%

3296 1 0 0 3 1 0 2 3 0 8 0 11 0 0 1 0 0 1 0 0 0 0 0 0 0 31 UI-Planctomycetes 75% Phycisphaera 72%

4822 0 3 0 0 3 3 2 4 0 11 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 31 Verrucomicrobia 99% Haloferula 97%

790 0 0 0 6 1 0 0 0 0 1 0 12 0 0 0 0 0 9 0 0 0 0 0 1 0 30 Alphaproteobacteria 98% Pelagibius 82%

548 0 0 0 0 0 0 0 0 0 1 1 0 6 0 1 0 1 18 0 0 2 0 0 0 0 30 Alphaproteobacteria 100% Rhodobacter 94%

14008 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 4 6 0 1 0 0 15 30 Cyanobacteria 88% GpI 74%

14236 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 17 1 0 3 1 2 4 30 Cyanobacteria 97% GpXIII 49%

65638 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 5 24 0 30 Cyanobacteria 100% GpXIII 99%

43546 21 0 6 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 30 Cyanobacteria 97% GpI 50%

30563 0 0 0 5 0 0 4 0 12 1 0 4 0 0 4 0 0 0 0 0 0 0 0 0 0 30 Cyanobacteria 95% GpX 60%

374 0 0 0 0 0 0 0 3 0 0 2 1 2 2 0 7 1 8 3 0 0 0 0 1 0 30 Gammaproteobacteria 99% Thiofaba 71%

47086 7 0 2 0 14 1 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 30 UI-Cyanobacteria 60% GpX 23%

9257 0 0 0 0 0 0 0 0 0 0 1 0 2 22 0 2 0 0 1 0 0 0 0 2 0 30 UI-Epsilonproteobacteria 15% Nitratiruptor 12%

16644 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 5 23 1 0 0 30 UI-Epsilonproteobacteria 74% Nitratiruptor 52%

6612 0 2 0 0 0 7 6 0 0 0 0 2 2 0 11 0 0 0 0 0 0 0 0 0 0 30 UI-Eukaryota 74% Streptophyta 67%

53603 0 0 0 13 0 0 3 2 0 6 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 29 Alphaproteobacteria 92% Defluviicoccus 71%

5979 0 1 0 26 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 29 Alphaproteobacteria 100% Maricaulis 35%

53635 0 0 0 28 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 29 Cyanobacteria 93% GpI 93%

75880 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20 5 4 0 0 29 Epsilonproteobacteria 92% Sulfurovum 82%

8462 0 0 0 0 0 0 0 0 0 0 4 0 8 15 0 2 0 0 0 0 0 0 0 0 0 29 Gammaproteobacteria 87% Thiothrix 33%

10375 0 0 0 0 0 0 0 0 0 4 4 0 2 19 0 0 0 0 0 0 0 0 0 0 0 29 Gammaproteobacteria 89% Zymobacter 22%

4788 0 27 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 29 Gammaproteobacteria 99% Aeromonas 93%

9530 0 0 0 0 0 0 0 0 0 1 1 0 2 24 0 1 0 0 0 0 0 0 0 0 0 29 UIP-Gammaproteobacteria 84% Serpens 36%

739 0 0 0 3 1 0 0 3 0 0 0 14 0 0 1 0 0 6 0 0 0 0 0 0 0 28 Alphaproteobacteria 93% Wenxinia 38%

53504 0 0 0 25 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 28 Alphaproteobacteria 90% Croceicoccus 17%

23621 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 1 24 28 Cyanobacteria 88% GpIX 48%

24269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 0 0 16 0 0 2 1 0 1 28 Cyanobacteria 87% GpXIII 71%

6892 6 2 1 0 0 7 0 4 0 1 3 4 0 0 0 0 0 0 0 0 0 0 0 0 0 28 Cyanobacteria 96% GpI 70%

53556 0 0 0 23 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 28 Cyanobacteria 99% GpI 97%

36932 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 2 6 1 12 0 28 Deltaproteobacteria 100% Desulfocapsa 100%

84 0 2 0 5 0 4 0 2 0 0 0 3 0 0 3 0 0 9 0 0 0 0 0 0 0 28 Eukaryota 100% Bacillariophyta 100%

337 0 4 0 2 7 2 2 0 0 0 0 1 0 0 4 0 0 6 0 0 0 0 0 0 0 28 Eukaryota 100% Bacillariophyta 100%

3266 0 3 0 0 4 0 0 5 0 2 0 8 1 0 3 0 0 2 0 0 0 0 0 0 0 28 Eukaryota 85% Chlorophyta 72%

42409 9 0 6 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 28 UI-Cyanobacteria 52% GpVIII 23%

310 0 0 0 0 3 0 0 4 0 6 0 12 0 0 0 0 0 3 0 0 0 0 0 0 0 28 UI-Eukaryota 78% Chlorophyta 76%

976 0 1 0 1 1 1 5 2 0 5 9 1 0 0 0 0 0 2 0 0 0 0 0 0 0 28 UIP-Gammaproteobacteria 80% Aspromonas 13%

1488 0 0 0 2 2 0 3 1 0 7 0 8 0 0 2 0 0 2 0 0 0 1 0 0 0 28 UI-Planctomycetes 27% Phycisphaera 16%

4314 0 4 0 0 0 1 0 0 0 2 3 3 5 2 0 0 0 1 0 0 1 1 3 1 0 27 Alphaproteobacteria 98% Silicibacter 33%

234 0 0 0 1 0 0 3 1 0 2 1 1 1 0 0 1 0 15 0 0 0 0 0 1 0 27 Alphaproteobacteria 100% Filomicrobium 98%

625 0 0 0 7 0 0 0 1 0 0 0 7 0 0 0 0 0 12 0 0 0 0 0 0 0 27 Alphaproteobacteria 97% Hyphomicrobium 61%

1643 0 0 0 3 1 1 0 6 0 7 4 1 0 0 2 0 0 2 0 0 0 0 0 0 0 27 Alphaproteobacteria 98% Croceicoccus 17%

42544 9 0 9 0 5 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27 Alphaproteobacteria 97% Zhangella 5%

22307 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 8 1 0 6 0 0 2 1 2 1 27 Bacteroidetes 98% Crocinitomix 28%

32999 0 0 0 1 1 0 5 10 0 4 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 27 Betaproteobacteria 100% Aquaspirillum 34%

1939 0 1 0 0 3 2 0 5 0 0 0 3 0 0 8 0 0 4 0 0 1 0 0 0 0 27 Eukaryota 92% Bacillariophyta 92%

7682 0 1 0 0 14 0 5 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27 Eukaryota 93% Bacillariophyta 93%

645 0 0 0 0 0 0 0 0 0 0 21 0 1 0 0 1 0 3 0 0 1 0 0 0 0 27 Gammaproteobacteria 100% Thiothrix 100%

9956 0 0 0 0 0 0 1 0 0 1 4 0 7 12 1 1 0 0 0 0 0 0 0 0 0 27 Gammaproteobacteria 95% Zymobacter 16%

43903 9 0 14 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27 UI-Cyanobacteria 72% GpVIII 16%

88378 0 0 0 0 0 0 0 0 27 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27 UI-Firmicutes 44% Atopobacter 3%

15559 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 1 11 0 7 0 3 27 UIP-Epsilonproteobacteria 83% Sulfurovum 72%

1101 0 0 0 0 0 0 0 0 0 3 0 0 4 5 0 5 0 2 0 0 3 2 2 0 0 26 Alphaproteobacteria 100% Donghicola 35%

54215 1 0 0 4 0 0 0 0 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Alphaproteobacteria 100% Leisingera 20%

791 0 0 0 2 2 6 3 0 0 3 2 5 0 0 2 0 0 1 0 0 0 0 0 0 0 26 Bacteroidetes 87% Haliscomenobacter 30%

13338 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 10 8 0 0 1 0 3 0 0 0 26 Betaproteobacteria 100% Thiomonas 100%

29781 2 0 0 0 2 2 2 4 0 5 2 2 0 2 1 0 0 0 0 0 0 0 0 1 1 26 Cyanobacteria 92% GpI 49%

44891 24 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Cyanobacteria 98% GpIX 75%

76964 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 18 1 0 0 26 Epsilonproteobacteria 97% Sulfurovum 82%

1166 0 0 0 4 1 0 0 3 0 1 0 3 0 0 4 0 0 10 0 0 0 0 0 0 0 26 Eukaryota 100% Bacillariophyta 100%

2299 2 3 0 0 1 1 1 0 0 0 3 5 0 0 6 0 0 4 0 0 0 0 0 0 0 26 Eukaryota 98% Bacillariophyta 90%

155 0 0 0 0 2 0 0 19 0 1 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 26 Eukaryota 96% Bacillariophyta 96%

912 0 0 0 0 0 0 0 0 18 3 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 26 Eukaryota 99% Bacillariophyta 98%

29757 0 0 0 0 0 0 0 23 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 26 Eukaryota 98% Bacillariophyta 96%

10899 0 0 0 0 0 0 0 0 0 3 1 0 2 0 0 6 0 0 4 0 2 4 0 4 0 26 Gammaproteobacteria 98% Thiofaba 83%

8926 0 0 0 0 0 0 0 0 0 0 0 0 6 1 0 12 0 0 6 1 0 0 0 0 0 26 Gammaproteobacteria 95% Thiothrix 47%

111 0 0 0 0 0 0 0 13 0 1 0 0 0 1 3 0 0 8 0 0 0 0 0 0 0 26 Gammaproteobacteria 99% Thiohalophilus 29%

9093 0 0 0 0 0 0 0 0 0 4 3 0 5 14 0 0 0 0 0 0 0 0 0 0 0 26 Gammaproteobacteria 91% Serpens 31%

5109 0 22 0 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Gammaproteobacteria 100% Aeromonas 55%

29328 0 0 0 5 0 1 1 0 7 0 0 10 0 0 2 0 0 0 0 0 0 0 0 0 0 26 UI-Alphaproteobacteria 66% Tepidamorphus 6%

468 0 0 0 0 0 0 0 0 0 8 0 7 6 0 0 0 0 5 0 0 0 0 0 0 0 26 UI-Betaproteobacteria 26% Shinella 26%

1063 0 2 0 0 0 2 1 0 0 0 3 0 4 0 8 0 0 5 0 1 0 0 0 0 0 26 UI-Eukaryota 67% Bacillariophyta 52%

2738 0 6 0 0 0 3 0 0 0 0 0 2 1 0 11 0 0 3 0 0 0 0 0 0 0 26 UI-Eukaryota 73% Chlorophyta 32%

5205 0 5 0 2 9 3 0 1 0 0 0 1 0 0 5 0 0 0 0 0 0 0 0 0 0 26 UI-Eukaryota 30% Bacillariophyta 26%

88612 0 0 0 0 0 0 0 0 26 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 UI-Gammaproteobacteria 30% Ectothiorhodosinus 7%

54360 0 0 0 6 0 2 2 4 4 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Acidobacteria 100% Gp4 100%

1298 0 0 0 0 0 0 2 4 0 12 1 1 1 0 2 0 0 2 0 0 0 0 0 0 0 25 Alphaproteobacteria 100% Sphingomonas 35%

2233 0 0 0 7 0 0 2 0 5 2 0 6 0 0 2 0 0 1 0 0 0 0 0 0 0 25 Alphaproteobacteria 98% Gemmobacter 16%

4412 0 4 0 0 1 1 0 4 0 9 1 4 0 0 1 0 0 0 0 0 0 0 0 0 0 25 Alphaproteobacteria 100% Hyphomonas 63%

55466 0 0 0 1 0 0 0 0 24 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Alphaproteobacteria 88% Roseomonas 77%

53142 17 0 1 0 0 5 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Alphaproteobacteria 97% Parvularcula 53%

8528 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 5 1 1 9 1 1 4 25 Cyanobacteria 98% GpXIII 66%

44301 15 0 8 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Cyanobacteria 94% GpX 26%

849 1 0 0 6 0 0 0 0 8 0 0 2 2 0 1 0 0 5 0 0 0 0 0 0 0 25 Eukaryota 100% Bacillariophyta 100%

210 0 2 0 0 6 1 1 4 0 0 0 1 0 0 6 0 0 4 0 0 0 0 0 0 0 25 Eukaryota 96% Streptophyta 68%



179 
 

 

609 0 1 0 0 1 0 0 16 1 2 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 25 Eukaryota 98% Bacillariophyta 98%

3282 0 0 0 0 0 0 0 1 0 1 0 0 4 0 1 10 0 2 2 0 0 1 2 1 0 25 Gammaproteobacteria 99% Thiofaba 60%

10682 0 0 0 0 0 0 0 0 0 0 21 0 1 0 0 1 0 0 1 0 0 0 1 0 0 25 Gammaproteobacteria 88% Thiothrix 81%

9300 0 0 0 0 0 0 0 1 0 0 0 0 1 2 0 17 0 0 0 1 0 3 0 0 0 25 Gammaproteobacteria 99% Halothiobacillus 58%

42852 0 0 18 0 5 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25 UI-Alphaproteobacteria 53% Albibacter 12%

2674 0 10 0 0 1 1 0 0 0 1 2 5 0 0 1 0 0 2 0 0 0 0 1 0 0 24 Alphaproteobacteria 100% Rhodobacter 54%

1336 0 1 0 0 0 0 0 0 0 4 3 0 7 0 1 0 0 5 0 0 3 0 0 0 0 24 Alphaproteobacteria 100% Tepidamorphus 43%

676 0 0 0 3 4 0 1 5 0 7 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 24 Alphaproteobacteria 99% Cucumibacter 30%

1304 0 0 0 3 2 1 6 1 4 3 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 24 Alphaproteobacteria 100% Silicibacter 40%

76286 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 14 5 0 0 24 Epsilonproteobacteria 97% Sulfurovum 81%

901 0 6 0 0 0 5 1 0 0 0 4 0 1 0 6 0 0 1 0 0 0 0 0 0 0 24 Eukaryota 82% Bacillariophyta 33%

4027 0 6 0 0 0 5 2 0 0 0 0 0 5 0 5 0 0 1 0 0 0 0 0 0 0 24 Eukaryota 88% Streptophyta 88%

7461 0 2 0 0 0 2 1 0 0 0 0 5 1 0 13 0 0 0 0 0 0 0 0 0 0 24 Eukaryota 89% Chlorophyta 65%

8483 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 11 2 0 1 1 0 0 5 0 0 24 Gammaproteobacteria 100% Thiothrix 100%

4539 0 8 0 0 3 5 0 1 0 0 1 0 0 0 3 3 0 0 0 0 0 0 0 0 0 24 Gammaproteobacteria 100% Rheinheimera 100%

88328 0 0 0 0 0 0 0 0 23 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 24 TM7 98% TM7_genera_incertae_sedis 98%

4951 2 3 0 0 6 2 0 0 0 2 0 7 0 1 0 0 0 0 0 0 0 0 0 1 0 24 UI-Cyanobacteria 64% GpVI 62%

6756 0 3 0 0 0 4 0 0 0 0 0 4 1 0 12 0 0 0 0 0 0 0 0 0 0 24 UI-Eukaryota 47% Chlorophyta 33%

2617 0 17 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 2 0 0 0 1 0 0 0 23 Alphaproteobacteria 100% Rhodobacter 38%

137 0 0 0 1 0 1 0 0 0 0 0 1 0 0 2 0 0 18 0 0 0 0 0 0 0 23 Alphaproteobacteria 100% Paracoccus 33%

715 0 0 0 2 0 2 1 1 0 2 0 3 0 0 5 0 0 7 0 0 0 0 0 0 0 23 Alphaproteobacteria 98% Filomicrobium 14%

242 0 0 0 0 0 0 0 0 0 7 0 6 0 0 6 0 0 4 0 0 0 0 0 0 0 23 Alphaproteobacteria 100% Amaricoccus 96%

56298 0 0 0 1 0 1 0 0 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23 Alphaproteobacteria 96% Rubribacterium 39%

20619 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 13 0 0 1 0 2 4 23 Chlorobi 100% Chlorobium 98%

40925 0 0 0 3 3 1 1 2 0 11 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 23 Cyanobacteria 98% GpVIII 57%

65934 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 10 3 1 0 23 Epsilonproteobacteria 96% Sulfurovum 66%

1945 0 0 0 0 0 1 0 8 0 0 0 8 1 0 3 0 0 1 0 0 1 0 0 0 0 23 Eukaryota 93% Chlorophyta 82%

1602 0 0 0 0 3 0 0 10 0 3 1 1 0 1 0 0 0 4 0 0 0 0 0 0 0 23 Eukaryota 100% Bacillariophyta 100%

9778 0 0 0 0 0 0 0 0 0 0 0 0 7 2 0 9 0 0 2 0 0 3 0 0 0 23 Gammaproteobacteria 99% Thiofaba 82%

404 0 0 0 6 2 0 3 1 0 8 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 23 UI-Alphaproteobacteria 20% Terasakiella 8%

1014 0 0 0 0 1 0 2 4 0 4 0 8 0 0 3 0 0 1 0 0 0 0 0 0 0 23 UIP-Alphaproteobacteria 80% Sneathiella 54%

9369 0 0 0 0 0 0 0 0 0 1 1 0 6 15 0 0 0 0 0 0 0 0 0 0 0 23 UIP-Gammaproteobacteria 80% Serpens 32%

11824 0 0 0 2 0 0 0 1 0 3 2 0 2 2 0 0 0 0 0 3 2 4 1 0 0 22 Alphaproteobacteria 100% Gemmobacter 36%

319 0 0 0 5 1 1 0 0 0 3 0 0 0 0 5 0 0 7 0 0 0 0 0 0 0 22 Alphaproteobacteria 99% Antarctobacter 22%

7378 0 1 0 1 0 0 0 0 14 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Alphaproteobacteria 99% Brevundimonas 97%

11098 0 0 0 5 2 1 5 0 0 1 6 0 1 0 0 0 0 0 0 0 0 0 0 1 0 22 Bacteroidetes 98% Flagellimonas 31%

5553 0 1 0 3 0 0 0 2 4 4 0 3 1 0 3 0 0 0 0 0 0 1 0 0 0 22 Eukaryota 85% Chlorophyta 84%

951 0 2 0 1 3 4 1 0 0 0 0 0 0 0 4 0 0 7 0 0 0 0 0 0 0 22 Eukaryota 100% Bacillariophyta 98%

8583 0 0 0 0 0 0 1 1 0 0 18 0 2 0 0 0 0 0 0 0 0 0 0 0 0 22 Eukaryota 100% Bacillariophyta 100%

8908 0 0 0 0 0 0 0 0 0 0 3 0 6 2 0 6 1 0 1 1 0 0 2 0 0 22 Gammaproteobacteria 100% Thiothrix 98%

8543 0 0 0 0 0 0 0 0 0 1 0 0 11 7 0 3 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 95% Thiofaba 40%

10085 0 0 0 0 0 0 0 0 0 1 0 0 1 20 0 0 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 91% Serpens 34%

8648 0 0 0 0 0 0 0 0 0 2 2 0 7 11 0 0 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 94% Serpens 37%

4575 0 18 0 0 0 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 99% Aeromonas 91%

1288 0 3 0 0 0 9 2 0 0 0 0 1 0 0 6 0 0 1 0 0 0 0 0 0 0 22 UI-Eukaryota 77% Streptophyta 77%

8759 0 0 0 0 0 0 0 0 0 2 3 0 3 14 0 0 0 0 0 0 0 0 0 0 0 22 UI-Gammaproteobacteria 77% Serpens 35%

88685 0 0 0 0 0 0 0 0 21 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 22 UIP-Gammaproteobacteria 82% Coxiella 42%

1201 0 0 0 2 1 0 0 2 0 4 1 5 0 0 1 0 0 5 0 0 0 0 0 0 0 21 Alphaproteobacteria 89% Chelatococcus 15%

53858 0 0 0 9 1 1 3 1 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Alphaproteobacteria 97% Rhodovibrio 25%

36172 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 1 0 0 0 0 1 1 0 8 1 21 Cyanobacteria 85% GpX 42%

4182 5 1 3 0 5 3 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 21 Cyanobacteria 100% GpX 83%

54948 0 0 0 4 1 0 2 1 0 2 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Cyanobacteria 97% GpVIII 49%

46538 2 0 2 0 14 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Cyanobacteria 88% GpI 40%

54657 18 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Cyanobacteria 100% GpX 58%

23809 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 18 0 1 21 Epsilonproteobacteria 88% Sulfurovum 22%

25115 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 17 0 1 21 Epsilonproteobacteria 93% Wolinella 33%

75679 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 16 4 0 0 21 Epsilonproteobacteria 89% Sulfurimonas 78%

1275 0 2 0 0 5 2 0 3 0 3 1 3 1 0 0 0 0 1 0 0 0 0 0 0 0 21 Eukaryota 100% Bacillariophyta 100%

3207 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 7 1 1 1 2 3 3 1 0 0 21 Gammaproteobacteria 97% Thiothrix 93%

10504 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 6 3 0 8 1 1 0 0 0 0 21 Gammaproteobacteria 98% Thiothrix 90%

556 0 1 0 1 1 0 0 2 0 2 0 6 4 0 2 0 0 2 0 0 0 0 0 0 0 21 UI-Alphaproteobacteria 33% Blastomonas 8%

53716 0 0 0 19 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 21 UI-Alphaproteobacteria 75% Tistlia 56%

216 1 1 0 4 0 0 1 1 0 1 0 1 0 0 0 0 0 10 0 0 0 0 0 0 0 20 Alphaproteobacteria 99% Hyphomicrobium 58%

961 0 0 0 0 0 0 1 0 10 0 0 5 0 0 1 0 0 3 0 0 0 0 0 0 0 20 Alphaproteobacteria 100% Hyphomicrobium 93%

1226 0 0 0 0 3 0 0 5 0 5 3 0 0 0 1 0 0 3 0 0 0 0 0 0 0 20 Alphaproteobacteria 100% Sandaracinobacter 26%

1584 0 1 0 6 0 3 2 0 0 2 0 3 0 0 1 0 0 2 0 0 0 0 0 0 0 20 Alphaproteobacteria 100% Hyphomicrobium 92%

28825 3 0 0 6 0 5 2 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 20 Alphaproteobacteria 99% Rubribacterium 81%

30738 0 0 0 0 0 1 3 0 14 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 20 Alphaproteobacteria 100% Rubrimonas 58%

53631 1 0 0 10 0 3 0 0 0 4 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Alphaproteobacteria 95% Maricaulis 47%

13487 0 0 0 0 0 0 0 0 3 0 0 0 0 2 0 0 1 0 1 1 0 0 1 6 5 20 Bacteroidetes 98% Sediminitomix 30%

15936 0 0 0 0 0 0 0 0 4 0 0 0 0 2 0 2 5 0 0 1 3 3 0 0 0 20 Bacteroidetes 99% Alkaliflexus 41%

23388 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 2 0 0 0 0 1 14 20 Chlorobi 100% Chlorobium 95%

141 0 0 0 3 0 0 0 6 0 1 0 3 0 2 2 0 0 3 0 0 0 0 0 0 0 20 Gammaproteobacteria 100% Lamprocystis 52%

29753 0 0 0 0 4 1 3 5 0 4 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 20 Gammaproteobacteria 99% Thiohalomonas 21%

3731 0 1 0 0 0 0 0 0 0 0 0 1 0 0 15 0 0 1 0 0 2 0 0 0 0 20 UI-Eukaryota 70% Chlorophyta 33%

4176 0 0 0 0 0 0 0 0 0 0 0 3 0 2 0 2 0 1 0 2 0 3 6 0 0 19 Alphaproteobacteria 100% Rhodobacter 55%

1076 0 0 0 0 0 1 0 0 4 8 0 2 0 0 1 0 0 3 0 0 0 0 0 0 0 19 Alphaproteobacteria 100% Porphyrobacter 70%

135 0 1 5 2 5 0 1 1 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 19 Alphaproteobacteria 98% Angulomicrobium 24%

24809 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 2 0 0 6 2 4 1 19 Bacteroidetes 97% Flexithrix 11%

2114 0 0 0 0 0 0 1 11 0 1 0 0 3 0 2 0 0 1 0 0 0 0 0 0 0 19 Betaproteobacteria 100% Thiobacillus 45%

21262 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 1 1 0 1 0 0 1 0 9 0 19 Cyanobacteria 96% GpX 43%

53862 0 0 0 17 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria 100% GpI 99%

79842 7 0 0 0 6 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria 80% GpIX 21%

778 0 0 0 0 0 0 0 4 0 5 3 0 3 0 1 0 0 3 0 0 0 0 0 0 0 19 Deltaproteobacteria 95% Bdellovibrio 94%

7131 1 1 0 0 7 1 1 2 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 1 19 Eukaryota 99% Bacillariophyta 96%

735 0 0 0 8 0 0 0 0 0 0 0 0 1 0 3 1 0 6 0 0 0 0 0 0 0 19 Eukaryota 94% Bacillariophyta 86%

577 0 1 0 0 0 0 0 4 0 3 0 4 0 0 3 0 0 4 0 0 0 0 0 0 0 19 Eukaryota 100% Bacillariophyta 98%

769 0 4 0 0 1 0 0 5 0 4 0 0 0 0 1 0 0 4 0 0 0 0 0 0 0 19 Eukaryota 100% Bacillariophyta 100%

1381 0 3 0 0 0 9 1 0 0 0 0 0 0 0 4 0 0 2 0 0 0 0 0 0 0 19 Eukaryota 81% Streptophyta 60%

1919 0 0 0 0 0 0 0 12 0 0 6 0 0 0 0 0 0 1 0 0 0 0 0 0 0 19 Eukaryota 100% Bacillariophyta 100%

10323 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 4 1 0 1 4 1 0 5 0 0 19 Gammaproteobacteria 100% Thiothrix 100%

20037 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 5 0 8 0 0 0 1 0 0 19 Gammaproteobacteria 96% Thiothrix 92%

1948 0 0 0 0 2 0 0 11 0 0 0 0 0 0 3 0 0 3 0 0 0 0 0 0 0 19 Gammaproteobacteria 100% Thioalkalispira 14%

3115 0 0 0 4 1 0 2 1 0 2 0 5 0 0 2 0 0 2 0 0 0 0 0 0 0 19 Gammaproteobacteria 89% Methylococcus 17%

28819 0 0 0 10 1 0 0 0 3 2 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 19 Gammaproteobacteria 92% Methylococcus 22%
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31574 1 0 0 8 0 0 4 0 0 0 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 19 UI-Alphaproteobacteria 57% Dongia 25%

7111 5 1 1 0 7 4 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 UI-Alphaproteobacteria 60% Wenxinia 5%

43853 5 0 8 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 UI-Cyanobacteria 77% GpIX 18%

6010 0 8 0 0 0 1 0 0 0 0 0 3 1 0 4 0 0 0 0 0 2 0 0 0 0 19 UI-Eukaryota 64% Streptophyta 54%

11111 0 0 0 14 0 0 0 0 2 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 19 UI-Eukaryota 47% Bangiophyceae 16%

8849 0 0 0 1 0 1 0 0 15 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 19 UI-Firmicutes 41% Pasteuria 40%

54727 0 0 0 2 0 0 0 0 15 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 19 UI-Gammaproteobacteria 26% Eionea 2%

341 0 0 0 1 2 6 0 0 0 0 0 1 0 0 0 0 0 9 0 0 0 0 0 0 0 19 UIP-Alphaproteobacteria 83% Meganema 19%

2423 0 0 0 0 0 0 0 0 0 0 2 0 3 2 0 6 1 3 1 0 1 0 0 0 0 19 UI-Spirochaetes 67% Spirochaeta 63%

939 2 1 0 2 2 5 0 2 0 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 18 Alphaproteobacteria 100% Porphyrobacter 85%

2012 0 0 0 8 0 0 1 0 0 1 0 6 0 0 0 0 0 2 0 0 0 0 0 0 0 18 Alphaproteobacteria 97% Rubribacterium 26%

8206 0 2 1 0 5 8 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Alphaproteobacteria 100% Sphingopyxis 79%

11058 0 0 0 5 0 0 0 3 2 1 0 2 1 1 0 2 0 0 0 0 0 0 0 1 0 18 Bacteroidetes 100% Marinoscillum 42%

8802 0 0 0 0 0 0 0 0 0 0 2 0 9 2 0 3 1 0 0 0 1 0 0 0 0 18 Bacteroidetes 99% Lewinella 74%

1164 0 0 0 0 0 0 0 3 0 0 2 0 7 1 0 3 1 1 0 0 0 0 0 0 0 18 Betaproteobacteria 98% Thiobacillus 51%

9576 0 0 0 0 0 0 0 0 0 0 0 0 2 6 0 2 0 0 7 1 0 0 0 0 0 18 Cyanobacteria 94% GpX 59%

68859 11 0 0 0 2 1 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Cyanobacteria 97% GpVI 77%

4748 10 1 1 2 1 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Cyanobacteria 95% GpXIII 39%

43184 4 0 13 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Cyanobacteria 91% GpIX 25%

77178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 7 3 0 0 18 Epsilonproteobacteria 94% Sulfurovum 74%

12057 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 17 0 0 0 0 0 18 Epsilonproteobacteria 99% Nitratifractor 35%

295 0 0 0 1 2 2 0 1 0 4 0 1 0 0 5 0 0 2 0 0 0 0 0 0 0 18 Eukaryota 94% Streptophyta 87%

2862 0 0 0 0 0 1 0 8 0 3 0 2 0 0 2 0 0 2 0 0 0 0 0 0 0 18 Eukaryota 100% Bacillariophyta 89%

4274 0 0 0 0 0 0 0 8 0 0 0 7 0 0 2 0 0 1 0 0 0 0 0 0 0 18 Eukaryota 89% Bacillariophyta 64%

33536 0 0 0 0 0 10 5 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Eukaryota 85% Cryptomonadaceae 28%

13353 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 3 0 4 4 0 0 2 0 0 18 Gammaproteobacteria 99% Thiothrix 97%

9276 0 0 0 0 0 0 0 0 0 0 6 0 2 5 0 3 0 0 0 0 0 0 2 0 0 18 Gammaproteobacteria 98% Thiothrix 97%

183 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 5 1 1 5 0 1 1 1 0 0 18 Gammaproteobacteria 100% Thiothrix 99%

542 0 0 0 0 0 0 0 2 0 1 0 0 2 0 1 5 0 4 1 0 0 2 0 0 0 18 Gammaproteobacteria 97% Thiofaba 82%

8833 0 0 0 0 0 0 0 0 0 0 1 0 5 10 0 1 1 0 0 0 0 0 0 0 0 18 Gammaproteobacteria 87% Thiothrix 58%

7557 0 1 0 0 1 0 4 10 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Gammaproteobacteria 96% Thiohalobacter 48%

4473 0 16 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Gammaproteobacteria 100% Aeromonas 95%

4669 0 18 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Gammaproteobacteria 100% Aeromonas 86%

143 0 0 0 1 0 0 0 11 0 1 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 18 UI-Alphaproteobacteria 79% Defluviicoccus 43%

8619 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 5 4 0 0 0 0 0 0 0 0 18 UI-Alphaproteobacteria 60% Nisaea 22%

43245 3 0 7 0 6 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 18 UI-Cyanobacteria 76% GpIX 9%

65201 1 0 0 0 15 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 UI-Eukaryota 78% Bacillariophyta 36%

53648 0 0 0 17 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 18 UI-Gemmatimonadetes 53% Gemmatimonas 53%

32120 0 0 0 17 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 18 UI-Spirochaetes 24% Brevinema 24%

88324 0 0 0 0 0 0 0 0 17 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Actinobacteria 99% Brevibacterium 82%

65613 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3 12 0 17 Alphaproteobacteria 100% Rhodovulum 96%

443 0 0 0 0 1 0 0 1 0 0 0 1 1 0 0 0 0 5 0 0 8 0 0 0 0 17 Alphaproteobacteria 100% Rhodobacter 86%

78 0 0 0 1 0 1 0 3 2 0 1 1 0 0 2 0 0 6 0 0 0 0 0 0 0 17 Alphaproteobacteria 100% Litoreibacter 24%

1595 0 0 0 4 0 2 1 0 0 1 0 5 1 0 1 0 0 2 0 0 0 0 0 0 0 17 Alphaproteobacteria 100% Roseicyclus 23%

1110 0 0 0 7 0 0 1 1 0 2 0 4 0 0 1 0 0 1 0 0 0 0 0 0 0 17 Alphaproteobacteria 94% Rubribacterium 24%

53576 0 0 0 5 1 3 2 2 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Alphaproteobacteria 87% Defluviicoccus 56%

53676 1 0 0 10 0 2 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Alphaproteobacteria 97% Oceanicaulis 22%

67581 9 0 0 0 2 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Alphaproteobacteria 94% Roseibacterium 30%

54033 0 0 0 17 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Alphaproteobacteria 100% Litoreibacter 42%

13173 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 2 0 12 0 0 0 17 Bacteroidetes 98% Sediminitomix 10%

39153 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 9 2 0 1 0 17 Betaproteobacteria 100% Ideonella 42%

68971 0 0 0 0 1 1 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 81% GpIX 15%

46685 4 0 5 0 6 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 93% GpI 46%

42652 4 0 5 0 7 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 85% GpIX 14%

2913 0 0 0 0 0 2 0 0 11 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 17 Eukaryota 100% Bacillariophyta 100%

10761 0 0 0 0 0 0 0 0 0 0 1 0 2 4 0 4 0 0 0 0 2 2 2 0 0 17 Gammaproteobacteria 99% Thiofaba 83%

16781 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 2 0 8 1 0 0 2 0 0 17 Gammaproteobacteria 100% Thiothrix 100%

9892 0 0 0 0 0 0 0 0 0 0 6 0 1 2 1 3 1 0 1 1 0 0 1 0 0 17 Gammaproteobacteria 100% Thiothrix 100%

28996 0 0 0 5 0 0 0 4 0 2 1 3 0 0 2 0 0 0 0 0 0 0 0 0 0 17 Gammaproteobacteria 97% Ectothiorhodosinus 15%

4997 0 16 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Gammaproteobacteria 100% Aeromonas 93%

4014 0 0 0 1 0 0 0 3 0 0 0 0 1 2 1 3 0 1 0 0 0 1 2 2 0 17 UI-Chlorobi 42% Ignavibacterium 30%

3767 0 0 0 2 1 1 1 1 0 6 0 1 1 0 2 0 0 1 0 0 0 0 0 0 0 17 UI-Cyanobacteria 65% GpX 53%

10776 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 14 0 1 0 17 UI-Deltaproteobacteria 26% Vampirovibrio 10%

28352 0 0 0 0 0 0 1 12 0 1 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 17 UI-Eukaryota 73% Bacillariophyta 41%

63704 0 0 0 0 0 0 0 0 16 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 UI-Gammaproteobacteria 28% Caedibacter 18%

1010 0 0 0 3 0 0 3 8 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 17 UI-Planctomycetes 49% Phycisphaera 39%

88498 0 0 0 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Actinobacteria 98% Tomitella 23%

1442 0 0 0 2 0 0 1 1 0 1 0 2 0 0 3 1 0 5 0 0 0 0 0 0 0 16 Alphaproteobacteria 91% Zhangella 19%

365 1 2 0 2 0 0 0 1 0 2 0 2 0 0 1 0 0 5 0 0 0 0 0 0 0 16 Alphaproteobacteria 91% Angulomicrobium 34%

805 0 0 0 0 0 0 0 0 0 2 0 3 1 0 4 2 0 4 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% Roseicyclus 10%

1684 0 0 0 2 1 0 1 4 1 0 0 2 0 0 1 1 0 3 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% Rhodobacter 57%

505 1 1 0 1 2 2 1 2 0 2 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% Rubribacterium 36%

2539 0 2 0 3 0 3 0 1 0 2 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 16 Alphaproteobacteria 99% Pseudorhodobacter 25%

1754 0 8 0 0 0 1 2 1 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% Oceanicola 63%

28383 0 0 0 10 0 0 0 0 0 1 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% Altererythrobacter 61%

3543 0 0 0 2 0 0 0 1 0 0 0 0 0 1 1 1 0 3 0 0 1 4 1 1 0 16 Bacteroidetes 100% Lutimonas 60%

54491 0 0 0 15 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Bacteroidetes 100% Zhouia 47%

88673 0 0 0 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Bacteroidetes 100% Cryomorpha 32%

27509 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 7 4 0 2 16 Cyanobacteria 92% GpXIII 62%

37618 0 0 0 1 10 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 16 Cyanobacteria 100% GpI 35%

43806 6 0 4 0 4 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Cyanobacteria 81% GpIX 26%

54569 1 0 0 10 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Cyanobacteria 100% GpXIII 48%

25713 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 2 8 0 1 2 16 Deltaproteobacteria 100% Malonomonas 60%

1938 0 0 0 0 2 0 0 6 0 0 5 1 0 0 1 0 0 1 0 0 0 0 0 0 0 16 Eukaryota 100% Bacillariophyta 100%

32961 1 0 0 0 6 0 0 0 0 1 5 3 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Eukaryota 100% Bacillariophyta 98%

32699 0 0 0 0 0 1 0 0 0 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Eukaryota 99% Bacillariophyta 99%

9176 0 0 0 0 0 0 0 0 0 0 3 0 4 2 0 3 1 0 2 1 0 0 0 0 0 16 Gammaproteobacteria 100% Thiothrix 100%

3820 0 0 0 0 5 1 5 2 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 16 Gammaproteobacteria 87% Thioflavicoccus 15%

29000 0 0 0 3 2 0 0 5 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 16 Gammaproteobacteria 98% Lamprocystis 45%

5154 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Gammaproteobacteria 97% Aeromonas 76%

1375 0 0 0 1 1 0 1 3 0 3 0 2 0 0 0 0 0 5 0 0 0 0 0 0 0 16 Planctomycetes 91% Planctomyces 62%

2332 0 0 1 1 1 3 2 2 4 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 16 UI-Alphaproteobacteria 47% Blastomonas 20%

6157 0 2 0 0 0 7 2 0 1 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 16 UI-Alphaproteobacteria 36% Pannonibacter 14%

46644 4 0 2 2 0 6 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 UI-Alphaproteobacteria 69% Salinihabitans 9%

2600 0 0 0 2 1 0 0 0 0 2 0 8 0 0 2 0 0 1 0 0 0 0 0 0 0 16 UI-Cyanobacteria 68% GpVIII 24%
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6270 0 2 0 0 2 4 0 0 0 3 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 16 UI-Cyanobacteria 43% GpVI 40%

27973 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 6 4 3 0 16 UI-Deltaproteobacteria 52% Enhygromyxa 13%

8951 0 0 0 0 0 0 0 0 0 0 5 0 2 5 0 0 0 0 0 0 1 3 0 0 0 16 UI-Epsilonproteobacteria 15% Nitratiruptor 12%

1303 0 0 0 0 0 0 0 4 0 2 0 4 0 0 3 0 0 3 0 0 0 0 0 0 0 16 UI-Eukaryota 71% Chlorophyta 42%

29317 0 0 0 0 2 6 6 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 16 UI-Eukaryota 60% Bangiophyceae 16%

88316 0 0 0 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 UI-Firmicutes 54% Pasteuria 53%

54740 0 0 0 3 1 0 1 4 0 6 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 16 UI-Gammaproteobacteria 75% Halotalea 19%

52895 0 0 1 4 3 2 3 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 16 UI-Gammaproteobacteria 62% Methylococcus 16%

2226 0 0 0 5 0 0 2 2 0 0 0 3 0 0 2 0 0 2 0 0 0 0 0 0 0 16 UIP-Alphaproteobacteria 83% Tepidamorphus 15%

1044 0 0 0 6 0 0 0 1 0 0 1 5 0 0 1 0 0 1 0 0 0 0 1 0 0 16 UIP-Betaproteobacteria 83% Rubrivivax 60%

1760 0 0 0 1 0 0 3 3 1 2 0 2 1 0 2 0 0 1 0 0 0 0 0 0 0 16 UIP-Gammaproteobacteria 84% Perlucidibaca 9%

53875 0 0 0 3 3 4 1 1 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 16 UIP-Gammaproteobacteria 80% Ectothiorhodosinus 12%

65551 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 3 3 0 15 Alphaproteobacteria 100% Oceanicola 33%

54637 1 0 0 4 0 3 1 1 0 3 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 15 Alphaproteobacteria 100% Porphyrobacter 100%

217 0 0 0 0 0 0 1 1 0 4 0 2 0 0 2 0 0 5 0 0 0 0 0 0 0 15 Alphaproteobacteria 97% Croceicoccus 35%

2517 0 0 0 3 1 1 0 2 0 1 0 2 0 0 4 0 0 1 0 0 0 0 0 0 0 15 Alphaproteobacteria 100% Rubribacterium 55%

633 0 1 0 2 0 3 1 1 0 6 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 15 Alphaproteobacteria 100% Porphyrobacter 98%

30277 0 0 0 0 0 1 0 1 2 3 0 7 0 0 1 0 0 0 0 0 0 0 0 0 0 15 Alphaproteobacteria 85% Agaricicola 78%

53484 0 0 0 6 0 0 0 0 0 2 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Alphaproteobacteria 100% Novosphingobium 55%

5962 1 1 0 1 1 3 2 0 0 4 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 80% GpVI 54%

32516 0 0 0 0 0 0 0 0 0 0 14 1 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 98% GpXIII 60%

47569 7 0 1 0 6 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 86% GpI 41%

8955 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 1 2 0 4 0 0 3 1 0 0 15 Deltaproteobacteria 99% Geobacter 99%

75865 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 2 2 0 0 15 Epsilonproteobacteria 89% Sulfurovum 70%

105625 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 8 0 0 0 15 Epsilonproteobacteria 96% Sulfurovum 73%

1039 0 0 0 5 0 0 2 1 0 0 0 1 0 0 0 0 0 4 0 0 0 0 0 2 0 15 Eukaryota 100% Bacillariophyta 100%

1281 0 0 0 0 1 0 0 3 0 0 0 0 0 0 7 0 0 4 0 0 0 0 0 0 0 15 Eukaryota 99% Bacillariophyta 99%

3642 0 0 0 0 0 0 0 6 0 1 1 1 1 0 3 0 0 2 0 0 0 0 0 0 0 15 Eukaryota 97% Bacillariophyta 89%

11060 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 6 0 0 1 5 0 0 1 0 0 15 Gammaproteobacteria 99% Thiothrix 99%

10840 0 0 0 0 0 0 0 0 0 0 1 0 1 3 0 3 2 0 3 1 0 0 1 0 0 15 Gammaproteobacteria 99% Thiothrix 99%

2402 0 1 0 8 0 0 2 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 15 Gammaproteobacteria 98% Methylohalomonas 22%

50741 7 0 1 0 1 2 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 UI-Alphaproteobacteria 59% Zhangella 10%

1655 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 15 UI-Gammaproteobacteria 34% Natronocella 21%

29513 0 0 0 10 1 0 0 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 15 UI-Gammaproteobacteria 56% Beggiatoa 14%

28650 0 0 0 2 0 0 0 0 0 3 0 6 0 0 4 0 0 0 0 0 0 0 0 0 0 15 UI-Planctomycetes 70% Phycisphaera 61%

88679 0 0 0 0 0 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Actinobacteria 100% Kytococcus 43%

1674 1 0 0 1 1 0 2 0 0 1 0 1 0 0 2 0 0 5 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Hyphomicrobium 64%

49 0 0 0 1 1 0 3 1 0 2 0 0 0 0 1 0 0 5 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Prosthecomicrobium 56%

375 0 2 0 0 1 0 0 3 0 4 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 14 Alphaproteobacteria 85% Cucumibacter 33%

456 0 0 0 7 0 0 1 0 0 1 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Blastochloris 60%

1129 2 0 0 1 0 1 1 1 7 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Rubrimonas 80%

29340 0 0 0 0 0 1 0 1 0 0 0 7 0 0 5 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 99% Methylocystis 31%

28872 0 0 0 5 0 0 0 0 0 2 0 5 0 0 2 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 98% Defluviicoccus 71%

53680 0 0 0 5 1 2 3 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Hyphomonas 98%

52948 7 0 1 1 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Lutimaribacter 10%

20185 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 1 0 5 0 0 0 0 0 2 14 Bacteroidetes 91% Flexithrix 32%

75930 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 0 0 14 Bacteroidetes 97% Meniscus 12%

11397 0 0 0 0 0 0 0 0 0 1 0 0 1 8 0 3 1 0 0 0 0 0 0 0 0 14 Betaproteobacteria 99% Sterolibacterium 46%

9544 0 0 0 5 0 0 1 0 0 1 0 3 1 0 3 0 0 0 0 0 0 0 0 0 0 14 Betaproteobacteria 98% Thiobacter 46%

40082 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 13 14 Cyanobacteria 99% GpIX 30%

20115 0 0 0 0 0 0 0 0 0 0 0 0 0 8 0 1 2 0 2 0 1 0 0 0 0 14 Cyanobacteria 80% GpIX 26%

6026 1 1 1 0 3 1 2 2 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria 100% GpVIII 92%

44932 4 0 3 0 4 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria 80% GpIX 22%

52458 5 0 2 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria 100% GpI 94%

39534 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 6 0 0 0 0 0 2 3 2 0 14 Epsilonproteobacteria 95% Hydrogenimonas 58%

87 0 1 0 1 0 0 0 2 0 3 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 14 Eukaryota 100% Bacillariophyta 100%

2634 0 0 0 4 0 0 0 6 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 14 Eukaryota 100% Bacillariophyta 100%

1241 0 0 0 5 0 0 0 0 1 0 0 6 0 0 0 0 0 2 0 0 0 0 0 0 0 14 Eukaryota 100% Bacillariophyta 100%

2447 0 3 0 0 0 4 0 3 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 14 Eukaryota 92% Bacillariophyta 87%

546 0 0 0 0 5 0 0 5 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 14 Eukaryota 100% Bacillariophyta 98%

2020 0 0 0 0 0 2 0 3 0 0 4 3 0 0 1 0 0 1 0 0 0 0 0 0 0 14 Eukaryota 100% Bacillariophyta 100%

9097 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 4 0 0 1 0 1 1 1 2 0 14 Gammaproteobacteria 97% Thiofaba 70%

8454 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 2 5 0 2 1 0 1 0 0 0 14 Gammaproteobacteria 100% Thiothrix 100%

1717 0 0 0 1 2 0 1 3 0 1 0 1 0 0 1 0 0 4 0 0 0 0 0 0 0 14 Gammaproteobacteria 95% Thiohalomonas 17%

707 0 0 0 1 0 0 2 2 0 1 0 2 1 0 1 1 0 3 0 0 0 0 0 0 0 14 Gammaproteobacteria 99% Lamprocystis 33%

9207 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 8 4 0 0 0 0 0 0 0 0 14 Gammaproteobacteria 89% Thiothrix 59%

10356 0 0 0 0 0 0 0 0 0 2 0 0 6 6 0 0 0 0 0 0 0 0 0 0 0 14 Gammaproteobacteria 88% Halothiobacillus 26%

28405 2 0 0 2 3 3 0 1 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 14 UI-Alphaproteobacteria 59% Pannonibacter 25%

29977 0 0 0 3 2 0 0 5 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 14 UI-Gammaproteobacteria 65% Thiorhodospira 32%

10113 0 0 0 2 0 0 1 0 0 6 0 1 3 0 1 0 0 0 0 0 0 0 0 0 0 14 UI-Gammaproteobacteria 79% Aquimonas 21%

31171 0 0 0 0 2 0 0 10 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 14 UIP-Alphaproteobacteria 81% Wenxinia 18%

4331 0 6 0 1 4 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 14 UIP-Alphaproteobacteria 82% Pannonibacter 30%

31156 0 0 0 3 0 1 1 2 0 2 0 1 0 0 2 1 0 0 0 0 1 0 0 0 0 14 Verrucomicrobia 100% Luteolibacter 100%

4768 0 5 0 0 1 0 0 1 0 4 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Verrucomicrobia 100% Luteolibacter 100%

503 0 1 0 0 0 0 2 0 0 4 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 13 Alphaproteobacteria 99% Filomicrobium 55%

1394 0 0 0 0 0 0 0 0 0 2 0 4 0 0 2 0 0 5 0 0 0 0 0 0 0 13 Alphaproteobacteria 100% Hoeflea 22%

1625 0 0 0 0 0 2 1 3 0 1 0 2 1 0 1 0 0 2 0 0 0 0 0 0 0 13 Alphaproteobacteria 100% Hyphomonas 40%

864 0 0 0 2 0 2 2 0 0 0 0 2 0 0 4 0 0 1 0 0 0 0 0 0 0 13 Alphaproteobacteria 99% Tepidamorphus 59%

7665 0 2 0 2 1 2 0 1 0 1 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 99% Devosia 26%

6992 0 1 0 0 6 3 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 97% Dinoroseobacter 19%

88437 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 100% Rubribacterium 100%

22491 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 2 0 1 4 1 0 1 13 Bacteroidetes 82% Zhouia 6%

897 0 0 0 1 0 0 1 2 0 2 1 2 1 0 2 0 0 1 0 0 0 0 0 0 0 13 Bacteroidetes 83% Haliscomenobacter 18%

9059 0 0 0 0 0 0 0 0 0 4 6 0 3 0 0 0 0 0 0 0 0 0 0 0 0 13 Betaproteobacteria 99% Zoogloea 79%

22535 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 1 0 0 0 0 3 1 4 0 13 Chloroflexi 97% Levilinea 76%

57733 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 12 13 Cyanobacteria 96% GpI 85%

25295 0 0 0 0 0 0 0 0 0 0 1 0 0 7 0 1 0 0 2 0 0 0 2 0 0 13 Cyanobacteria 83% GpX 60%

5687 0 1 0 2 1 1 2 2 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 97% GpVIII 83%

23349 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 9 13 Epsilonproteobacteria 92% Sulfurospirillum 78%

893 0 0 0 4 0 0 0 0 1 2 0 0 0 0 1 0 0 4 0 0 0 0 1 0 0 13 Eukaryota 100% Bacillariophyta 100%

5377 0 1 0 0 0 3 4 0 0 0 0 1 0 0 3 0 0 0 0 0 1 0 0 0 0 13 Eukaryota 87% Streptophyta 72%

40 0 0 0 0 0 0 0 9 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 13 Eukaryota 100% Bacillariophyta 100%

1253 0 1 1 0 3 0 2 1 0 0 0 2 0 0 2 0 0 1 0 0 0 0 0 0 0 13 Eukaryota 100% Bacillariophyta 100%

16109 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 3 1 0 3 2 0 0 0 1 0 13 Gammaproteobacteria 100% Thiothrix 100%

31851 1 0 0 0 0 0 0 0 9 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 13 Gammaproteobacteria 100% Escherichia/Shigella 47%
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88562 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Gammaproteobacteria 96% Aquicella 91%

88416 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 UI-Actinobacteria 29% Aciditerrimonas 7%

29543 0 0 0 2 0 0 0 0 3 1 0 4 0 0 3 0 0 0 0 0 0 0 0 0 0 13 UI-Alphaproteobacteria 60% Defluviicoccus 12%

35846 0 0 0 0 0 0 0 0 0 0 1 0 0 12 0 0 0 0 0 0 0 0 0 0 0 13 UI-Alphaproteobacteria 70% Pannonibacter 43%

26081 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 2 0 5 2 13 UI-Cyanobacteria 76% GpX 57%

32725 0 0 0 2 2 3 0 0 0 0 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 13 UI-Cyanobacteria 65% GpI 51%

4950 1 2 1 0 6 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 13 UI-Cyanobacteria 75% GpIV 67%

2508 0 0 0 0 0 0 0 3 0 2 0 2 0 0 4 0 0 1 0 0 0 1 0 0 0 13 UI-Eukaryota 35% Euglenida 26%

1860 0 0 0 0 0 0 0 8 0 1 0 1 0 0 2 0 0 1 0 0 0 0 0 0 0 13 UI-Eukaryota 77% Chlorophyta 42%

92043 5 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 UI-Eukaryota 44% Bangiophyceae 11%

512 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 10 0 0 0 0 0 0 0 13 UI-Gammaproteobacteria 42% Obesumbacterium 17%

9088 0 0 0 0 0 0 0 0 0 0 1 0 6 6 0 0 0 0 0 0 0 0 0 0 0 13 UI-Gammaproteobacteria 79% Carnimonas 8%

1221 0 0 0 1 0 0 0 0 0 0 0 6 0 0 4 0 0 2 0 0 0 0 0 0 0 13 UIP-Alphaproteobacteria 80% Tistlia 21%

106097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 3 0 0 0 13 UIP-Epsilonproteobacteria 84% Sulfurovum 46%

1119 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 4 1 5 0 0 12 Alphaproteobacteria 100% Rhodobacter 60%

600 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 9 0 0 0 0 0 0 0 12 Alphaproteobacteria 100% Haematobacter 38%

3346 0 0 0 0 0 0 1 1 0 7 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 12 Alphaproteobacteria 100% Citreicella 30%

2270 0 0 0 0 1 1 1 0 0 4 0 2 0 0 2 0 0 1 0 0 0 0 0 0 0 12 Alphaproteobacteria 95% Thioclava 8%

2187 0 0 0 0 1 0 0 0 0 4 6 0 0 0 0 0 0 1 0 0 0 0 0 0 0 12 Alphaproteobacteria 99% Oceanicola 46%

31312 0 0 0 1 6 0 0 1 0 1 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 88% Gemmobacter 9%

29181 1 0 0 3 0 3 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 100% Hyphomicrobium 57%

53493 0 0 0 8 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 100% Donghicola 40%

45962 3 0 1 1 1 0 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 99% Amorphus 39%

53669 1 0 0 10 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 99% Daeguia 15%

53714 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 100% Sphingopyxis 81%

19745 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 10 1 0 0 0 0 0 0 0 0 12 Bacteroidetes 100% Flavobacterium 90%

33362 0 0 0 1 0 0 1 1 0 4 3 0 0 0 0 1 0 0 0 0 0 1 0 0 0 12 Betaproteobacteria 100% Hydrogenophaga 80%

69033 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 11 12 Cyanobacteria 96% GpI 82%

1083 0 0 0 1 0 0 0 0 0 2 0 1 0 0 2 0 0 6 0 0 0 0 0 0 0 12 Cyanobacteria 98% GpX 43%

261 1 0 0 0 0 3 1 3 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 12 Cyanobacteria 100% GpI 79%

265 0 0 0 0 2 1 3 2 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 12 Cyanobacteria 92% GpI 44%

62754 5 0 0 0 5 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 85% GpI 44%

47779 5 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 93% GpI 31%

45645 8 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 93% GpVIII 16%

13796 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 1 0 0 2 12 Epsilonproteobacteria 100% Nitratifractor 40%

3865 0 1 0 1 0 0 2 2 0 0 0 2 0 0 2 0 0 2 0 0 0 0 0 0 0 12 Eukaryota 100% Bacillariophyta 100%

3252 0 0 0 0 0 0 0 5 0 0 0 5 0 0 1 0 0 1 0 0 0 0 0 0 0 12 Eukaryota 100% Bacillariophyta 100%

28921 0 0 0 1 2 0 0 1 0 3 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 12 Eukaryota 100% Bacillariophyta 100%

23691 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 8 0 0 12 Gammaproteobacteria 98% Thiothrix 98%

9073 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 1 1 0 1 0 2 0 4 0 0 12 Gammaproteobacteria 93% Thiothrix 91%

23711 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 5 0 0 2 0 0 0 1 0 0 12 Gammaproteobacteria 99% Thiothrix 98%

9381 0 0 0 0 0 0 0 0 0 1 2 0 2 7 0 0 0 0 0 0 0 0 0 0 0 12 Gammaproteobacteria 93% Carnimonas 13%

914 0 0 0 0 0 0 1 3 0 3 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 12 Planctomycetes 91% Phycisphaera 86%

3544 0 0 0 3 0 0 0 0 0 1 0 2 0 0 0 3 0 2 0 0 0 0 1 0 0 12 UI-Alphaproteobacteria 63% Pelagibius 35%

106030 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 10 0 0 0 12 UI-Alphaproteobacteria 35% Robiginitomaculum 34%

1205 0 0 0 0 0 0 0 0 0 6 0 0 3 0 0 0 0 3 0 0 0 0 0 0 0 12 UI-Alphaproteobacteria 60% Blastomonas 15%

481 6 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 12 UI-Alphaproteobacteria 74% Caenispirillum 14%

47328 3 0 1 0 3 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 UI-Alphaproteobacteria 79% Marispirillum 20%

14130 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 3 0 5 1 0 0 1 0 0 12 UI-Deltaproteobacteria 33% Sorangium 16%

3081 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 5 4 1 0 1 0 0 0 0 0 12 UI-Deltaproteobacteria 44% Sorangium 6%

1224 0 0 0 0 0 0 0 2 0 3 0 1 0 0 0 0 0 2 0 0 4 0 0 0 0 12 UI-Eukaryota 60% Chlorophyta 55%

2072 0 0 0 0 0 0 0 8 0 0 0 1 0 0 2 0 0 1 0 0 0 0 0 0 0 12 UI-Eukaryota 72% Chlorophyta 50%

422 0 0 0 0 0 0 0 0 0 0 1 0 5 3 1 0 0 2 0 0 0 0 0 0 0 12 UIP-Deltaproteobacteria 82% Chondromyces 53%

78269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 10 1 0 0 12 UI-Planctomycetes 32% Phycisphaera 31%

14596 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 2 1 0 0 0 4 0 12 UI-Spirochaetes 65% Leptonema 63%

88332 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Actinobacteria 100% Corynebacterium 100%

88397 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Actinobacteria 99% Brachybacterium 83%

10041 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 2 0 5 1 0 11 Alphaproteobacteria 100% Pseudorhodobacter 48%

13274 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 3 0 3 3 0 0 11 Alphaproteobacteria 100% Rhodobacter 58%

817 0 0 0 0 0 0 0 3 0 0 1 2 0 0 0 0 0 2 0 0 2 0 1 0 0 11 Alphaproteobacteria 100% Rhodobacter 86%

1925 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 2 2 0 0 3 0 0 0 0 11 Alphaproteobacteria 99% Roseisalinus 47%

1087 0 0 0 3 0 0 0 1 0 0 0 4 0 0 0 1 0 2 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% Pelagibius 76%

997 0 0 0 1 0 0 5 0 0 0 0 2 0 0 1 0 0 2 0 0 0 0 0 0 0 11 Alphaproteobacteria 87% Wenxinia 43%

3049 0 0 0 1 2 1 0 0 0 3 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% Novosphingobium 28%

2532 0 0 0 1 0 3 1 2 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% Tepidamorphus 46%

9085 0 0 0 3 0 0 0 0 6 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 93% Altererythrobacter 49%

5089 0 5 0 0 0 1 0 2 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% Chelatococcus 23%

55172 0 0 0 5 0 0 0 1 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% Tropicimonas 43%

53656 0 0 0 7 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% Altererythrobacter 60%

12712 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 8 0 0 0 0 0 11 Bacteroidetes 100% Flavobacterium 35%

53659 0 0 0 5 1 0 0 1 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Betaproteobacteria 92% Thiobacter 29%

68999 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 11 Cyanobacteria 95% GpXIII 40%

54500 0 0 0 4 2 2 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 94% GpVI 84%

53670 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 99% GpI 99%

37722 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 1 4 1 1 0 11 Deltaproteobacteria 100% Desulfuromusa 49%

78336 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 9 1 0 0 11 Epsilonproteobacteria 92% Wolinella 21%

78703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 4 1 0 0 11 Epsilonproteobacteria 93% Sulfurovum 67%

28 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 8 1 0 0 0 11 Eukaryota 82% Streptophyta 58%

560 0 0 0 0 0 0 0 4 0 0 0 2 0 0 0 0 0 5 0 0 0 0 0 0 0 11 Eukaryota 94% Bacillariophyta 82%

716 0 0 0 1 1 0 0 3 2 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 11 Eukaryota 100% Bacillariophyta 100%

4317 0 1 0 2 1 4 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 11 Eukaryota 99% Bacillariophyta 99%

4431 0 3 0 0 0 2 0 0 0 0 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 11 Eukaryota 84% Bacillariophyta 64%

88425 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Firmicutes 100% Staphylococcus 96%

10098 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 7 0 0 11 Gammaproteobacteria 92% Thiothrix 68%

2120 0 0 0 2 0 1 1 0 0 3 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 11 Gammaproteobacteria 90% Methylococcus 15%

11017 0 0 0 10 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 98% Ectothiorhodosinus 21%

44855 0 0 1 4 0 1 3 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 100% Thiohalobacter 26%

83590 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 100% Hafnia 56%

5105 0 9 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 100% Aeromonas 96%

437 0 0 0 0 1 0 0 1 0 1 0 4 0 0 0 0 0 4 0 0 0 0 0 0 0 11 Nitrospira 100% Nitrospira 100%

68419 0 0 0 0 2 2 0 4 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Planctomycetes 80% Planctomyces 58%

10934 0 0 0 0 0 0 0 0 0 2 6 0 2 0 0 0 0 0 0 1 0 0 0 0 0 11 UI-Alphaproteobacteria 69% Croceicoccus 35%

30326 1 0 0 2 3 3 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 11 UI-Alphaproteobacteria 48% Wenxinia 5%

43174 7 0 2 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 UI-Alphaproteobacteria 39% Stappia 17%

4508 0 2 0 1 5 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 UI-Alphaproteobacteria 77% Ahrensia 19%
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45302 2 0 5 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 UI-Cyanobacteria 76% GpX 18%

302 0 0 0 4 0 0 1 1 0 1 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 11 UI-Deltaproteobacteria 47% Chondromyces 14%

132 0 0 0 3 0 1 0 1 0 0 0 4 1 0 0 0 0 1 0 0 0 0 0 0 0 11 UIP-Alphaproteobacteria 84% Kiloniella 23%

26559 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 9 0 0 11 UIP-Epsilonproteobacteria 81% Arcobacter 35%

53884 0 0 0 1 0 1 1 0 7 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 11 UI-Planctomycetes 35% Phycisphaera 21%

12071 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0 11 UI-SR1 50% SR1_genera_incertae_sedis 50%

7072 0 1 0 1 1 0 0 0 0 3 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 11 Verrucomicrobia 100% Luteolibacter 100%

2780 0 0 0 1 0 0 3 2 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 10 Alphaproteobacteria 100% Silicibacter 62%

2995 0 0 0 0 0 0 1 0 0 2 0 2 0 0 0 0 0 4 0 0 0 0 1 0 0 10 Alphaproteobacteria 92% Martelella 15%

12495 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 0 0 0 0 0 10 Alphaproteobacteria 99% Sphingomonas 32%

571 0 0 0 0 0 0 0 1 0 0 0 2 1 0 0 0 0 6 0 0 0 0 0 0 0 10 Alphaproteobacteria 96% Agaricicola 23%

345 0 0 0 2 0 0 0 0 0 1 0 2 0 0 0 0 0 5 0 0 0 0 0 0 0 10 Alphaproteobacteria 99% Pelagibius 99%

534 0 0 0 3 0 0 2 0 0 0 0 2 0 0 0 0 0 3 0 0 0 0 0 0 0 10 Alphaproteobacteria 100% Bradyrhizobium 92%

473 0 0 0 0 0 1 3 1 0 1 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 10 Alphaproteobacteria 100% Prosthecomicrobium 50%

1702 0 0 0 2 0 0 0 0 0 0 0 2 0 0 5 0 0 1 0 0 0 0 0 0 0 10 Alphaproteobacteria 100% Filomicrobium 93%

1861 3 0 0 0 1 0 1 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 10 Alphaproteobacteria 100% Rubribacterium 86%

4286 0 0 0 1 1 0 3 0 0 3 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 10 Alphaproteobacteria 100% Silicibacter 60%

30756 1 0 0 4 2 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Alphaproteobacteria 92% Henriciella 13%

55050 0 0 0 4 0 0 1 0 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Alphaproteobacteria 99% Hyphomicrobium 81%

4745 0 1 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Alphaproteobacteria 100% Hirschia 42%

2127 0 0 0 0 1 0 0 5 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 10 Betaproteobacteria 99% Thiobacillus 67%

29136 0 0 0 0 0 0 1 7 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Betaproteobacteria 98% Thiobacillus 43%

53760 0 0 0 5 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Betaproteobacteria 89% Laribacter 29%

41929 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 9 10 Cyanobacteria 100% GpI 68%

6506 1 1 0 0 4 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 93% GpX 20%

46481 1 0 1 0 7 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 90% GpI 39%

95973 8 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 99% GpIX 55%

40022 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 2 1 5 0 10 Deltaproteobacteria 89% Smithella 40%

76484 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 6 1 0 0 10 Epsilonproteobacteria 99% Sulfurovum 94%

106161 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 9 0 0 0 10 Epsilonproteobacteria 93% Sulfurovum 75%

5008 0 1 0 0 0 3 2 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 98% Bacillariophyta 98%

30335 0 0 0 3 0 0 0 0 1 0 0 4 0 0 2 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 100% Bacillariophyta 100%

4926 0 3 0 0 2 1 0 1 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 95% Bacillariophyta 94%

32819 0 0 0 1 6 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 95% Bacillariophyta 93%

64132 0 0 0 0 0 0 0 8 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 85% Bacillariophyta 55%

56317 0 0 0 1 1 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 100% Bacillariophyta 100%

8712 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 1 1 0 2 0 1 0 2 0 0 10 Gammaproteobacteria 100% Thiothrix 99%

16568 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 2 1 0 1 2 0 0 1 0 0 10 Gammaproteobacteria 85% Thiothrix 81%

10350 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 5 0 0 2 0 0 0 1 0 0 10 Gammaproteobacteria 94% Thiothrix 71%

9473 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 4 0 0 0 0 1 0 0 0 0 10 Gammaproteobacteria 97% Thiofaba 79%

2081 0 0 0 2 0 0 0 1 0 2 0 0 1 1 0 0 0 3 0 0 0 0 0 0 0 10 Gammaproteobacteria 98% Thioalkalispira 34%

1644 0 0 0 1 1 0 0 4 0 0 0 1 0 2 0 0 0 1 0 0 0 0 0 0 0 10 Gammaproteobacteria 100% Thiocapsa 100%

28960 0 0 0 2 0 0 0 0 0 0 0 5 0 1 2 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 97% Congregibacter 40%

6032 0 2 0 0 0 7 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 100% Rheinheimera 55%

8940 0 0 0 0 0 0 0 0 0 0 2 0 4 4 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 89% Thiofaba 53%

8830 0 0 0 0 0 0 0 0 0 0 1 0 7 2 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 94% Thiofaba 35%

8517 0 0 0 0 0 0 1 0 0 1 1 0 6 1 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 96% Serpens 34%

88557 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 95% Nitrosococcus 30%

88432 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 89% Aquicella 85%

53681 0 0 0 7 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 97% Marinimicrobium 12%

4543 0 3 0 0 0 1 0 1 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Planctomycetes 100% Gemmata 79%

54190 0 0 0 6 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UI-Alphaproteobacteria 63% Tistlia 29%

54079 1 0 0 2 1 1 1 0 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UI-Cyanobacteria 77% GpVI 67%

1096 0 0 0 0 0 0 0 0 0 3 0 0 3 1 0 0 0 3 0 0 0 0 0 0 0 10 UI-Deltaproteobacteria 29% Phaselicystis 9%

1587 0 0 0 0 0 0 0 0 0 4 0 1 2 0 0 0 0 3 0 0 0 0 0 0 0 10 UI-Deltaproteobacteria 56% Archangium 9%

5608 0 2 0 0 0 3 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 10 UI-Eukaryota 77% Bacillariophyta 69%

32407 0 0 0 0 1 0 1 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UI-Firmicutes 25% Desulfonispora 13%

88561 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UI-Firmicutes 40% Thermoflavimicrobium 3%

8524 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 4 0 0 0 0 0 0 0 0 0 10 UI-Gammaproteobacteria 79% Thiothrix 74%

4735 0 1 0 0 2 1 0 0 0 2 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 10 UI-Gammaproteobacteria 49% Neptuniibacter 22%

4400 0 7 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UI-Gammaproteobacteria 42% Paraferrimonas 11%

28913 0 0 0 5 0 0 1 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 10 UI-Gemmatimonadetes 75% Gemmatimonas 75%

4270 0 0 0 2 0 1 1 1 0 1 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 10 UI-Nitrospira 70% Nitrospira 65%

30362 0 0 0 4 0 0 0 0 0 0 0 3 0 0 3 0 0 0 0 0 0 0 0 0 0 10 UIP-Gammaproteobacteria 80% Steroidobacter 21%

6546 0 5 0 0 2 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Verrucomicrobia 96% Roseibacillus 78%

88389 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Actinobacteria 100% Brachybacterium 97%

88319 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Actinobacteria 98% Marihabitans 14%

1626 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 0 0 5 0 0 0 0 0 0 0 9 Alphaproteobacteria 98% Nisaea 50%

98 0 0 0 0 0 0 0 2 0 0 1 1 0 0 0 0 0 5 0 0 0 0 0 0 0 9 Alphaproteobacteria 98% Altererythrobacter 59%

1103 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 2 0 4 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Paracoccus 68%

1313 0 0 0 0 0 0 1 0 0 1 0 1 0 0 2 0 0 4 0 0 0 0 0 0 0 9 Alphaproteobacteria 99% Hyphomicrobium 35%

260 0 0 0 3 0 0 1 0 0 1 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 9 Alphaproteobacteria 98% Nautella 4%

1046 0 0 0 2 0 0 0 0 0 0 0 3 0 0 1 0 0 3 0 0 0 0 0 0 0 9 Alphaproteobacteria 99% Methylocystis 41%

195 0 0 0 0 2 0 0 1 0 0 0 3 0 0 0 0 0 3 0 0 0 0 0 0 0 9 Alphaproteobacteria 92% Pedomicrobium 25%

1880 0 0 0 0 0 0 0 0 0 0 0 5 0 1 0 1 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 93% Roseicyclus 9%

2218 0 0 0 0 0 0 0 1 0 4 1 0 0 0 1 0 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 99% Daeguia 20%

796 0 2 0 1 0 0 1 0 0 2 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 99% Agaricicola 6%

3462 0 0 0 0 0 0 0 3 0 3 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 97% Sandaracinobacter 42%

2148 1 1 0 1 1 1 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Rubrimonas 74%

2726 0 2 0 0 1 1 0 1 0 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 96% Breoghania 18%

3561 0 0 0 1 0 0 3 0 1 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 91% Rubribacterium 65%

601 0 1 0 2 2 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 98% Filomicrobium 43%

8497 0 0 0 0 0 0 1 0 0 0 2 0 4 0 0 2 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 93% Nisaea 21%

32155 0 0 0 3 1 0 0 1 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 93% Wenxinia 40%

30963 0 0 0 6 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Tepidamorphus 11%

5763 0 1 0 0 3 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Blastochloris 45%

55795 0 0 0 3 0 0 0 0 0 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Gemmobacter 52%

63386 0 0 0 0 1 0 0 3 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Methylosinus 62%

53608 0 0 0 5 1 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 97% Maricaulis 18%

7088 0 1 0 1 0 3 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Altererythrobacter 66%

55196 2 0 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 99% Hyphomonas 69%

49769 7 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 88% Stella 25%

69136 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 9 Bacteroidetes 86% Filimonas 25%

19584 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 1 0 0 0 0 1 1 2 0 9 Bacteroidetes 99% Wandonia 18%

75732 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 9 Bacteroidetes 94% Meniscus 14%
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1670 0 0 0 0 0 0 3 5 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Bacteroidetes 80% Sporocytophaga 18%

32426 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Bacteroidetes 86% Cesiribacter 43%

15944 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 4 1 0 0 2 0 0 0 0 0 9 Betaproteobacteria 100% Thiomonas 100%

39374 0 0 0 2 1 1 0 0 0 1 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 9 Betaproteobacteria 100% Hydrogenophaga 94%

55844 0 0 0 2 0 0 0 0 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Betaproteobacteria 91% Ottowia 27%

88349 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Betaproteobacteria 100% Alcaligenes 99%

69086 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 9 Cyanobacteria 99% GpI 83%

27628 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 1 0 1 3 9 Cyanobacteria 95% GpXIII 62%

65745 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 8 0 9 Cyanobacteria 100% GpXIII 98%

40313 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 6 0 9 Cyanobacteria 84% GpX 34%

41331 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 0 5 0 9 Cyanobacteria 96% GpX 91%

36481 0 0 0 0 0 0 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 1 0 0 9 Cyanobacteria 82% GpIX 52%

875 0 0 0 0 1 0 0 3 0 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 9 Cyanobacteria 88% GpX 42%

4704 0 1 0 0 0 3 3 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 96% GpX 36%

30668 0 0 0 0 1 3 0 0 3 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 99% GpIIb 91%

43586 0 0 2 0 1 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 83% GpI 35%

92069 3 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 100% GpI 80%

54330 0 0 0 1 0 0 0 3 0 0 0 1 0 0 0 3 0 0 0 0 0 1 0 0 0 9 Deltaproteobacteria 99% Desulfosarcina 93%

76642 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 1 1 0 0 9 Epsilonproteobacteria 99% Sulfurovum 90%

1015 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 5 0 0 0 1 0 0 0 9 Eukaryota 97% Bacillariophyta 97%

3056 0 0 0 0 2 0 0 2 0 0 0 2 0 0 0 0 0 2 0 0 1 0 0 0 0 9 Eukaryota 100% Bacillariophyta 100%

6478 0 1 0 0 1 0 0 2 0 0 0 2 0 0 2 0 0 0 0 0 1 0 0 0 0 9 Eukaryota 100% Bacillariophyta 100%

2524 0 0 0 1 1 0 0 0 0 1 0 2 0 0 0 0 0 4 0 0 0 0 0 0 0 9 Eukaryota 96% Bacillariophyta 88%

2656 0 0 0 0 0 0 1 4 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 9 Eukaryota 91% Bacillariophyta 91%

1206 0 0 0 2 2 0 0 2 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 9 Eukaryota 93% Bacillariophyta 79%

2263 0 1 0 0 1 0 0 5 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Eukaryota 97% Bacillariophyta 94%

63326 0 0 0 0 1 1 1 0 0 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 99% Chlorophyta 99%

83122 0 0 0 0 0 0 0 7 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 100% Bacillariophyta 94%

23960 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 5 0 0 0 1 0 0 9 Gammaproteobacteria 100% Thiothrix 100%

21773 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 2 0 0 0 1 0 0 0 0 9 Gammaproteobacteria 99% Thiothrix 96%

24703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 9 Gammaproteobacteria 94% Thiofaba 21%

10700 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 5 0 0 1 0 0 0 0 0 0 9 Gammaproteobacteria 94% Thiofaba 58%

53802 0 0 0 2 0 0 0 2 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 96% Methylosarcina 46%

62837 0 0 0 0 0 0 1 3 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 99% Halochromatium 35%

88507 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 99% Acinetobacter 97%

7972 0 1 1 0 1 1 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 100% Pseudoxanthomonas 51%

5094 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 99% Aeromonas 84%

56992 0 0 0 2 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Planctomycetes 100% Phycisphaera 100%

53703 0 0 0 4 1 1 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Acidobacteria 73% Gp3 44%

1871 0 0 0 0 0 0 1 0 1 2 0 1 0 0 1 0 0 3 0 0 0 0 0 0 0 9 UI-Alphaproteobacteria 71% Sandaracinobacter 36%

63156 0 0 0 0 1 0 1 2 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Alphaproteobacteria 79% Microvirga 20%

53490 0 0 0 5 0 1 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Alphaproteobacteria 47% Defluviicoccus 27%

55864 0 0 0 1 0 0 0 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Alphaproteobacteria 77% Rubribacterium 24%

4377 1 2 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Alphaproteobacteria 74% Blastomonas 30%

8666 0 0 0 0 0 0 0 0 0 0 2 0 1 3 0 0 0 0 2 1 0 0 0 0 0 9 UI-Bacteroidetes 69% Perexilibacter 23%

14450 0 0 0 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 1 0 0 0 0 0 9 UI-Bacteroidetes 71% Perexilibacter 23%

53942 0 0 0 7 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Betaproteobacteria 45% Thiobacter 33%

19878 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 3 0 1 0 1 0 1 0 0 9 UI-Cyanobacteria 62% GpX 40%

79832 0 0 0 0 2 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Cyanobacteria 64% GpX 11%

43507 1 0 5 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Cyanobacteria 52% GpVIII 17%

1411 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 5 0 1 0 0 0 1 0 1 0 9 UI-Deltaproteobacteria 51% Desulfofustis 11%

21490 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 2 2 0 0 9 UI-Deltaproteobacteria 11% Desulfurivibrio 5%

408 0 0 0 0 1 2 0 0 1 0 0 0 0 0 1 0 0 4 0 0 0 0 0 0 0 9 UI-Eukaryota 33% Chlorarachniophyceae 10%

2087 0 0 0 0 0 0 0 3 0 2 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 9 UI-Eukaryota 66% Bacillariophyta 41%

5151 0 3 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 0 0 0 0 0 0 0 0 9 UI-Eukaryota 71% Streptophyta 56%

54060 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UI-Eukaryota 64% Bangiophyceae 13%

77579 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 1 0 0 9 UI-Firmicutes 32% Guggenheimella 4%

15 0 0 0 0 0 0 0 0 0 5 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 9 UI-Gammaproteobacteria 9% Zymobacter 1%

37136 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 9 UI-Gammaproteobacteria 19% Alkanindiges 13%

11797 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 3 1 0 2 0 0 9 UIP-Alphaproteobacteria 83% Croceicoccus 41%

8757 0 0 0 0 0 0 0 0 0 3 1 0 2 0 0 0 0 0 0 3 0 0 0 0 0 9 UIP-Alphaproteobacteria 81% Pannonibacter 43%

4421 0 2 0 0 2 0 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UIP-Alphaproteobacteria 83% Roseisalinus 28%

8440 0 1 0 0 2 1 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UIP-Alphaproteobacteria 82% Hellea 17%

43779 6 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UIP-Alphaproteobacteria 83% Cucumibacter 12%

390 0 0 0 0 0 0 0 5 1 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 9 UIP-Betaproteobacteria 81% Azospira 37%

76429 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 6 1 0 0 9 UIP-Epsilonproteobacteria 83% Wolinella 44%

44268 2 0 6 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UIP-Gammaproteobacteria 82% Thiorhodovibrio 22%

21791 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 1 4 0 0 8 Alphaproteobacteria 85% Methylovirgula 18%

4242 0 2 0 0 1 1 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 1 0 0 0 8 Alphaproteobacteria 98% Bauldia 34%

1471 0 0 0 1 0 0 0 0 0 0 0 0 0 3 0 1 0 3 0 0 0 0 0 0 0 8 Alphaproteobacteria 99% Hyphomicrobium 36%

207 0 0 0 1 2 1 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Bauldia 42%

1085 0 0 0 0 0 0 0 1 0 0 1 3 0 0 1 0 0 2 0 0 0 0 0 0 0 8 Alphaproteobacteria 90% Rubribacterium 56%

215 0 0 0 2 0 0 0 0 0 1 0 3 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Alphaproteobacteria 98% Defluviicoccus 88%

3254 0 0 0 1 1 1 1 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Alphaproteobacteria 99% Rubribacterium 94%

4224 0 0 0 3 0 0 0 1 1 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Silicibacter 64%

6208 0 2 0 1 0 0 0 1 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Pseudorhodobacter 29%

31113 0 0 0 2 0 0 1 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 96% Amaricoccus 61%

28632 0 0 0 3 0 0 1 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 99% Blastochloris 48%

5307 0 4 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Oceanicola 53%

28322 1 0 0 3 0 1 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 99% Tepidamorphus 52%

28791 0 0 0 4 1 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Gemmobacter 18%

32498 3 0 0 0 0 0 3 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 94% Angulomicrobium 5%

33279 0 0 0 0 1 1 0 0 0 1 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 89% Gemmobacter 21%

67006 2 0 0 0 1 1 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Rubrimonas 90%

67049 0 0 0 0 1 4 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 96% Daeguia 15%

5554 0 1 0 1 0 0 1 3 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 89% Rubribacterium 21%

54329 0 0 0 2 3 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Rubribacterium 100%

54556 0 0 0 3 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% Phaeobacter 60%

4834 0 4 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 98% Haematobacter 56%

65799 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 2 3 0 8 Bacteroidetes 99% Flexithrix 34%

1728 0 0 0 0 0 0 1 1 0 3 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Bacteroidetes 100% Marinoscillum 43%

9642 0 0 0 0 0 0 0 4 0 1 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 8 Betaproteobacteria 100% Thiobacillus 40%

33096 0 0 0 0 0 0 0 3 0 1 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 8 Betaproteobacteria 100% Thiobacillus 37%

30231 0 0 0 1 2 0 1 1 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Betaproteobacteria 99% Thiobacillus 45%

8810 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 6 8 Cyanobacteria 97% GpI 93%
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65477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 6 0 8 Cyanobacteria 87% GpX 57%

26 0 0 0 2 1 0 0 0 1 0 0 0 0 0 1 0 0 2 0 0 1 0 0 0 0 8 Cyanobacteria 82% GpIV 40%

34134 2 0 0 2 1 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 90% GpI 64%

33038 0 0 0 0 1 0 1 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 93% GpI 82%

35678 2 0 1 0 2 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 94% GpI 75%

64395 3 0 0 0 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 95% GpI 31%

83411 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 8 Deltaproteobacteria 100% Desulfopila 57%

75606 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 6 0 0 8 Epsilonproteobacteria 95% Arcobacter 92%

568 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 6 0 0 0 0 0 0 0 8 Eukaryota 100% Bacillariophyta 100%

4023 0 1 0 0 0 3 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 8 Eukaryota 88% Bacillariophyta 73%

4075 0 0 0 0 0 0 0 3 0 0 0 3 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Eukaryota 100% Bacillariophyta 100%

2345 0 0 0 0 1 0 0 5 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 8 Eukaryota 83% Bacillariophyta 83%

29045 0 0 0 1 0 0 1 0 0 1 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 82% Chlorophyta 61%

5667 0 3 0 0 2 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 94% Bacillariophyta 94%

82861 0 0 0 0 0 0 0 6 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 85% Chlorophyta 68%

53672 0 0 0 1 0 1 1 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 100% Bacillariophyta 100%

67757 0 0 0 0 0 7 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 98% Bacillariophyta 98%

9692 0 0 0 0 0 0 0 0 0 0 0 0 1 5 0 1 0 0 0 0 0 0 0 0 1 8 Gammaproteobacteria 97% Thiothrix 31%

25849 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 2 0 0 1 0 0 0 2 0 0 8 Gammaproteobacteria 99% Thiothrix 95%

12473 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 1 0 1 0 0 8 Gammaproteobacteria 99% Thiothrix 99%

178 0 0 0 0 0 0 0 4 0 0 0 0 1 0 1 0 0 1 0 0 0 0 1 0 0 8 Gammaproteobacteria 97% Thiothrix 38%

14914 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 1 0 1 2 0 0 0 0 0 8 Gammaproteobacteria 98% Thiothrix 97%

277 0 0 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 4 0 0 0 0 0 0 0 8 Gammaproteobacteria 93% Marinimicrobium 37%

9067 0 0 0 0 0 0 0 0 0 0 0 0 2 5 0 0 1 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 89% Carnimonas 15%

8523 0 0 0 0 0 0 0 0 0 0 3 0 3 1 0 0 1 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 87% Thiothrix 65%

31360 0 0 0 0 1 0 0 4 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 96% Thiohalobacter 16%

10890 0 0 0 0 0 0 0 1 0 2 1 0 1 3 0 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 99% Zymobacter 43%

53837 0 0 0 2 1 0 0 1 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 86% Methylohalobius 40%

862 0 1 0 0 0 0 0 1 2 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 8 Planctomycetes 99% Schlesneria 61%

46931 3 0 1 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Planctomycetes 96% Phycisphaera 96%

12740 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 1 0 0 0 8 SR1 84% SR1_genera_incertae_sedis 84%

88876 0 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Actinobacteria 59% Thermobispora 11%

188 0 0 0 1 3 0 0 2 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 8 UI-Alphaproteobacteria 40% Blastomonas 31%

1830 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 4 0 0 0 0 0 0 0 8 UI-Alphaproteobacteria 79% Rhodobium 28%

11576 0 0 0 0 0 2 0 0 0 0 3 0 1 0 0 0 2 0 0 0 0 0 0 0 0 8 UI-Alphaproteobacteria 74% Nisaea 22%

50625 0 0 1 0 1 0 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Alphaproteobacteria 32% Terasakiella 10%

54781 0 0 0 4 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Alphaproteobacteria 61% Albidovulum 6%

47804 4 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Alphaproteobacteria 59% Methylovirgula 14%

49405 5 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Alphaproteobacteria 67% Caenispirillum 8%

24980 0 0 0 0 0 0 0 0 0 0 4 0 0 2 0 1 0 0 1 0 0 0 0 0 0 8 UI-Bacteroidetes 65% Crocinitomix 5%

13899 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 5 0 2 0 0 0 8 UI-Chloroflexi 10% Thermosporothrix 7%

31260 0 0 0 0 0 3 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 8 UI-Cyanobacteria 73% GpIII 36%

30602 1 0 0 2 0 2 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 8 UI-Cyanobacteria 70% GpVIII 54%

5712 0 1 0 0 0 0 0 1 0 3 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 8 UI-Cyanobacteria 76% GpVIII 58%

53839 1 0 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Cyanobacteria 65% GpIV 22%

3044 0 0 0 0 0 0 0 0 0 1 0 0 6 0 0 0 0 1 0 0 0 0 0 0 0 8 UI-Deltaproteobacteria 28% Sorangium 16%

29155 0 0 0 0 2 0 0 0 0 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 8 UI-Deltaproteobacteria 39% Desulfovermiculus 20%

38388 0 0 0 2 0 0 0 0 0 0 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 8 UI-Deltaproteobacteria 61% Plesiocystis 30%

45224 3 0 2 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Deltaproteobacteria 15% Lawsonia 4%

203 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 3 0 0 1 2 0 0 0 8 UI-Epsilonproteobacteria 11% Nitratiruptor 7%

1568 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 3 0 8 UI-Eukaryota 43% Chlorophyta 33%

4345 0 2 0 0 0 0 0 2 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 8 UI-Eukaryota 67% Chlorophyta 59%

68889 0 0 0 0 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Eukaryota 59% Bacillariophyta 57%

33723 0 0 0 0 0 0 0 0 0 0 1 0 0 7 0 0 0 0 0 0 0 0 0 0 0 8 UI-Firmicutes 18% Gelria 8%

7785 0 1 0 0 0 3 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Firmicutes 20% Butyricicoccus 10%

53571 0 0 0 2 0 0 1 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Firmicutes 69% Pasteuria 68%

56166 0 0 0 1 0 1 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Firmicutes 26% Pasteuria 21%

42374 5 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UI-Gammaproteobacteria 28% Methylovulum 10%

10927 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 5 0 0 0 8 UIP-Epsilonproteobacteria 81% Wolinella 42%

59424 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 5 1 0 7 Alphaproteobacteria 100% Rhodovulum 80%

669 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 0 1 1 0 7 Alphaproteobacteria 100% Rhodovulum 31%

11664 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 4 0 0 7 Alphaproteobacteria 100% Rhodobacter 73%

6124 0 1 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 2 0 0 7 Alphaproteobacteria 100% Chelativorans 66%

8613 0 0 0 0 0 0 0 0 0 0 2 0 3 0 0 0 0 0 0 0 1 0 1 0 0 7 Alphaproteobacteria 89% Vadicella 20%

53629 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 7 Alphaproteobacteria 100% Haematobacter 42%

4527 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 7 Alphaproteobacteria 99% Catellibacterium 26%

10201 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 3 1 0 0 0 7 Alphaproteobacteria 100% Rhodobacter 49%

1914 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 7 Alphaproteobacteria 87% Blastochloris 14%

1620 0 0 0 0 0 0 0 0 0 0 0 5 1 0 0 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 94% Ahrensia 18%

2966 0 0 0 0 1 0 1 0 0 1 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 99% Hyphomicrobium 90%

3917 0 1 0 1 0 1 0 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 100% Roseisalinus 52%

169 0 0 0 4 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 93% Parvibaculum 24%

11602 0 0 0 3 0 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 100% Rhodobacter 59%

57482 0 0 0 1 0 0 1 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 94% Hyphomicrobium 76%

5087 0 2 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 100% Celeribacter 16%

56912 0 0 0 1 0 1 2 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 97% Rubribacterium 46%

55984 0 0 0 2 0 2 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 88% Wenxinia 23%

7239 0 1 1 3 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 98% Silicibacter 32%

56726 0 0 0 1 0 1 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 90% Tistlia 32%

55333 1 0 0 1 1 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 99% Albidovulum 73%

64215 0 0 0 0 4 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 100% Caulobacter 49%

53636 0 0 0 6 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 100% Daeguia 35%

93197 2 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 94% Tistlia 28%

66382 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 2 0 7 Bacteroidetes 90% Alkaliflexus 7%

26727 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 1 0 0 2 1 0 0 7 Bacteroidetes 81% Perexilibacter 19%

13992 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 2 1 1 0 0 0 0 7 Bacteroidetes 90% Petrimonas 17%

88742 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Bacteroidetes 100% Hydrotalea 43%

53801 0 0 0 3 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 7 Betaproteobacteria 100% Thiobacillus 57%

62333 0 0 0 0 1 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 7 Betaproteobacteria 100% Malikia 89%

40363 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 6 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 99% Schlegelella 22%

53744 0 0 0 4 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 85% Rivibacter 48%

54891 0 0 0 3 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 99% Alicycliphilus 11%

27136 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 1 0 1 1 0 7 Chloroflexi 88% Heliothrix 70%

69624 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 7 Cyanobacteria 95% GpI 88%

26389 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 1 0 0 2 7 Cyanobacteria 95% GpXIII 57%
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50061 1 0 1 0 0 1 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 94% GpIIb 22%

53894 0 0 0 4 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 100% GpX 72%

80184 1 0 0 0 0 0 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 97% GpVI 40%

66421 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 1 0 7 Epsilonproteobacteria 99% Sulfurimonas 96%

1001 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 4 0 0 0 7 Epsilonproteobacteria 91% Sulfurovum 65%

106362 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 3 0 0 0 7 Epsilonproteobacteria 96% Sulfurovum 79%

58380 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 3 0 7 Eukaryota 86% Bacillariophyta 77%

56 0 0 0 0 0 0 1 0 1 0 1 1 0 0 1 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 100% Bacillariophyta 100%

3023 0 0 0 0 0 0 0 1 0 0 3 1 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 92% Bacillariophyta 92%

1053 0 0 0 1 0 0 0 3 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 96% Bacillariophyta 90%

1686 0 0 0 0 0 0 0 3 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 96% Bacillariophyta 94%

3450 0 0 0 0 0 0 0 1 0 2 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 99% Bacillariophyta 94%

3885 0 0 0 0 0 0 0 3 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 86% Chlorophyta 85%

2154 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 94% Bacillariophyta 94%

29051 0 0 0 0 0 1 0 1 0 0 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 100% Bacillariophyta 99%

56047 0 0 0 3 0 0 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 93% Chlorophyta 76%

32488 0 0 0 0 1 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 95% Bacillariophyta 92%

32384 0 0 0 5 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 100% Bacillariophyta 54%

88784 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Firmicutes 100% Streptococcus 100%

3632 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 1 0 1 0 0 1 1 7 Gammaproteobacteria 98% Thiofaba 91%

10253 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 4 0 0 7 Gammaproteobacteria 97% Thiothrix 88%

9495 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 0 2 0 0 7 Gammaproteobacteria 100% Thiothrix 93%

19317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 1 0 0 2 0 0 7 Gammaproteobacteria 99% Thiothrix 95%

22360 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 2 0 0 0 2 0 0 7 Gammaproteobacteria 96% Thiothrix 95%

11425 0 0 0 0 0 0 0 0 0 0 2 0 3 0 0 1 0 0 0 0 0 0 1 0 0 7 Gammaproteobacteria 100% Thiothrix 99%

8698 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 3 1 0 0 0 0 0 7 Gammaproteobacteria 100% Thiothrix 100%

427 0 0 0 0 0 0 0 1 0 1 0 2 0 0 2 0 0 1 0 0 0 0 0 0 0 7 Gammaproteobacteria 96% Aquimonas 48%

538 0 0 0 5 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Gammaproteobacteria 100% Luteimonas 18%

32930 0 0 0 0 0 0 0 0 0 0 1 0 0 6 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 90% Serpens 41%

54654 0 0 0 1 0 0 3 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 92% Perlucidibaca 18%

191 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 1 0 2 0 0 0 0 0 0 0 7 Nitrospira 100% Nitrospira 100%

54010 0 0 0 5 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Planctomycetes 94% Planctomyces 84%

68276 1 0 0 0 0 1 2 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Planctomycetes 99% Phycisphaera 99%

53501 0 0 0 4 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Planctomycetes 98% Phycisphaera 97%

54580 0 0 0 1 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Planctomycetes 97% Singulisphaera 45%

13012 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 7 SR1 85% SR1_genera_incertae_sedis 85%

32047 0 0 0 0 0 1 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 1 2 0 0 7 UI-Alphaproteobacteria 69% Tistlia 44%

32490 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 3 0 1 0 0 7 UI-Alphaproteobacteria 63% Defluviicoccus 17%

3399 0 0 1 0 1 0 2 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 7 UI-Alphaproteobacteria 70% Prosthecomicrobium 35%

53900 0 0 0 6 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Alphaproteobacteria 68% Ameyamaea 17%

7210 0 1 0 0 2 1 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Alphaproteobacteria 64% Insolitispirillum 35%

1768 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 7 UI-Bacteroidetes 40% Haliscomenobacter 17%

32667 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Bacteroidetes 47% Dokdonia 18%

12248 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 1 2 0 0 0 0 0 7 UI-Cyanobacteria 49% GpX 19%

57407 0 0 0 1 0 1 0 0 3 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Cyanobacteria 65% GpX 39%

45874 1 0 2 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Cyanobacteria 37% GpX 13%

93244 1 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Cyanobacteria 38% GpIV 7%

45604 4 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Cyanobacteria 53% GpIX 11%

31951 0 0 0 0 0 0 1 2 0 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 7 UI-Deltaproteobacteria 73% Bdellovibrio 23%

84556 0 0 0 0 0 0 0 1 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Deltaproteobacteria 35% Desulfarculus 28%

88924 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Deltaproteobacteria 35% Desulfocurvus 5%

76090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 6 0 0 7 UI-Epsilonproteobacteria 69% Sulfurovum 63%

7 0 0 0 1 0 0 0 2 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 7 UI-Eukaryota 76% Chlorophyta 75%

2058 0 0 0 3 0 0 0 0 2 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 7 UI-Eukaryota 45% Bangiophyceae 8%

31405 0 0 0 0 0 0 0 2 0 3 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 7 UI-Eukaryota 77% Chlorophyta 74%

2190 0 0 0 0 0 0 1 0 0 2 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 7 UI-Firmicutes 48% Mahella 3%

105890 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 7 UI-Gammaproteobacteria 36% Aquisalimonas 7%

818 2 0 0 2 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 7 UI-Gammaproteobacteria 4% Fulvimonas 2%

440 0 0 0 1 1 0 0 0 0 0 0 1 0 0 1 0 0 2 0 0 0 0 1 0 0 7 UIP-Alphaproteobacteria 84% Defluviicoccus 41%

43776 0 0 2 1 0 1 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIP-Alphaproteobacteria 81% Martelella 29%

75722 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 6 0 0 7 UIP-Gammaproteobacteria 83% Thiothrix 71%

53931 0 0 0 4 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Planctomycetes 33% Rhodopirellula 18%

67383 0 0 0 0 0 3 1 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Planctomycetes 72% Phycisphaera 62%

88510 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Planctomycetes 28% Phycisphaera 26%

53523 0 0 0 1 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Planctomycetes 72% Rhodopirellula 27%

81287 1 0 0 0 0 0 2 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Planctomycetes 24% Phycisphaera 12%

37680 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 0 0 0 7 UI-Spirochaetes 59% Leptonema 41%

43225 0 0 2 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UI-Verrucomicrobia 56% Puniceicoccus 42%

88794 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Acidobacteria 94% Gp17 93%

65628 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 2 0 6 Alphaproteobacteria 100% Rhodovulum 77%

11941 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 3 0 1 0 0 6 Alphaproteobacteria 100% Rhodobacter 58%

400 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 2 0 0 0 0 1 0 0 6 Alphaproteobacteria 99% Catellibacterium 55%

41195 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 1 0 0 6 Alphaproteobacteria 97% Donghicola 18%

1264 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 2 0 0 1 0 0 0 0 6 Alphaproteobacteria 97% Seohaeicola 25%

1052 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 4 0 0 0 0 0 0 0 6 Alphaproteobacteria 95% Blastomonas 25%

2005 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 6 Alphaproteobacteria 96% Methylocapsa 26%

1423 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 98% Jhaorihella 23%

509 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 0 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Thioclava 44%

283 1 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 97% Rhizobium 81%

3191 0 0 0 0 0 1 0 1 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Hyphomonas 89%

2101 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 99% Gemmobacter 33%

442 0 0 0 2 0 0 0 0 0 0 1 1 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Erythrobacter 35%

361 0 1 0 0 0 1 0 0 0 1 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 87% Meganema 29%

4098 1 0 0 1 0 0 0 0 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Catellibacterium 91%

4244 0 0 0 2 0 0 1 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Hyphomicrobium 89%

1989 1 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 94% Rubribacterium 28%

269 0 0 0 2 0 0 0 1 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 94% Rubellimicrobium 35%

8562 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 93% Tepidamorphus 72%

54984 0 0 0 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 92% Orientia 38%

53678 1 0 0 2 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Blastochloris 25%

62477 1 0 0 0 1 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Rubrimonas 78%

6027 0 1 0 0 1 1 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 99% Pannonibacter 69%

54610 0 0 0 3 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Novosphingobium 56%

32876 0 0 0 0 1 0 0 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 95% Sandarakinorhabdus 32%

53874 0 0 0 4 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Porphyrobacter 50%
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5192 0 4 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 92% Sphingosinicella 26%

33080 0 0 0 0 1 0 0 0 0 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 93% Daeguia 6%

5699 0 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 99% Erythrobacter 54%

53795 1 0 0 1 0 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 97% Tepidamorphus 9%

54782 0 0 0 4 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Filomicrobium 90%

53934 0 0 0 4 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 95% Breoghania 8%

80171 5 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 98% Tistlia 25%

56078 0 0 0 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 97% Hyphomicrobium 50%

55885 1 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Methylovirgula 55%

5260 0 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% Haematobacter 59%

38719 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 3 0 6 Bacteroidetes 99% Alkaliflexus 33%

79927 0 0 0 0 0 0 1 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Bacteroidetes 96% Ohtaekwangia 41%

9201 0 0 0 0 0 0 0 0 0 0 1 0 2 1 0 2 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 93% Thiobacillus 25%

29004 0 0 0 0 0 0 1 1 0 1 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 100% Thiobacillus 83%

53982 2 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 92% Derxia 34%

53784 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 100% Georgfuchsia 81%

66454 0 0 0 0 0 0 0 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 1 0 6 Cyanobacteria 98% GpX 57%

24277 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 5 0 0 0 0 0 0 6 Cyanobacteria 82% GpIII 18%

33041 0 0 0 1 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 100% GpVIII 89%

67394 1 0 0 0 1 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 91% GpVI 19%

55950 1 0 0 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 100% GpVIII 69%

81153 1 0 0 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 94% GpX 35%

54625 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 99% GpIX 44%

56245 0 0 0 1 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 6 Deltaproteobacteria 99% Desulfuromonas 43%

2315 0 0 0 1 0 0 0 1 0 2 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Deltaproteobacteria 100% Enhygromyxa 79%

8852 0 0 0 0 0 0 0 0 0 1 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 6 Deltaproteobacteria 87% Desulfovirga 21%

40938 0 0 0 3 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 6 Deltaproteobacteria 97% Desulfofustis 42%

76621 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 6 Epsilonproteobacteria 95% Sulfurimonas 91%

107234 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 2 0 0 0 6 Epsilonproteobacteria 87% Wolinella 45%

57920 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 2 0 0 0 6 Epsilonproteobacteria 87% Dehalospirillum 68%

2110 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 6 Eukaryota 95% Bacillariophyta 95%

732 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 4 0 0 0 0 0 0 0 6 Eukaryota 96% Bacillariophyta 96%

10 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 6 Eukaryota 93% Streptophyta 81%

779 0 0 0 0 1 0 0 1 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Eukaryota 98% Bacillariophyta 98%

2929 0 0 0 0 0 1 0 0 0 0 2 1 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 85% Bacillariophyta 69%

2055 0 0 0 0 0 1 1 1 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 88% Bacillariophyta 46%

4088 0 0 0 2 0 1 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 90% Bacillariophyta 87%

1216 0 0 0 0 2 0 0 2 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 93% Bacillariophyta 93%

1652 0 0 0 1 0 0 0 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 100% Bacillariophyta 99%

4321 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 96% Bacillariophyta 95%

6430 0 1 0 0 0 0 0 0 0 0 0 1 0 0 4 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 89% Streptophyta 73%

35569 0 0 0 0 0 0 0 4 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 91% Bacillariophyta 91%

386 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 2 0 0 0 0 1 0 0 6 Firmicutes 100% Clostridium XI 99%

57157 0 0 0 1 0 0 2 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 6 Gammaproteobacteria 93% Methylohalomonas 9%

10843 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 3 0 0 6 Gammaproteobacteria 100% Thiothrix 100%

26065 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 0 0 0 2 0 0 6 Gammaproteobacteria 96% Thiofaba 60%

100 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 1 0 0 1 0 1 0 0 6 Gammaproteobacteria 100% Thiothrix 99%

480 0 1 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 6 Gammaproteobacteria 98% Thiothrix 39%

309 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 6 Gammaproteobacteria 97% Thiofaba 69%

13539 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 3 0 0 0 0 0 6 Gammaproteobacteria 100% Thiothrix 100%

21417 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 1 0 0 0 0 0 0 6 Gammaproteobacteria 97% Thiothrix 86%

1639 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 3 0 0 0 0 0 0 0 6 Gammaproteobacteria 99% Thiofaba 76%

354 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Gammaproteobacteria 91% Rheinheimera 55%

2659 0 0 0 0 0 0 0 2 0 1 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 6 Gammaproteobacteria 86% Methylohalobius 32%

436 0 0 0 0 0 0 0 1 0 0 0 2 1 0 1 0 0 1 0 0 0 0 0 0 0 6 Gammaproteobacteria 99% Haliea 75%

3914 0 0 0 0 0 0 0 0 0 1 0 3 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Gammaproteobacteria 93% Thiohalobacter 52%

1351 0 0 0 2 0 0 0 2 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Gammaproteobacteria 100% Halochromatium 59%

8893 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 0 1 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 93% Thiothrix 76%

37059 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 1 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 100% Thiothrix 97%

30848 0 0 0 3 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 97% Thioprofundum 20%

8493 0 0 0 0 0 0 0 0 0 0 0 5 1 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 100% Lamprocystis 36%

54892 0 0 0 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 95% Thioalkalispira 20%

62653 0 0 0 0 0 0 2 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 89% Sedimenticola 25%

33431 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 99% Thiohalomonas 62%

53819 0 0 0 2 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Nitrospira 100% Nitrospira 100%

23528 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 6 Planctomycetes 95% Phycisphaera 95%

62949 0 0 0 0 0 0 1 0 2 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Planctomycetes 100% Rhodopirellula 100%

9552 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 1 0 0 2 0 0 0 6 Spirochaetes 80% Turneriella 80%

59321 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 4 0 0 0 6 UI-Alphaproteobacteria 71% Stakelama 16%

1806 0 0 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 6 UI-Alphaproteobacteria 62% Primorskyibacter 3%

7241 0 1 0 0 0 3 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 6 UI-Alphaproteobacteria 72% Pseudorhodobacter 21%

37714 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 6 UI-Alphaproteobacteria 16% Tistrella 10%

88384 0 0 0 0 0 0 0 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Alphaproteobacteria 20% Breoghania 11%

48833 0 0 1 0 1 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Alphaproteobacteria 68% Blastomonas 20%

80213 1 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Alphaproteobacteria 62% Pleomorphomonas 22%

97028 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Alphaproteobacteria 75% Zhangella 20%

6748 0 1 0 0 0 0 1 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 72% GpVIII 47%

57123 0 0 0 1 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 77% GpVIII 26%

56477 0 0 0 1 1 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 72% GpVI 24%

7738 0 1 0 0 0 1 0 1 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 79% GpI 54%

62360 0 0 0 0 1 0 0 3 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 79% GpI 38%

67291 1 0 0 0 1 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 71% GpVIII 47%

49650 3 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 74% GpVIII 15%

45935 3 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 60% GpIX 22%

92230 4 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Cyanobacteria 73% GpVIII 21%

10777 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 2 1 6 UI-Deltaproteobacteria 21% Sorangium 5%

41122 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 0 2 0 6 UI-Deltaproteobacteria 13% Desulforegula 6%

65965 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 1 0 6 UI-Deltaproteobacteria 41% Anaeromyxobacter 11%

22463 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 4 0 1 0 6 UI-Deltaproteobacteria 44% Byssovorax 7%

30982 0 0 0 1 0 0 0 3 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 6 UI-Deltaproteobacteria 65% Bdellovibrio 17%

30317 0 0 0 5 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 UI-Deltaproteobacteria 78% Enhygromyxa 36%

56634 0 0 0 2 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Deltaproteobacteria 50% Sorangium 13%

13181 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 4 0 0 0 0 0 6 UI-Epsilonproteobacteria 15% Nitratiruptor 8%

29274 0 0 0 0 0 2 1 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 6 UI-Eukaryota 51% Streptophyta 39%

7471 0 1 0 0 0 0 0 0 0 0 1 1 1 0 1 0 0 0 0 1 0 0 0 0 0 6 UI-Eukaryota 68% Bacillariophyta 67%
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29288 0 0 0 0 0 1 0 0 0 0 0 1 0 0 4 0 0 0 0 0 0 0 0 0 0 6 UI-Eukaryota 52% Streptophyta 41%

31765 0 0 0 0 0 0 0 3 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 6 UI-Eukaryota 74% Chlorophyta 49%

67205 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Eukaryota 61% Cryptomonadaceae 26%

59243 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 1 1 6 UI-Firmicutes 38% Anaerospora 23%

2676 0 0 0 2 0 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 6 UI-Firmicutes 28% Faecalibacterium 13%

88352 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Firmicutes 40% Pelospora 21%

89554 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Firmicutes 31% Pelospora 8%

21576 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 2 1 0 0 0 0 0 0 0 0 6 UI-Gammaproteobacteria 70% Serpens 15%

36605 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 6 UI-Gammaproteobacteria 70% Serpens 32%

10522 0 0 0 0 0 0 0 0 0 1 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 6 UI-Gammaproteobacteria 78% Halotalea 28%

33460 0 0 0 0 0 0 0 0 0 0 4 0 0 2 0 0 0 0 0 0 0 0 0 0 0 6 UI-Gammaproteobacteria 78% Beggiatoa 27%

55015 0 0 0 5 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Gammaproteobacteria 13% Singularimonas 3%

4506 0 5 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Gammaproteobacteria 73% Algicola 25%

31799 0 0 0 3 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 UIP-Alphaproteobacteria 82% Defluviicoccus 14%

4661 0 1 0 1 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIP-Alphaproteobacteria 81% Pleomorphomonas 12%

4434 0 1 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UI-Planctomycetes 69% Phycisphaera 56%

30639 0 0 0 3 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 98% Haloferula 94%

64532 0 0 0 0 1 0 0 1 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 100% Luteolibacter 99%

5561 0 4 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 94% Opitutus 54%

47808 4 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 93% Akkermansia 45%

53513 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 100% Roseibacillus 77%

2843 0 0 0 0 0 1 0 1 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Actinobacteria 99% Ilumatobacter 93%

53650 0 0 0 3 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 89% Iamia 32%

88848 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 100% Micrococcus 49%

89667 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 100% Propionibacterium 75%

89195 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 99% Brachybacterium 91%

2832 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 4 0 5 Alphaproteobacteria 96% Oceanicola 26%

2429 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 5 Alphaproteobacteria 100% Rhodobacter 85%

909 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 5 Alphaproteobacteria 100% Methylocystis 100%

3924 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 5 Alphaproteobacteria 87% Tepidamorphus 14%

457 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 1 0 0 0 0 0 5 Alphaproteobacteria 99% Roseovarius 73%

451 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 5 Alphaproteobacteria 100% Paracoccus 24%

1400 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Hyphomonas 100%

211 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 5 Alphaproteobacteria 98% Rhodomicrobium 14%

2942 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Blastomonas 45%

2174 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% Hyphomonas 93%

3097 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% Tepidamorphus 66%

1856 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Citreimonas 26%

425 0 0 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% Rubribacterium 67%

3573 0 0 0 1 0 0 0 1 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 96% Croceicoccus 23%

1743 0 0 0 0 0 0 0 1 1 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Silicibacter 55%

708 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Roseicyclus 13%

2670 0 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 97% Rhodobacter 34%

239 0 0 0 0 1 1 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 95% Rubrimonas 17%

3856 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Albidovulum 35%

30736 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 2 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 98% Filomicrobium 31%

54451 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Methylocystis 34%

29985 0 0 0 1 0 0 0 1 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Silicibacter 53%

32024 0 0 0 0 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Bauldia 36%

30394 0 0 0 0 0 3 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 92% Methylovirgula 15%

11913 0 0 0 0 2 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 90% Maritimibacter 25%

7008 0 2 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Paracoccus 70%

4595 0 1 0 2 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Albidovulum 86%

54597 0 0 0 1 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Hyphomicrobium 64%

54565 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 93% Defluviicoccus 42%

68292 2 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 98% Rubrimonas 59%

55376 0 0 0 4 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Hirschia 14%

80598 3 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% Magnetospirillum 51%

67277 2 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 90% Caenispirillum 18%

7670 0 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 86% Gaetbulicola 7%

56031 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Sphingopyxis 62%

10320 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 2 0 5 Bacteroidetes 99% Sediminitomix 13%

66189 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 1 0 5 Bacteroidetes 97% Coenonia 13%

24116 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 1 0 5 Bacteroidetes 94% Flexithrix 18%

1012 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 1 0 0 0 0 0 5 Bacteroidetes 100% Elizabethkingia 24%

1572 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Bacteroidetes 100% Flavobacterium 83%

53661 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Bacteroidetes 99% Ohtaekwangia 90%

20860 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 3 0 0 5 Betaproteobacteria 100% Propionivibrio 91%

2059 0 0 0 0 0 0 0 1 0 0 0 0 1 2 0 0 0 1 0 0 0 0 0 0 0 5 Betaproteobacteria 99% Thiobacillus 39%

127 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Betaproteobacteria 89% Schlegelella 31%

230 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Betaproteobacteria 99% Methylibium 15%

9000 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 98% Zoogloea 40%

6040 0 3 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 100% Methyloversatilis 100%

24337 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 0 1 0 0 5 Cyanobacteria 83% GpXIII 64%

14058 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 1 0 0 0 0 0 5 Cyanobacteria 95% GpXIII 56%

335 0 0 0 0 0 1 1 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Cyanobacteria 99% GpI 80%

64659 0 0 0 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 85% GpIX 24%

53633 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 100% GpXIII 67%

93592 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 80% GpX 27%

8962 0 0 0 0 0 0 0 0 0 2 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 5 Deltaproteobacteria 86% Geoalkalibacter 49%

28090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 1 5 Epsilonproteobacteria 98% Sulfurovum 31%

16728 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 1 1 0 0 5 Epsilonproteobacteria 100% Sulfurospirillum 84%

8965 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 0 1 0 1 0 0 5 Epsilonproteobacteria 96% Dehalospirillum 30%

107532 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 0 0 5 Epsilonproteobacteria 92% Sulfurovum 61%

266 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 5 Eukaryota 88% Bacillariophyta 86%

1453 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 Eukaryota 99% Bacillariophyta 95%

193 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 99%

2122 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota 92% Bacillariophyta 92%

9517 0 0 0 0 0 1 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 80% Streptophyta 75%

31466 0 0 0 0 3 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 80% Bacillariophyta 34%

7829 0 1 0 0 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 96% Bacillariophyta 96%

83064 0 0 0 0 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

80972 0 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

91622 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 70%

34864 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 5 Firmicutes 100% Streptococcus 100%
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21980 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 1 1 0 5 Gammaproteobacteria 98% Thiofaba 90%

60218 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 1 0 0 5 Gammaproteobacteria 100% Thiothrix 98%

2280 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 1 0 0 0 0 1 0 0 5 Gammaproteobacteria 87% Thiofaba 58%

58124 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 1 0 0 0 5 Gammaproteobacteria 98% Thiothrix 95%

3529 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 1 0 1 0 0 0 0 0 5 Gammaproteobacteria 98% Thiofaba 78%

2959 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 1 0 0 0 0 0 0 0 5 Gammaproteobacteria 98% Thiofaba 78%

10218 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 1 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 88% Thiofaba 31%

38642 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 92% Serpens 47%

53506 0 0 0 2 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 100% Ectothiorhodosinus 36%

4812 0 1 0 0 0 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 100% Aquimonas 100%

88491 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 100% Acinetobacter 94%

54384 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 85% Granulosicoccus 25%

55347 0 0 0 1 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Planctomycetes 100% Rhodopirellula 98%

65195 0 0 0 0 0 1 1 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Planctomycetes 85% Schlesneria 54%

80525 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Planctomycetes 91% Phycisphaera 88%

23755 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 1 0 0 0 0 0 0 5 Spirochaetes 87% Spirochaeta 75%

31089 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 1 0 0 0 5 TM7 99% TM7_genera_incertae_sedis 99%

111267 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 5 TM7 90% TM7_genera_incertae_sedis 90%

53886 0 0 0 3 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Actinobacteria 53% Paraeggerthella 15%

1886 1 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 79% Kordiimonas 24%

30130 0 0 0 0 0 2 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 36% Kordiimonas 15%

30099 0 0 1 0 0 0 0 1 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 71% Sneathiella 26%

55109 0 0 0 1 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 38% Nisaea 11%

4954 0 1 0 1 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 79% Pannonibacter 17%

63291 0 0 0 0 0 2 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 56% Pannonibacter 4%

55028 0 0 0 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 37% Anderseniella 2%

6586 0 3 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 57% Pseudoxanthobacter 14%

80182 1 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 50% Rhodovarius 13%

4876 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Alphaproteobacteria 74% Kiloniella 35%

8846 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 2 0 0 0 0 0 0 0 0 0 5 UI-Bacteroidetes 68% Haliscomenobacter 24%

57107 0 0 0 1 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Bacteroidetes 64% Sporocytophaga 10%

53987 2 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Betaproteobacteria 58% Methylibium 15%

594 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 UI-Chloroflexi 20% Levilinea 17%

3372 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 1 0 5 UI-Cyanobacteria 78% GpXIII 21%

29659 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 1 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 69% GpX 39%

31789 0 0 0 2 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 71% GpX 20%

33106 0 0 0 0 2 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 77% GpI 40%

52906 2 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 42% GpVIII 10%

82786 2 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 67% GpVIII 22%

43142 1 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 71% GpI 32%

44508 1 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 34% GpIV 9%

67178 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Cyanobacteria 65% GpIIb 18%

65608 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 5 UI-Deltaproteobacteria 38% Desulfosoma 28%

1930 0 0 0 0 0 0 0 0 0 2 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 5 UI-Deltaproteobacteria 69% Bdellovibrio 66%

29300 0 0 0 0 2 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 5 UI-Deltaproteobacteria 36% Bdellovibrio 23%

31978 0 0 0 1 0 0 0 0 0 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UI-Deltaproteobacteria 35% Byssovorax 7%

65082 0 0 0 0 0 0 0 2 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Deltaproteobacteria 19% Malonomonas 6%

53867 0 0 0 1 1 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Deltaproteobacteria 39% Desulfobacca 26%

62836 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Deltaproteobacteria 68% Geothermobacter 9%

106688 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 5 UI-Epsilonproteobacteria 66% Sulfurovum 45%

415 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 UI-Eukaryota 76% Chlorophyta 57%

29602 0 0 0 0 0 1 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 5 UI-Eukaryota 58% Streptophyta 54%

62945 0 0 0 0 0 1 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Eukaryota 33% Chlorophyta 31%

53539 0 0 0 2 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Firmicutes 57% Thermohalobacter 9%

81158 0 0 0 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Firmicutes 40% Pasteuria 38%

41435 0 0 0 0 0 0 0 3 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 5 UI-Fusobacteria 72% Clostridium XIX 36%

28445 0 0 0 0 1 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 5 UI-Gammaproteobacteria 20% Thioprofundum 6%

83421 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Gammaproteobacteria 29% Singularimonas 5%

45084 0 0 2 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Gemmatimonadetes 46% Gemmatimonas 46%

12974 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 2 0 0 0 0 0 5 UI-Lentisphaerae 38% Lentisphaera 38%

53621 0 0 0 1 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIP-Alphaproteobacteria 83% Seohaeicola 9%

88517 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIP-Alphaproteobacteria 84% Tistrella 23%

162 0 0 0 1 2 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 UIP-Betaproteobacteria 84% Schlegelella 43%

29168 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 5 UIP-Betaproteobacteria 82% Nitrosospira 11%

31865 0 0 0 2 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UIP-Betaproteobacteria 84% Thiobacter 61%

11894 0 0 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 5 UIP-Betaproteobacteria 84% Thiobacter 51%

41299 0 0 0 0 0 0 0 3 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 5 UI-Planctomycetes 51% Phycisphaera 42%

88572 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Planctomycetes 57% Blastopirellula 36%

81479 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UI-Planctomycetes 66% Schlesneria 30%

59562 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 3 0 0 5 UI-Spirochaetes 62% Treponema 56%

13529 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 5 UI-SR1 23% SR1_genera_incertae_sedis 23%

56910 0 0 0 1 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Verrucomicrobia 96% Spartobacteria_genera_incertae_sedis 91%

85612 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Verrucomicrobia 99% Luteolibacter 98%

56059 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Acidobacteria 98% Gp3 93%

89012 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Actinobacteria 100% Olsenella 96%

88480 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Actinobacteria 98% Devriesea 62%

40394 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 1 4 Alphaproteobacteria 98% Oceanicola 22%

53830 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 Alphaproteobacteria 96% Pontibaca 11%

78555 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 4 Alphaproteobacteria 100% Gemmobacter 82%

6068 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 4 Alphaproteobacteria 100% Catellibacterium 19%

77828 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 4 Alphaproteobacteria 100% Rhodovulum 77%

13 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 4 Alphaproteobacteria 100% Rhodoplanes 57%

66822 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 4 Alphaproteobacteria 95% Filomicrobium 37%

2165 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 4 Alphaproteobacteria 96% Cucumibacter 36%

1926 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 1 0 0 0 0 4 Alphaproteobacteria 99% Hyphomonas 71%

13534 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 4 Alphaproteobacteria 85% Blastomonas 31%

23848 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 4 Alphaproteobacteria 100% Roseospira 100%

270 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% Methylosinus 21%

226 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Altererythrobacter 80%

219 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 89% Ponticaulis 24%

2712 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Daeguia 24%

1905 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Hyphomonas 100%

19 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 95% Hyphomonas 86%

487 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Haematobacter 60%

297 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 92% Vadicella 11%
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64 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 94% Catellibacterium 41%

383 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 85% Cucumibacter 4%

1133 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% Tepidamorphus 36%

128 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Methylosinus 28%

1881 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Hyphomonas 100%

3449 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Croceicoccus 94%

1089 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% Rubribacterium 95%

23 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 91% Thioclava 9%

593 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 93% Silicibacter 41%

3472 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% Filomicrobium 55%

287 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 91% Rhodovibrio 17%

1172 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Rhodobacter 79%

274 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Silicibacter 61%

1999 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Roseicyclus 45%

1071 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% Tropicibacter 4%

59379 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 95% Crabtreella 9%

56952 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Gemmobacter 50%

54227 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Phenylobacterium 99%

54577 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 86% Rhodovibrio 20%

29033 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% Methylarcula 24%

7573 0 1 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% Chelatococcus 33%

28308 1 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 92% Rubribacterium 49%

55534 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Hansschlegelia 36%

54364 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 92% Dongia 39%

55030 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 85% Pelagibius 62%

63211 1 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% Woodsholea 30%

4471 0 1 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Amaricoccus 58%

66821 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Rubribacterium 96%

6779 1 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Erythrobacter 99%

54365 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Oceanicola 19%

54567 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Hyphomicrobium 26%

54723 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Nitrobacter 46%

52441 0 0 1 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Cucumibacter 18%

63383 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Seohaeicola 44%

64186 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% Rhodobacter 46%

62392 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 93% Nesiotobacter 12%

64112 0 0 0 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% Jhaorihella 34%

65244 0 0 0 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 89% Rubribacterium 73%

62828 0 0 0 0 0 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% Altererythrobacter 95%

54945 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Hyphomicrobium 84%

64797 0 0 0 0 1 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Porphyrobacter 51%

54382 0 0 0 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Gemmobacter 73%

53892 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Roseomonas 96%

53684 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Pelagibius 53%

54100 1 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Gemmobacter 21%

53711 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% Citreimonas 19%

55282 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 93% Maricaulis 22%

54287 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 92% Sandaracinobacter 22%

45827 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 92% Pseudoxanthobacter 8%

44973 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% Rhodomicrobium 94%

41512 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 0 4 Bacteroidetes 96% Alkaliflexus 26%

39264 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 1 0 4 Bacteroidetes 89% Prolixibacter 20%

41268 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 1 0 4 Bacteroidetes 100% Crocinitomix 30%

37361 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 2 0 0 0 4 Bacteroidetes 98% Crocinitomix 22%

36342 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 99% Belliella 8%

37963 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 97% Alkaliflexus 24%

32921 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 87% Haliscomenobacter 62%

7550 0 1 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 100% Flavobacterium 39%

111254 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 94% Ohtaekwangia 66%

35640 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 99% Flagellimonas 20%

80561 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 97% Ohtaekwangia 58%

231 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 4 Betaproteobacteria 98% Nitrosomonas 33%

38139 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 2 0 0 4 Betaproteobacteria 99% Tepidimonas 50%

77977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 4 Betaproteobacteria 99% Uliginosibacterium 23%

33437 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 Betaproteobacteria 100% Hydrogenophaga 99%

33394 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 4 Betaproteobacteria 99% Thiobacillus 88%

3121 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Betaproteobacteria 100% Thiobacillus 21%

492 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Betaproteobacteria 99% Thiobacillus 30%

83415 0 0 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 100% Thiobacillus 49%

84649 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 100% Thiobacillus 32%

66304 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 4 Cyanobacteria 84% GpX 69%

26017 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 1 4 Cyanobacteria 80% GpX 57%

65584 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 4 Cyanobacteria 100% GpXIII 99%

53952 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 4 Cyanobacteria 98% GpX 39%

24745 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 4 Cyanobacteria 90% GpXIII 57%

57550 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 4 Cyanobacteria 97% GpXIII 41%

10284 0 0 1 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 100% GpVIII 46%

4908 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 99% GpIV 38%

81674 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 90% GpX 29%

55393 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 98% GpXIII 59%

6503 1 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 82% GpI 73%

91398 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 84% GpI 54%

54897 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 98% GpI 94%

6178 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 93% GpIV 32%

78715 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 4 Deltaproteobacteria 96% Malonomonas 54%

2589 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Deltaproteobacteria 97% Desulfosalsimonas 26%

85095 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Deltaproteobacteria 100% Desulforhopalus 39%

2045 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Eukaryota 93% Bacillariophyta 80%

2147 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Eukaryota 99% Bacillariophyta 99%

147 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 93% Cryptomonadaceae 33%

2541 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 96% Bacillariophyta 93%

300 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 95% Streptophyta 83%

110187 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 88% Bacillariophyta 79%

35045 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 90% Bacillariophyta 90%

31743 0 0 0 0 0 0 1 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Firmicutes 100% Clostridium XI 93%



191 
 

 

54937 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 4 Gammaproteobacteria 85% Ectothiorhodosinus 32%

65836 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 4 Gammaproteobacteria 100% Thiocystis 85%

75991 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 4 Gammaproteobacteria 100% Thiothrix 100%

75901 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 4 Gammaproteobacteria 99% Thiothrix 65%

76871 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 4 Gammaproteobacteria 94% Thiothrix 92%

17004 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 0 4 Gammaproteobacteria 98% Thiothrix 98%

56849 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 Gammaproteobacteria 95% Haliea 60%

21045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 0 0 0 0 0 0 4 Gammaproteobacteria 93% Thiothrix 72%

278 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Gammaproteobacteria 99% Marinicella 17%

809 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% Halochromatium 64%

58010 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% Cellvibrio 95%

30623 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 95% Lamprocystis 19%

10695 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 93% Halothiobacillus 32%

8982 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 89% Zymobacter 32%

9710 0 0 0 0 0 0 0 1 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 97% Lamprocystis 25%

110506 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 96% Simiduia 22%

63456 0 0 0 0 0 0 0 1 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% Lamprocystis 28%

54810 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 91% Thiohalophilus 31%

88309 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 89% Methylococcus 11%

88720 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 88% Thiohalospira 26%

66732 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% Rheinheimera 81%

1189 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Planctomycetes 99% Phycisphaera 99%

88541 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 TM7 97% TM7_genera_incertae_sedis 97%

53353 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Actinobacteria 16% Iamia 12%

26628 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 4 UI-Alphaproteobacteria 73% Methylovirgula 3%

179 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 66% Croceicoccus 31%

3859 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 37% Albimonas 5%

36 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 73% Sagittula 27%

57890 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 44% Orientia 9%

30554 0 0 0 1 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 65% Dongia 38%

37388 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 71% Ahrensia 30%

37980 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 35% Caenispirillum 12%

63453 0 0 0 0 0 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 55% Rubribacterium 14%

57662 0 0 0 1 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 75% Tistrella 29%

56308 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 59% Tistlia 18%

56360 0 0 0 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 57% Caenispirillum 20%

67602 1 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 71% Roseisalinus 11%

54976 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 58% Filomicrobium 43%

56130 0 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 75% Wenxinia 18%

79797 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 67% Pannonibacter 15%

55945 0 0 0 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 69% Blastomonas 16%

54149 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 66% Tistlia 45%

81990 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 53% Albimonas 11%

67165 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 54% Roseisalinus 10%

50651 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Alphaproteobacteria 76% Stappia 40%

32767 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 4 UI-Armatimonadetes 75% Armatimonadetes_gp5 75%

1152 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 4 UI-Bacteroidetes 64% Haliscomenobacter 29%

9046 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 0 0 0 0 0 0 0 0 0 4 UI-Bacteroidetes 57% Microscilla 2%

51823 0 0 1 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Bacteroidetes 40% Meridianimaribacter 4%

6473 0 1 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Bacteroidetes 55% Leadbetterella 6%

463 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 0 4 UI-Betaproteobacteria 55% Azospira 23%

41593 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 4 UI-Betaproteobacteria 23% Microvirgula 14%

84254 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Betaproteobacteria 74% Ferribacterium 13%

56060 0 0 0 1 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Chlorobi 61% Ignavibacterium 52%

28097 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 1 4 UI-Cyanobacteria 76% GpI 68%

37774 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 1 0 0 4 UI-Cyanobacteria 74% GpX 42%

120 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 UI-Cyanobacteria 38% GpXIII 28%

66785 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Cyanobacteria 42% GpIX 31%

49861 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Cyanobacteria 70% GpIX 18%

93732 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Cyanobacteria 70% GpX 20%

53544 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Cyanobacteria 74% GpXIII 58%

53575 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Cyanobacteria 60% GpI 58%

55352 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Cyanobacteria 75% GpVI 50%

65626 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 4 UI-Deltaproteobacteria 36% Desulfurivibrio 20%

59720 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 4 UI-Deltaproteobacteria 31% Peredibacter 13%

53695 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 UI-Deltaproteobacteria 23% Smithella 3%

610 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 1 0 0 0 0 0 0 0 4 UI-Deltaproteobacteria 48% Phaselicystis 19%

30607 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 UI-Deltaproteobacteria 22% Hippea 19%

57048 0 0 0 1 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Deltaproteobacteria 64% Melittangium 18%

90536 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Deltaproteobacteria 29% Syntrophorhabdus 23%

88559 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Deltaproteobacteria 25% Vampirovibrio 11%

89810 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Deltaproteobacteria 19% Desulfoglaeba 15%

5935 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Deltaproteobacteria 68% Peredibacter 33%

65565 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 4 UI-Epsilonproteobacteria 72% Wolinella 33%

23447 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 4 UI-Epsilonproteobacteria 70% Wolinella 31%

106801 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 4 UI-Epsilonproteobacteria 20% Sulfurovum 17%

107010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 0 4 UI-Epsilonproteobacteria 79% Sulfurovum 72%

20202 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 1 0 0 0 0 4 UI-Epsilonproteobacteria 22% Nitratifractor 16%

3087 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 1 0 0 0 0 4 UI-Eukaryota 79% Bacillariophyta 79%

852 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 4 UI-Eukaryota 50% Bacillariophyta 50%

2453 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 4 UI-Eukaryota 58% Bacillariophyta 58%

3394 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UI-Eukaryota 66% Streptophyta 61%

2328 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UI-Eukaryota 57% Streptophyta 44%

9859 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 4 UI-Eukaryota 36% Streptophyta 34%

9853 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Eukaryota 34% Chlorophyta 31%

48457 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Eukaryota 20% Bangiophyceae 5%

34719 0 0 0 0 0 0 0 1 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Firmicutes 52% Papillibacter 9%

32512 0 0 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Firmicutes 42% Dethiobacter 10%

19909 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 2 0 0 4 UI-Gammaproteobacteria 56% Leucothrix 38%

59593 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 0 0 4 UI-Gammaproteobacteria 72% Thiothrix 67%

36212 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 2 0 0 0 0 4 UI-Gammaproteobacteria 53% Thiothrix 47%

823 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 18% Thorsellia 5%

126 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 68% Zymobacter 2%

38343 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 79% Serpens 31%

5482 0 1 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 63% Thiococcus 0%
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62721 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 66% Rhabdochromatium 0%

89541 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 30% Cocleimonas 10%

88605 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 27% Melitea 9%

67641 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Gammaproteobacteria 45% Methylosoma 9%

53494 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Gemmatimonadetes 56% Gemmatimonas 56%

1815 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 UI-Lentisphaerae 21% Lentisphaera 21%

3887 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 UIP-Alphaproteobacteria 83% Rhodovibrio 41%

32217 0 0 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 4 UIP-Alphaproteobacteria 83% Stakelama 27%

63754 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 4 UIP-Epsilonproteobacteria 81% Sulfurimonas 23%

61705 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 4 UIP-Gammaproteobacteria 84% Thioalkalispira 22%

8998 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 UIP-Gammaproteobacteria 81% Serpens 23%

10754 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 UIP-Gammaproteobacteria 81% Thiothrix 57%

55511 0 0 0 2 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIP-Gammaproteobacteria 84% Thiohalospira 19%

233 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UI-Planctomycetes 74% Zavarzinella 63%

54807 1 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Planctomycetes 38% Planctomyces 14%

54152 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UI-Planctomycetes 37% Phycisphaera 36%

19356 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 2 0 0 0 4 UI-Verrucomicrobia 43% Puniceicoccus 32%

61516 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 4 Verrucomicrobia 97% Luteolibacter 90%

56414 0 0 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Verrucomicrobia 95% Cerasicoccus 91%

4861 0 1 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Verrucomicrobia 92% Luteolibacter 68%

35264 0 0 0 0 2 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Verrucomicrobia 95% Luteolibacter 95%

30255 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Acidobacteria 86% Gp3 70%

54587 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Acidobacteria 100% Gp4 100%

28853 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 98% Ilumatobacter 98%

90360 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 99% Micrococcus 55%

77275 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 Alphaproteobacteria 96% Pseudorhodobacter 25%

76193 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 3 Alphaproteobacteria 93% Methylovirgula 35%

1785 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 3 Alphaproteobacteria 97% Rhodobacter 79%

681 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 3 Alphaproteobacteria 100% Roseovarius 46%

8622 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 3 Alphaproteobacteria 95% Rhodobacter 57%

11673 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 3 Alphaproteobacteria 95% Skermanella 91%

977 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 3 Alphaproteobacteria 90% Roseicyclus 5%

15307 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 3 Alphaproteobacteria 93% Hellea 31%

2559 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Citreimonas 31%

2605 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Bauldia 61%

1935 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% Filomicrobium 19%

1477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 89% Tistlia 27%

1606 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Bauldia 23%

970 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% Donghicola 16%

118 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Haematobacter 89%

1558 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Hyphomonas 84%

1254 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% Cucumibacter 22%

900 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Antarctobacter 44%

3585 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Amaricoccus 88%

4056 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Crabtreella 30%

17 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% Parvibaculum 37%

2421 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Rhodoplanes 66%

3759 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Roseicyclus 23%

984 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Martelella 17%

151 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% Albidovulum 14%

3802 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 93% Daeguia 18%

2564 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Rhodopseudomonas 33%

1447 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Albidovulum 48%

1384 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Roseicyclus 27%

3011 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Erythrobacter 81%

60842 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 87% Hellea 21%

57046 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% Rhodobacter 34%

54242 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Sphingosinicella 90%

54643 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Rhodopseudomonas 17%

30195 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 95% Albidovulum 27%

31964 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% Haematobacter 28%

30493 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Albidovulum 31%

30233 0 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Hyphomicrobium 62%

31319 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 87% Ponticaulis 27%

9500 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Rhizobium 38%

11014 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 90% Wenxinia 37%

10969 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 95% Vasilyevaea 34%

110007 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 95% Nisaea 44%

35316 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Tropicimonas 39%

54506 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 98% Cucumibacter 20%

63757 0 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 98% Citreicella 16%

63114 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% Lutimaribacter 20%

55124 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% Roseisalinus 9%

67878 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Erythromicrobium 80%

67587 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 93% Pelagibius 75%

56622 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Tropicimonas 34%

55173 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 87% Gemmobacter 24%

35591 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Oceanibulbus 25%

32953 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 95% Oceanicola 18%

32473 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% Roseicyclus 41%

33336 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% Gaetbulicola 21%

63843 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 90% Zhangella 19%

63806 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 87% Hellea 19%

62701 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 94% Methylopila 13%

55252 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Parvularcula 100%

57094 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Tepidamorphus 30%

6405 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 98% Seohaeicola 38%

57539 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Henriciella 21%

55562 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Anderseniella 100%

54454 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Hansschlegelia 36%

45220 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Porphyrobacter 65%

54376 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Silicibacter 72%

80229 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 90% Rhodomicrobium 50%

67026 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 85% Roseibacterium 25%

81288 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 91% Meganema 28%
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53625 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 85% Pelagibius 68%

66871 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Henriciella 34%

53702 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 89% Anderseniella 59%

48694 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 88% Nisaea 23%

54256 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Roseicyclus 14%

54261 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Sphingomonas 58%

57021 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Aminobacter 28%

53649 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% Wenxinia 24%

53526 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 90% Albidovulum 19%

57074 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 98% Daeguia 17%

7702 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Armatimonadetes 83% Armatimonadetes_gp5 83%

65747 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 3 Bacteroidetes 100% Gaetbulibacter 10%

37130 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 3 Bacteroidetes 99% Prolixibacter 29%

106477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 3 Bacteroidetes 98% Nubsella 27%

105918 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 3 Bacteroidetes 97% Alkaliflexus 12%

37 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Bacteroidetes 100% Flexibacter 34%

458 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Bacteroidetes 99% Zunongwangia 24%

22402 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% Mesonia 13%

57966 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 96% Crocinitomix 32%

28882 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% Cryomorpha 85%

34622 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 88% Solitalea 19%

11434 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 95% Haliscomenobacter 87%

9214 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 87% Solitalea 26%

53700 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% Parabacteroides 100%

62771 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 92% Saprospira 19%

54446 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% Marinoscillum 34%

50545 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 80% Sporocytophaga 26%

54013 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 97% Haliscomenobacter 81%

54452 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 94% Alkaliflexus 10%

60484 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 3 Betaproteobacteria 100% Propionivibrio 75%

8587 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 3 Betaproteobacteria 97% Rubrivivax 32%

12151 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 3 Betaproteobacteria 100% Vitreoscilla 13%

275 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Betaproteobacteria 98% Malikia 23%

2079 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Betaproteobacteria 98% Aquaspirillum 38%

181 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Betaproteobacteria 95% Azonexus 12%

57788 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% Sulfuritalea 41%

10943 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% Thiobacillus 78%

28508 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 98% Methylotenera 68%

9748 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% Thiobacillus 87%

82993 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 97% Methyloversatilis 15%

54070 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 98% Laribacter 9%

66154 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 Chloroflexi 88% Bellilinea 58%

71224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 3 Cyanobacteria 94% GpI 74%

25460 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 3 Cyanobacteria 99% GpX 54%

66171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 3 Cyanobacteria 95% GpXIII 74%

19723 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 3 Cyanobacteria 90% GpX 61%

57457 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 Cyanobacteria 99% GpIX 57%

25231 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 3 Cyanobacteria 100% GpXII 55%

3969 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Cyanobacteria 94% GpX 56%

59129 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 100% GpIV 100%

31857 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 100% GpX 90%

110085 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 83% GpIX 25%

80050 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 94% GpX 76%

34151 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 96% GpIIb 53%

63071 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 96% GpI 40%

81437 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 92% GpIX 24%

55102 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 99% GpXIII 57%

54087 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 91% GpI 91%

48537 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 83% GpIIb 28%

66338 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 3 Deltaproteobacteria 99% Desulfococcus 65%

10652 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 3 Deltaproteobacteria 96% Sorangium 62%

66581 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 3 Deltaproteobacteria 100% Desulfonema 36%

66476 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 3 Deltaproteobacteria 97% Desulfobacca 29%

23618 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 3 Deltaproteobacteria 100% Desulfobacterium 53%

23929 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 3 Deltaproteobacteria 90% Geobacter 74%

4298 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Deltaproteobacteria 96% Chondromyces 43%

54001 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Deltaproteobacteria 99% Desulfuromonas 72%

57042 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Deltaproteobacteria 100% Desulforhopalus 77%

77007 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 Epsilonproteobacteria 100% Sulfurovum 91%

77303 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 3 Epsilonproteobacteria 98% Sulfurovum 80%

78881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 3 Epsilonproteobacteria 94% Hydrogenimonas 30%

114366 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 3 Epsilonproteobacteria 94% Sulfurovum 90%

58718 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Epsilonproteobacteria 100% Sulfurimonas 100%

70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 3 Eukaryota 100% Bacillariophyta 100%

1819 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

182 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

1629 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 92% Bacillariophyta 91%

3647 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 95% Bacillariophyta 95%

29297 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 95% Chlorophyta 95%

28542 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 97% Bacillariophyta 75%

32750 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

32928 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 99% Bacillariophyta 99%

41486 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 86% Chlorophyta 85%

65270 0 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Chlorophyta 70%

96631 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 82% Bacillariophyta 76%

35263 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 98%

6955 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 96%

7952 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

52094 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 96%

57466 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 92% Bacillariophyta 87%

67318 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 96% Bacillariophyta 96%

91608 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 84% Bangiophyceae 23%

49840 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 82% Bangiophyceae 33%

53675 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 91% Bacillariophyta 54%

1740 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Firmicutes 100% Clostridium XI 65%



194 
 

 

32304 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Firmicutes 91% Clostridium sensu stricto 39%

58255 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 3 Gammaproteobacteria 95% Thiofaba 64%

23584 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 3 Gammaproteobacteria 100% Thiothrix 99%

2830 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 3 Gammaproteobacteria 98% Thiothrix 48%

1413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 3 Gammaproteobacteria 95% Hydrogenovibrio 55%

60721 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 3 Gammaproteobacteria 100% Lamprocystis 43%

40026 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 3 Gammaproteobacteria 98% Thiothrix 63%

33320 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 3 Gammaproteobacteria 98% Thiothrix 96%

64874 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 Gammaproteobacteria 100% Pseudomonas 99%

58026 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 3 Gammaproteobacteria 86% Thiofaba 49%

25678 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 3 Gammaproteobacteria 98% Thiovirga 97%

20400 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 100% Thiothrix 87%

25269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 99% Thiofaba 75%

3300 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 3 Gammaproteobacteria 94% Oceanospirillum 24%

55 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Thiothrix 94%

1924 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Gammaproteobacteria 86% Thermithiobacillus 6%

19709 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 93% Thiothrix 78%

60143 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Thioalkalimicrobium 75%

58427 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 98% Thiothrix 56%

42334 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 88% Thiothrix 88%

59929 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 97% Thiothrix 74%

9100 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 85% Thiothrix 81%

37463 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 96% Thioflavicoccus 47%

39528 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Halochromatium 27%

32398 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 86% Halotalea 21%

110599 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 87% Modicisalibacter 5%

54248 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Lamprocystis 58%

5830 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 87% Paraferrimonas 9%

54651 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Coxiella 20%

54112 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 99% Kistimonas 36%

54267 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 96% Serpens 61%

4465 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 90% Sodalis 9%

5845 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Aeromonas 96%

54228 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 3 OD1 100% OD1_genera_incertae_sedis 100%

235 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Planctomycetes 97% Phycisphaera 92%

1899 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Planctomycetes 98% Planctomyces 80%

28389 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 Planctomycetes 81% Phycisphaera 79%

32844 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Planctomycetes 96% Phycisphaera 96%

8358 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Planctomycetes 88% Phycisphaera 82%

48539 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Planctomycetes 86% Phycisphaera 71%

13384 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 3 SR1 100% SR1_genera_incertae_sedis 100%

56372 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 UI-Acidobacteria 54% Bryobacter 19%

89278 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Acidobacteria 58% Gp16 58%

91057 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Actinobacteria 67% Actinotalea 13%

56852 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Actinobacteria 70% Terracoccus 2%

89575 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Actinobacteria 24% Smaragdicoccus 3%

55151 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Actinobacteria 43% Ilumatobacter 42%

55651 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 UI-Alphaproteobacteria 68% Rubribacterium 11%

65847 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 UI-Alphaproteobacteria 13% Methylorhabdus 4%

59605 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 3 UI-Alphaproteobacteria 26% Litorimonas 6%

366 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 77% Tepidamorphus 20%

2090 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 63% Oceanibaculum 31%

184 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 63% Geminicoccus 52%

3598 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 78% Breoghania 20%

2881 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 70% Defluviicoccus 32%

110166 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 59% Wenxinia 37%

54768 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 16% Jhaorihella 1%

64400 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 63% Defluviicoccus 27%

32625 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 65% Camelimonas 43%

4714 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 65% Ahrensia 25%

62351 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 50% Salinihabitans 10%

54840 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 76% Rubrimonas 41%

6216 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 75% Nautella 8%

53729 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 39% Dongia 19%

80072 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 55% Agaricicola 8%

54266 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 42% Tistlia 12%

66958 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 69% Ponticaulis 47%

92109 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 17% Rhodovibrio 10%

53816 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 75% Tistrella 13%

55301 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 79% Balneimonas 13%

56496 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 65% Caenispirillum 6%

55164 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 56% Caenispirillum 23%

54241 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Alphaproteobacteria 45% Anderseniella 4%

56408 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Bacteroidetes 23% Anaerorhabdus 17%

22183 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 3 UI-Betaproteobacteria 61% Sterolibacterium 15%

29266 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UI-Betaproteobacteria 10% Quatrionicoccus 5%

9733 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Betaproteobacteria 78% Aquaspirillum 25%

56629 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Betaproteobacteria 79% Rubrivivax 45%

62619 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Betaproteobacteria 15% Microvirgula 14%

86634 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Betaproteobacteria 68% Thiobacillus 29%

55535 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Caldiserica 15% Caldisericum 15%

111446 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Chlamydiae 30% Parachlamydia 15%

57007 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 3 UI-Chlorobi 7% Ignavibacterium 7%

4373 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Chlorobi 9% Chloroherpeton 8%

38389 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 3 UI-Cyanobacteria 71% GpIX 16%

19831 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 55% GpX 31%

29036 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 59% GpIV 50%

29344 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 62% GpIV 21%

40071 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 50% GpVIII 12%

36500 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 38% GpIII 9%

38770 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 77% GpI 37%

89358 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 74% GpVIII 39%

55018 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 76% GpXI 13%

54245 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 69% GpX 57%

80486 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 55% GpIIb 17%
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42368 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Cyanobacteria 62% GpVIII 17%

65797 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 3 UI-Deltaproteobacteria 20% Hippea 8%

57503 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 UI-Deltaproteobacteria 57% Geoalkalibacter 33%

488 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 3 UI-Deltaproteobacteria 30% Kofleria 13%

27507 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 3 UI-Deltaproteobacteria 30% Vampirovibrio 16%

8941 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 3 UI-Deltaproteobacteria 29% Desulfobacca 14%

30302 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 68% Bdellovibrio 67%

38948 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 44% Geopsychrobacter 20%

63455 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 28% Desulfobacca 5%

62335 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 42% Vampirovibrio 36%

64540 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 62% Geothermobacter 28%

56420 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 38% Desulfobacca 8%

84026 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 25% Malonomonas 6%

53582 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 66% Malonomonas 30%

56118 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Deltaproteobacteria 65% Nannocystis 10%

76546 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 UI-Epsilonproteobacteria 78% Wolinella 23%

77404 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 UI-Epsilonproteobacteria 51% Sulfurovum 13%

26001 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 3 UI-Epsilonproteobacteria 78% Arcobacter 40%

2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Epsilonproteobacteria 77% Dehalospirillum 32%

89851 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Epsilonproteobacteria 10% Thioreductor 7%

84802 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 UI-Eukaryota 50% Chlorophyta 44%

3951 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Eukaryota 54% Bacillariophyta 54%

109799 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 58% Chlorophyta 49%

53977 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 34% Bacillariophyta 34%

34182 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 56% Bacillariophyta 55%

53936 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 73% Bacillariophyta 73%

86769 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 53% Chlorophyta 53%

82181 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 59% Bangiophyceae 13%

96458 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 68% Bacillariophyta 34%

53824 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 77% Bacillariophyta 65%

43399 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 13% Bangiophyceae 5%

8057 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Eukaryota 50% Streptophyta 29%

21301 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 3 UI-Firmicutes 63% Thermanaeromonas 19%

1500 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 3 UI-Firmicutes 34% Selenihalanaerobacter 10%

54199 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Firmicutes 52% Pasteuria 52%

64399 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Firmicutes 20% Dethiobacter 12%

6314 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Firmicutes 33% Butyricicoccus 2%

65813 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 UI-Gammaproteobacteria 18% Thiorhodospira 4%

39634 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 3 UI-Gammaproteobacteria 72% Leucothrix 13%

27982 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 3 UI-Gammaproteobacteria 77% Thiothrix 75%

34364 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 UI-Gammaproteobacteria 57% Thiothrix 54%

59404 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 3 UI-Gammaproteobacteria 76% Thiothrix 73%

9900 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 3 UI-Gammaproteobacteria 67% Thiofaba 32%

963 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 60% Methylonatrum 7%

9951 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 72% Thiothrix 67%

10973 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 20% Thiofaba 16%

10193 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 67% Halotalea 16%

29960 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 25% Methylothermus 16%

37515 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 59% Carnimonas 22%

54706 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 46% Halotalea 10%

55097 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 71% Halotalea 14%

54143 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 68% Halotalea 18%

47841 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Gammaproteobacteria 36% Celerinatantimonas 24%

14014 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 3 UI-Lentisphaerae 32% Victivallis 32%

476 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 3 UIP-Alphaproteobacteria 84% Filomicrobium 34%

1705 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 82% Tepidamorphus 22%

1003 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 83% Gemmobacter 15%

244 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 83% Rhodovibrio 12%

3798 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 83% Camelimonas 24%

65277 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 81% Tistlia 39%

32873 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 81% Roseibacterium 4%

4925 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 81% Roseicyclus 4%

98909 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIP-Alphaproteobacteria 84% Rubrimonas 46%

2331 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 3 UIP-Betaproteobacteria 81% Thiobacillus 36%

105797 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 3 UIP-Epsilonproteobacteria 82% Sulfurovum 25%

22393 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 3 UIP-Gammaproteobacteria 83% Thiothrix 76%

9081 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 3 UIP-Gammaproteobacteria 84% Thiofaba 56%

88365 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIP-Gammaproteobacteria 81% Thiorhodospira 16%

2760 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 UI-Planctomycetes 53% Rhodopirellula 19%

4024 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Planctomycetes 71% Blastopirellula 66%

2343 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UI-Planctomycetes 31% Phycisphaera 18%

31976 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UI-Planctomycetes 62% Rhodopirellula 47%

54206 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Planctomycetes 48% Phycisphaera 23%

64084 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Planctomycetes 25% Singulisphaera 11%

55472 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Planctomycetes 9% Phycisphaera 5%

56501 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Planctomycetes 44% Rhodopirellula 10%

81120 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Planctomycetes 78% Zavarzinella 41%

81756 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Planctomycetes 21% Schlesneria 7%

13971 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 3 UI-SR1 58% SR1_genera_incertae_sedis 58%

56480 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UI-Verrucomicrobia 71% Persicirhabdus 10%

31420 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 100% Coraliomargarita 86%

5821 0 1 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 96% Haloferula 90%

6896 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 100% Luteolibacter 80%

54385 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 84% Subdivision3_genera_incertae_sedis 76%

49150 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 90% Spartobacteria_genera_incertae_sedis 58%

2779 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Acidobacteria 95% Gp17 92%

84147 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Acidobacteria 84% Gp3 73%

53751 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Acidobacteria 95% Gp16 95%

56167 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Acidobacteria 100% Bryobacter 69%

88732 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 100% Propionibacterium 99%

89717 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 100% Propionibacterium 95%

90462 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 99% Brachybacterium 65%

89082 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 98% Brachybacterium 60%

54694 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 98% Ilumatobacter 90%

65566 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 Alphaproteobacteria 98% Sulfitobacter 49%
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66003 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 Alphaproteobacteria 100% Oceanicola 21%

1227 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 2 Alphaproteobacteria 90% Oceanicola 12%

63948 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 Alphaproteobacteria 100% Roseisalinus 17%

76011 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Alphaproteobacteria 99% Gemmobacter 13%

78825 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Alphaproteobacteria 99% Pseudorhodobacter 53%

78768 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Alphaproteobacteria 100% Rhodobacter 54%

3503 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 Alphaproteobacteria 92% Rhodospirillum 34%

3258 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 Alphaproteobacteria 94% Tepidamorphus 44%

64401 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 Alphaproteobacteria 96% Hyphomonas 52%

2494 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Azospirillum 100%

653 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Rhodobacter 64%

3436 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Parvibaculum 54%

1323 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% Tepidamorphus 17%

465 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% Thioclava 31%

2871 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Donghicola 21%

1564 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Cucumibacter 17%

4144 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Methylosinus 13%

68 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Albidovulum 13%

1589 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Roseivivax 51%

58 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Thioclava 49%

2084 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Filomicrobium 70%

43 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Haematobacter 39%

1463 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Blastomonas 39%

2239 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% Methylosinus 30%

3417 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% Cucumibacter 37%

4101 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Rhodopseudomonas 39%

1569 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% Rubribacterium 84%

606 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% Cucumibacter 34%

721 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% Roseicyclus 18%

460 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 86% Orientia 43%

1541 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Silicibacter 62%

1294 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Daeguia 26%

1388 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Hyphomonas 54%

1184 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Rhodobacter 89%

376 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% Rhodomicrobium 40%

1921 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Rhodobacter 92%

129 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Gaetbulicola 19%

4120 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Roseivivax 96%

228 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Haematobacter 34%

1341 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Novosphingobium 46%

2534 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Litoreibacter 46%

3701 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Parvibaculum 49%

2306 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Paracoccus 29%

3303 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Albidovulum 24%

1585 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Rhizobium 56%

1054 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% Rubellimicrobium 51%

2567 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% Tepidamorphus 36%

50 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Hyphomonas 100%

2691 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Tepidamorphus 69%

29226 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Rubribacterium 73%

30413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Roseicyclus 13%

31754 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Pleomorphomonas 39%

32156 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Tepidamorphus 21%

30887 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Rubribacterium 86%

32222 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 88% Tistlia 19%

29365 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Chelatococcus 44%

9130 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Roseicyclus 21%

9339 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Haematobacter 38%

8525 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Hyphomonas 76%

110267 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Tepidamorphus 40%

110359 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Litoreibacter 78%

112856 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Rubrimonas 47%

110006 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Tepidamorphus 31%

112370 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% Parvibaculum 12%

64636 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Altererythrobacter 98%

88032 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Porphyrobacter 58%

83896 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% Cucumibacter 12%

81126 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Henriciella 20%

67740 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Rubribacterium 66%

92827 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Roseicyclus 57%

95993 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Caulobacter 73%

55187 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Altererythrobacter 85%

57114 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Lutimaribacter 9%

55661 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Tepidamorphus 35%

57026 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% Tepidamorphus 21%

55232 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% Dongia 37%

57343 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% Agaricicola 12%

55957 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% Tepidamorphus 35%

7556 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Henriciella 54%

33750 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% Sandarakinorhabdus 26%

35033 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 87% Seohaeicola 28%

33393 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Sphingopyxis 50%

62680 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Porphyrobacter 86%

64188 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Chelatococcus 27%

62917 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Henriciella 38%

63300 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Hyphomonas 65%

63380 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Sphingosinicella 27%

64039 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% Roseicyclus 22%

62585 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% Microvirga 28%

63656 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% Cucumibacter 31%

63320 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Roseicyclus 13%

63703 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% Amorphus 14%

63190 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% Agaricicola 9%

62329 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% Tistlia 46%

54693 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Croceicoccus 27%
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55902 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Blastochloris 46%

56033 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Pedomicrobium 51%

54321 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Tepidamorphus 32%

55073 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Altererythrobacter 48%

53966 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Albidovulum 31%

53514 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% Tepidamorphus 43%

56906 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 88% Stella 18%

84288 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Chelativorans 18%

85307 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Nitrobacter 39%

83830 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% Anderseniella 19%

83051 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% Seohaeicola 19%

67949 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% Hyphomicrobium 75%

87244 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% Croceicoccus 8%

88212 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% Balneimonas 12%

81136 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% Bauldia 23%

82687 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% Cucumibacter 11%

82436 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% Kiloniella 24%

68220 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Blastochloris 67%

54186 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Angulomicrobium 25%

46129 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Methylocapsa 19%

93872 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Parvularcula 98%

93149 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Parvularcula 95%

93716 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Parvularcula 94%

54249 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% Croceicoccus 53%

5960 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Catellibacterium 18%

6400 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% Microvirga 55%

7093 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% Rhodomicrobium 54%

91311 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Methylosinus 31%

53746 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Tepidamorphus 17%

54174 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Antarctobacter 47%

54369 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Litoreibacter 33%

55176 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Rhodovibrio 33%

54037 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Agromonas 41%

54975 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Cucumibacter 6%

56514 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Agaricicola 18%

55150 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% Roseibacterium 12%

53909 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Magnetospirillum 27%

54503 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% Bauldia 10%

53712 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% Stakelama 6%

53833 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% Oceanibulbus 11%

56204 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% Tepidamorphus 48%

56921 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% Altererythrobacter 44%

54000 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 87% Sandaracinobacter 15%

4918 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% Pannonibacter 45%

4777 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% Bauldia 32%

70802 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 Bacteroidetes 100% Alkaliflexus 11%

73734 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 Bacteroidetes 99% Zhouia 30%

28609 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 2 Bacteroidetes 98% Anaerophaga 23%

76353 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Bacteroidetes 92% Paludibacter 22%

77405 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 Bacteroidetes 98% Cryomorpha 19%

107320 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 Bacteroidetes 99% Reichenbachiella 55%

37724 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 Bacteroidetes 100% Fulvivirga 16%

41174 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 Bacteroidetes 100% Zhouia 32%

37809 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 Bacteroidetes 97% Nubsella 29%

87582 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Bacteroidetes 95% Nubsella 24%

116514 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 Bacteroidetes 93% Zhouia 14%

27381 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 2 Bacteroidetes 99% Alkaliflexus 21%

25426 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 Bacteroidetes 100% Zhouia 20%

19914 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 2 Bacteroidetes 88% Sediminitomix 20%

23539 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 Bacteroidetes 97% Meridianimaribacter 5%

59421 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% Flavobacterium 88%

38933 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 94% Alkaliflexus 24%

29455 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% Epilithonimonas 34%

30322 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% Chryseobacterium 41%

8804 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% Cesiribacter 27%

8976 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% Flavobacterium 55%

110873 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 99% Alkaliflexus 13%

111887 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 98% Fabibacter 18%

65317 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 96% Dysgonomonas 17%

64494 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 86% Lewinella 34%

81913 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 93% Haliscomenobacter 66%

89346 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 99% Nitritalea 17%

68387 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 99% Flagellimonas 22%

54283 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 84% Gilvibacter 4%

110504 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 2 Betaproteobacteria 99% Derxia 77%

1517 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Uruburuella 28%

225 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 97% Laribacter 28%

91 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 95% Laribacter 37%

2131 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 99% Thiobacillus 86%

61993 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Thauera 42%

61807 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Leptothrix 23%

53660 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Ramlibacter 28%

57688 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 91% Thiobacter 16%

34102 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Aquaspirillum 28%

62649 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 99% Zoogloea 39%

64056 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 94% Malikia 31%

83473 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 95% Bergeriella 26%

84086 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 95% Aquaspirillum 40%

81485 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Kingella 24%

15402 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 2 Chlorobi 100% Chlorobium 97%

27795 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 2 Chloroflexi 89% Levilinea 71%

41493 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 Chloroflexi 98% Leptolinea 34%

70810 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 Cyanobacteria 97% GpI 74%

70831 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 Cyanobacteria 95% GpI 88%

57598 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 Cyanobacteria 95% GpI 95%
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65617 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 Cyanobacteria 100% GpXIII 75%

23977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 2 Cyanobacteria 83% GpXIII 51%

80888 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Cyanobacteria 88% GpXIII 29%

12 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Cyanobacteria 98% GpI 69%

38938 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 84% GpX 35%

56217 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 87% GpVI 67%

41148 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 99% GpIV 78%

10875 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 98% GpI 69%

110788 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 98% GpVIII 90%

32438 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 90% GpXIII 48%

53707 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 97% GpVIII 58%

55532 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 96% GpI 95%

81775 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% GpVIII 89%

68454 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 85% GpX 27%

95957 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 89% GpX 45%

91251 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 83% GpIX 25%

54295 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% GpI 85%

54954 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% GpI 45%

56010 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 90% GpXIII 66%

53628 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 88% GpI 56%

55360 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 86% GpX 54%

56686 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 86% GpI 85%

52810 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 87% GpVIII 16%

101660 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 96% GpIX 40%

65455 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 Deltaproteobacteria 97% Sorangium 62%

66127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 Deltaproteobacteria 100% Malonomonas 55%

55260 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 Deltaproteobacteria 100% Desulfonema 36%

76771 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 Deltaproteobacteria 100% Desulfopila 88%

105514 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 Deltaproteobacteria 99% Desulfococcus 48%

107269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 Deltaproteobacteria 100% Desulforhopalus 90%

36482 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 Deltaproteobacteria 86% Desulfosalsimonas 53%

11597 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 99% Desulfonema 62%

38840 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 99% Desulfuromusa 38%

42090 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 90% Desulfuromusa 60%

68675 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 91% Plesiocystis 38%

92931 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 91% Enhygromyxa 75%

54668 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 100% Byssovorax 47%

77575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Epsilonproteobacteria 94% Sulfurovum 87%

76716 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Epsilonproteobacteria 86% Sulfurimonas 27%

77493 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Epsilonproteobacteria 95% Sulfurovum 77%

4147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 2 Epsilonproteobacteria 86% Sulfurovum 43%

114012 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 Epsilonproteobacteria 97% Sulfurovum 91%

1949 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 Epsilonproteobacteria 87% Dehalospirillum 31%

1653 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 2 Epsilonproteobacteria 95% Dehalospirillum 35%

36521 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Epsilonproteobacteria 98% Wolinella 79%

486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 Eukaryota 99% Bacillariophyta 96%

57515 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Eukaryota 94% Bacillariophyta 82%

1021 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 98% Bacillariophyta 98%

69 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 96% Streptophyta 91%

2440 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 96% Bacillariophyta 95%

280 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 81% Streptophyta 76%

3940 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

164 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

615 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

3866 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 99% Bacillariophyta 98%

22 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 95% Bacillariophyta 93%

59583 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Eukaryota 80% Bacillariophyta 75%

28829 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 83% Bacillariophyta 48%

29964 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 86% Bacillariophyta 63%

31286 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 97% Bacillariophyta 91%

29417 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 92% Bacillariophyta 91%

37012 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 81% Bacillariophyta 46%

65232 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 93% Bacillariophyta 92%

83967 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 99%

85202 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 88% Chlorophyta 76%

34386 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 85% Bacillariophyta 85%

35105 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 99% Bacillariophyta 99%

32504 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 93% Bacillariophyta 93%

57481 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 96%

85982 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

57356 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 94% Chlorophyta 94%

55765 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 83% Bacillariophyta 42%

56900 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 82% Bacillariophyta 51%

17748 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 Firmicutes 95% Fusibacter 72%

1523 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Firmicutes 97% Salirhabdus 11%

646 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Firmicutes 81% Pasteuria 81%

1261 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Firmicutes 98% Paraliobacillus 10%

29142 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 100% Bacillus 64%

110350 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 93% Megamonas 78%

89935 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 96% Streptococcus 93%

7115 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 91% Lactobacillus 86%

75812 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Gammaproteobacteria 98% Nitrincola 15%

23897 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 2 Gammaproteobacteria 100% Methylomicrobium 39%

489 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 Gammaproteobacteria 97% Coxiella 55%

22094 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 Gammaproteobacteria 100% Acidithiobacillus 100%

22478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 2 Gammaproteobacteria 98% Thiothrix 97%

1862 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% Thiohalobacter 41%

775 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% Thiofaba 22%

3262 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% Thiothrix 92%

771 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Halochromatium 38%

2673 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% Dokdonella 82%

298 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Thiocapsa 100%

576 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% Thiofaba 87%

9997 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 88% Thiothrix 61%

22986 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 90% Thiothrix 87%
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59058 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Thiothrix 100%

57845 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% Thiothrix 86%

42152 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% Thiofaba 73%

42140 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% Thiohalobacter 45%

11694 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 90% Thiothrix 80%

35249 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% Thiofaba 77%

60958 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 85% Thiofaba 51%

54793 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% Thioflavicoccus 30%

30341 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 85% Sedimenticola 63%

30805 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 90% Zobellella 34%

37141 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Frateuria 49%

38897 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 86% Serpens 37%

11902 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 96% Thiothrix 65%

10152 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 91% Thiofaba 34%

8752 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 86% Thiofaba 57%

39766 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% Thiohalobacter 55%

9015 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% Halothiobacillus 35%

9043 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 93% Methylococcus 27%

8551 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% Thiofaba 49%

111149 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Aquimonas 41%

110354 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% Paramoritella 40%

54825 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Thiohalobacter 52%

54836 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Cellvibrio 77%

56845 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Thiohalobacter 83%

55975 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% Ectothiorhodosinus 39%

7730 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 96% Aeromonas 38%

63028 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Salinicola 99%

63045 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Methylococcus 42%

89137 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Pasteurella 56%

83902 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 88% Thioflavicoccus 13%

54899 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 91% Thiodictyon 48%

66686 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 96% Thioflavicoccus 31%

55323 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% Haliea 83%

54707 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% Methylohalomonas 31%

55199 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% Nitrosococcus 28%

4580 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% Serpens 25%

6138 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 87% Paraferrimonas 31%

8045 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Serratia 36%

2949 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Planctomycetes 91% Rhodopirellula 58%

29624 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 92% Blastopirellula 87%

28977 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% Phycisphaera 100%

31726 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% Gemmata 100%

63345 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% Gemmata 84%

81092 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 99% Phycisphaera 98%

80795 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 88% Phycisphaera 88%

55734 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 99% Phycisphaera 99%

7628 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% Phycisphaera 100%

34862 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 96% Phycisphaera 96%

64282 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 82% Blastopirellula 34%

83930 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 97% Planctomyces 54%

83229 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 91% Blastopirellula 65%

92956 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 87% Phycisphaera 87%

100258 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 87% Blastopirellula 57%

19791 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 2 Spirochaetes 80% Treponema 65%

29216 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Acidobacteria 41% Bryobacter 39%

56088 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Acidobacteria 24% Gp23 24%

53515 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Acidobacteria 9% Bryobacter 9%

26284 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 UI-Actinobacteria 46% Thermobispora 4%

81654 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Actinobacteria 45% Patulibacter 22%

54936 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Actinobacteria 34% Ilumatobacter 15%

55415 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Actinobacteria 20% Conexibacter 5%

62395 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Actinobacteria 77% Rubrobacter 77%

63539 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Actinobacteria 49% Thermoleophilum 33%

53590 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Actinobacteria 21% Phycicola 4%

16977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 2 UI-Alphaproteobacteria 78% Croceicoccus 42%

15557 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 UI-Alphaproteobacteria 56% Pannonibacter 14%

14537 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 UI-Alphaproteobacteria 73% Nisaea 21%

2964 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 78% Albidovulum 44%

4061 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 73% Nisaea 28%

1033 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 66% Roseibaca 34%

186 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 61% Filomicrobium 26%

1084 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 55% Magnetospirillum 11%

1070 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 52% Orientia 24%

1090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 46% Rubribacterium 46%

1154 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 75% Daeguia 12%

3764 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 75% Daeguia 3%

1882 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 73% Cucumibacter 40%

1117 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 51% Dinoroseobacter 10%

2782 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 75% Nesiotobacter 13%

4032 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 68% Croceicoccus 11%

3423 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 58% Caenispirillum 12%

11940 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 36% Ponticaulis 20%

29851 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 19% Tistrella 14%

31845 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 36% Camelimonas 5%

11247 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 22% Blastomonas 21%

109924 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 64% Telmatospirillum 3%

111484 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 24% Rhizomicrobium 14%

62765 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 42% Sagittula 9%

96634 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 72% Cucumibacter 9%

92793 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 45% Blastomonas 17%

98624 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 55% Tepidamorphus 12%

33922 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 71% Sandarakinorhabdus 20%

5467 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 69% Rhizomicrobium 18%

64263 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 78% Rubribacterium 50%

62480 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 31% Hellea 6%
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56148 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 71% Geminicoccus 44%

57091 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 69% Dongia 31%

89950 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 30% Kiloniella 14%

81500 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 75% Bauldia 20%

89356 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 76% Brevundimonas 40%

85117 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 63% Terasakiella 23%

83431 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 59% Pannonibacter 10%

80995 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 57% Balneimonas 11%

54541 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 67% Telmatospirillum 16%

56577 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 66% Dongia 34%

79762 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 55% Pseudoxanthobacter 10%

79926 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 28% Pannonibacter 11%

82703 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 30% Hellea 5%

67376 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 50% Primorskyibacter 1%

67836 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 43% Jhaorihella 5%

93971 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 36% Croceicoccus 13%

57255 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 61% Rubribacterium 21%

53128 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 74% Kiloniella 20%

53926 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 57% Caenispirillum 18%

45752 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 73% Tistlia 23%

46635 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 62% Tepidamorphus 5%

45480 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 53% Albibacter 42%

5115 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 15% Robiginitomaculum 11%

99049 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Alphaproteobacteria 54% Daeguia 18%

3063 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Aquificae 8% Thermosulfidibacter 8%

83311 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Aquificae 16% Hydrogenobaculum 16%

44598 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Aquificae 21% Venenivibrio 9%

65422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 UI-Bacteroidetes 79% Perexilibacter 21%

66610 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 UI-Bacteroidetes 69% Coenonia 36%

31823 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 67% Fabibacter 8%

37725 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 66% Cesiribacter 23%

32481 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 54% Cesiribacter 5%

6970 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 51% Meniscus 15%

88511 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 71% Fibrella 13%

67730 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 18% Microscilla 11%

81849 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 46% Haliscomenobacter 44%

54226 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 13% Sediminibacter 2%

54213 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 75% Haliscomenobacter 28%

54407 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Bacteroidetes 68% Alkaliflexus 13%

1195 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 27% Microvirgula 18%

4187 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 34% Nitrosospira 19%

4313 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 39% Tepidiphilus 3%

1324 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 16% Nitrosospira 5%

59115 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 68% Paucimonas 26%

31384 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 68% Aquaspirillum 23%

32645 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 77% Thiobacillus 39%

33958 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 27% Denitratisoma 14%

63183 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 24% Iodobacter 7%

64878 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 61% Thiobacillus 35%

82848 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 79% Thiobacillus 25%

82944 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Betaproteobacteria 26% Thiobacter 24%

40096 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 UI-Caldiserica 25% Caldisericum 25%

61736 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 UI-Chlorobi 17% Ignavibacterium 17%

107403 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Chloroflexi 38% Dehalogenimonas 25%

40317 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 37% Caldilinea 36%

38232 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 72% Levilinea 32%

110764 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 64% Bellilinea 27%

111537 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 49% Levilinea 31%

56728 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 50% Caldilinea 27%

55901 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 11% Leptolinea 10%

54877 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 8% Bellilinea 4%

6530 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 47% Thermosporothrix 27%

54774 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 13% Caldilinea 6%

54550 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Chloroflexi 12% Caldilinea 10%

66309 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 2 UI-Cyanobacteria 78% GpIV 58%

75506 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 2 UI-Cyanobacteria 28% GpIV 15%

66478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UI-Cyanobacteria 49% GpX 35%

66458 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 UI-Cyanobacteria 56% GpX 24%

66486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 UI-Cyanobacteria 42% GpX 25%

38386 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 2 UI-Cyanobacteria 59% GpX 23%

77067 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UI-Cyanobacteria 74% GpXIII 70%

16200 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 2 UI-Cyanobacteria 41% GpX 13%

484 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Cyanobacteria 58% GpXI 16%

2389 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Cyanobacteria 54% GpXI 20%

109805 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 68% GpXIII 37%

55032 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 55% GpIV 39%

5726 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 69% GpXI 26%

81861 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 51% GpX 8%

57124 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 71% GpI 53%

80672 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 54% GpIX 14%

66896 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 69% GpVIII 37%

68551 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 76% GpI 60%

95948 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 77% GpIX 27%

96719 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 64% GpIX 19%

56889 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 66% GpI 39%

48006 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 48% GpVIII 28%

93547 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 53% GpIIb 35%

96871 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 30% GpIV 6%

55411 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 76% GpI 72%

56623 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 58% GpXIII 42%

55593 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 52% GpXIII 28%

55434 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 46% GpI 39%

54272 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 39% GpI 32%

101368 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 67% GpX 25%

101006 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Cyanobacteria 37% GpVIII 18%
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23779 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 UI-Deferribacteres 71% Denitrovibrio 60%

4036 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 UI-Deinococcus-Thermus 13% Deinobacterium 11%

3442 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Deinococcus-Thermus 18% Truepera 18%

7109 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deinococcus-Thermus 5% Deinobacterium 5%

65556 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UI-Deltaproteobacteria 59% Desulfurivibrio 10%

66312 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UI-Deltaproteobacteria 29% Desulforhabdus 12%

39409 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 2 UI-Deltaproteobacteria 71% Desulfosalsimonas 50%

75683 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UI-Deltaproteobacteria 70% Chondromyces 29%

79172 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 UI-Deltaproteobacteria 66% Desulfospira 15%

105983 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Deltaproteobacteria 46% Sorangium 15%

39055 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 UI-Deltaproteobacteria 24% Geothermobacter 8%

2213 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 48% Bdellovibrio 35%

3882 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 34% Desulforegula 9%

1444 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 72% Phaselicystis 30%

964 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 16% Malonomonas 7%

8511 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 37% Geopsychrobacter 6%

30299 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 57% Kofleria 42%

29846 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 29% Bilophila 6%

29787 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 28% Melittangium 5%

40696 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 70% Lawsonia 23%

112366 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 58% Bdellovibrio 27%

110451 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 52% Melittangium 21%

110479 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 49% Melittangium 10%

111545 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 29% Chondromyces 13%

62963 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 49% Desulfobacca 6%

82413 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 52% Geoalkalibacter 17%

55944 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 76% Kofleria 21%

34983 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 59% Chondromyces 17%

63487 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 47% Bdellovibrio 34%

63964 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 21% Archangium 6%

62692 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 18% Smithella 12%

57213 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 43% Thermodesulforhabdus 19%

89571 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 33% Desulfarculus 3%

89411 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 18% Syntrophorhabdus 4%

86877 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 45% Phaselicystis 21%

67623 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 42% Hyalangium 19%

88092 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 58% Desulfatiferula 13%

86630 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 57% Desulfatirhabdium 12%

86089 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 27% Desulfobacca 4%

5669 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 36% Smithella 14%

67356 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 60% Enhygromyxa 19%

67577 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 40% Vampirovibrio 38%

54368 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 56% Sorangium 14%

91233 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 61% Peredibacter 26%

54014 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 72% Sorangium 23%

55258 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 70% Melittangium 10%

55419 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 59% Sorangium 14%

54482 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 56% Bdellovibrio 48%

54375 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 39% Phaselicystis 16%

54889 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 34% Bdellovibrio 30%

55505 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Deltaproteobacteria 18% Geopsychrobacter 2%

73173 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 UI-Epsilonproteobacteria 36% Sulfurovum 3%

6641 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 UI-Epsilonproteobacteria 45% Sulfurovum 9%

78835 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UI-Epsilonproteobacteria 66% Sulfurovum 49%

108413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Epsilonproteobacteria 75% Nitratifractor 26%

108254 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Epsilonproteobacteria 71% Sulfurovum 24%

106212 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Epsilonproteobacteria 56% Sulfurimonas 44%

106869 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Epsilonproteobacteria 34% Nitratifractor 23%

17180 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 2 UI-Epsilonproteobacteria 11% Thioreductor 10%

24196 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 UI-Epsilonproteobacteria 8% Thioreductor 4%

63287 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Epsilonproteobacteria 12% Dehalospirillum 6%

63901 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Epsilonproteobacteria 30% Hydrogenimonas 25%

88327 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Epsilonproteobacteria 4% Nitratifractor 3%

80016 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Epsilonproteobacteria 13% Hydrogenimonas 10%

5497 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Epsilonproteobacteria 13% Hydrogenimonas 9%

9502 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 2 UI-Eukaryota 36% Chlorophyta 29%

516 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Eukaryota 62% Bacillariophyta 59%

820 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Eukaryota 34% Chlorophyta 31%

52 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Eukaryota 78% Bacillariophyta 74%

176 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Eukaryota 61% Bacillariophyta 36%

589 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Eukaryota 55% Chlorophyta 34%

446 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Eukaryota 55% Chlorophyta 40%

661 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Eukaryota 68% Chlorarachniophyceae 46%

1969 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Eukaryota 73% Bacillariophyta 59%

30950 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 58% Chlorophyta 30%

113159 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 49% Chlorophyta 41%

55239 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 52% Bacillariophyta 52%

32383 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 44% Bacillariophyta 44%

63963 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 69% Bacillariophyta 69%

83798 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 73% Bacillariophyta 73%

85411 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 63% Chlorophyta 57%

84196 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 40% Bacillariophyta 17%

84405 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 72% Chlorarachniophyceae 38%

83585 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 54% Bacillariophyta 53%

91835 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 66% Chlorophyta 38%

95444 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Eukaryota 35% Bangiophyceae 19%

65981 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 UI-Firmicutes 67% Fusibacter 33%

40178 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 2 UI-Firmicutes 29% Paralactobacillus 10%

105876 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Firmicutes 75% Sporotalea 44%

107509 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Firmicutes 48% Howardella 9%

106634 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Firmicutes 31% Anaeroarcus 8%

18127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 2 UI-Firmicutes 22% Thermodesulfobium 8%

2575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Firmicutes 73% Pasteuria 69%

566 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Firmicutes 72% Clostridium sensu stricto 48%

598 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Firmicutes 24% Natroniella 11%
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831 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Firmicutes 38% Pasteuria 38%

2379 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Firmicutes 32% Mahella 6%

1374 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Firmicutes 23% Desulfurispora 7%

28792 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 43% Pasteuria 41%

36635 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 46% Lutispora 30%

10622 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 30% Tepidanaerobacter 16%

110321 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 50% Pseudoflavonifractor 21%

109899 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 40% Cryptanaerobacter 20%

111737 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 40% Thermacetogenium 14%

88180 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 31% Lachnobacterium 9%

54993 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 20% Calditerricola 19%

33089 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 65% Butyricicoccus 6%

64726 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 72% Pasteuria 72%

62783 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 40% Syntrophothermus 19%

65027 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 23% Gelria 12%

54530 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 47% Thermolithobacter 28%

88626 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 36% Syntrophothermus 15%

86604 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 25% Hydrogenoanaerobacterium 4%

80333 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 21% Fervidicola 9%

54501 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 43% Selenihalanaerobacter 9%

54089 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Firmicutes 27% Centipeda 8%

19667 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 UI-Gammaproteobacteria 68% Thiothrix 64%

58815 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2 UI-Gammaproteobacteria 74% Thiothrix 48%

60877 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 2 UI-Gammaproteobacteria 62% Thiofaba 18%

114013 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 UI-Gammaproteobacteria 57% Thiothrix 45%

19444 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 2 UI-Gammaproteobacteria 26% Cycloclasticus 3%

16684 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 2 UI-Gammaproteobacteria 57% Thiothrix 51%

25172 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 UI-Gammaproteobacteria 35% Leucothrix 10%

5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 57% Singularimonas 14%

1509 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 17% Wohlfahrtiimonas 11%

356 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 20% Thorsellia 3%

22075 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 72% Thiothrix 69%

57777 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 25% Thiofaba 4%

36777 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 54% Thiothrix 47%

36074 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 72% Thiothrix 42%

28332 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 44% Singularimonas 13%

37605 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 79% Thiothrix 71%

37705 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 60% Chromatium 26%

37669 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 51% Leucothrix 8%

38673 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 35% Thiovirga 21%

37472 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 20% Thorsellia 17%

10016 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 63% Carnimonas 13%

8603 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 58% Kistimonas 15%

35106 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 67% Thiothrix 46%

32808 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 44% Zymobacter 25%

41983 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 67% Carnimonas 27%

109983 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 72% Oleispira 15%

111606 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 36% Aquicella 26%

111193 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 20% Celerinatantimonas 17%

110444 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 18% Solimonas 11%

87396 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 26% Beggiatoa 6%

67032 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 32% Ectothiorhodosinus 11%

32913 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 49% Thiorhodospira 36%

62915 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 68% Thiofaba 33%

64090 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 34% Aquisalimonas 9%

64647 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 79% Methylohalomonas 21%

55642 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 55% Thiofaba 16%

80262 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 39% Natronocella 16%

81940 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 42% Obesumbacterium 22%

96198 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 48% Algicola 17%

93114 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 15% Chromatium 2%

55977 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 22% Umboniibacter 3%

44931 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 29% Natronocella 8%

5450 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 32% Piscirickettsia 25%

54943 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 79% Sedimenticola 38%

53770 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 69% Cobetia 11%

53475 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 53% Umboniibacter 17%

55776 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 14% Alkalispirillum 6%

4429 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gammaproteobacteria 47% Allomonas 12%

112579 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gemmatimonadetes 75% Gemmatimonas 75%

54703 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gemmatimonadetes 70% Gemmatimonas 70%

54456 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gemmatimonadetes 13% Gemmatimonas 13%

55259 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Gemmatimonadetes 55% Gemmatimonas 55%

106662 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Lentisphaerae 72% Victivallis 71%

112261 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Lentisphaerae 15% Victivallis 11%

62662 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Lentisphaerae 41% Victivallis 23%

80228 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Lentisphaerae 22% Victivallis 20%

94793 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Lentisphaerae 18% Lentisphaera 15%

62450 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Nitrospira 51% Nitrospira 51%

54108 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Nitrospira 21% Nitrospira 21%

499 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 83% Yangia 27%

706 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 80% Nautella 7%

1799 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 84% Sandaracinobacter 28%

90 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 83% Marispirillum 19%

170 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 82% Wenxinia 40%

467 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 81% Chelativorans 9%

11749 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 84% Tepidamorphus 50%

30409 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 81% Roseibacterium 30%

31023 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 83% Ahrensia 9%

93688 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 82% Pontibaca 11%

89333 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 84% Prosthecomicrobium 25%

82408 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 81% Silicibacter 35%

54664 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 82% Dongia 32%

54675 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 83% Tepidamorphus 11%

53836 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 82% Tistrella 33%
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54147 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Alphaproteobacteria 82% Tepidamorphus 4%

3989 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Betaproteobacteria 82% Nitrosomonas 21%

564 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 2 UIP-Deltaproteobacteria 84% Desulfocapsa 66%

10086 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 UIP-Deltaproteobacteria 83% Byssovorax 30%

65366 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Deltaproteobacteria 80% Nannocystis 48%

77850 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIP-Epsilonproteobacteria 80% Sulfurovum 50%

114219 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 UIP-Epsilonproteobacteria 81% Sulfurovum 55%

65886 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UIP-Gammaproteobacteria 82% Thiofaba 35%

14381 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 UIP-Gammaproteobacteria 81% Modicisalibacter 10%

2236 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIP-Gammaproteobacteria 81% Carnimonas 15%

111178 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIP-Gammaproteobacteria 83% Caedibacter 47%

18021 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 2 UI-Planctomycetes 58% Phycisphaera 58%

1016 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UI-Planctomycetes 57% Schlesneria 28%

4265 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Planctomycetes 56% Phycisphaera 47%

30360 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 76% Phycisphaera 73%

109935 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 72% Schlesneria 31%

62777 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 34% Rhodopirellula 10%

80639 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 55% Phycisphaera 34%

54579 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 65% Phycisphaera 47%

56513 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 63% Phycisphaera 63%

62345 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 71% Rhodopirellula 45%

55442 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 65% Rhodopirellula 36%

55635 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 49% Singulisphaera 41%

88512 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 76% Schlesneria 21%

90382 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 63% Schlesneria 20%

85278 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 57% Planctomyces 41%

86367 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 33% Phycisphaera 24%

67127 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 54% Planctomyces 37%

4333 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 40% Singulisphaera 40%

54404 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 79% Schlesneria 50%

53616 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 48% Schlesneria 20%

55823 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 16% Phycisphaera 14%

55815 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 43% Schlesneria 39%

99315 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Planctomycetes 52% Phycisphaera 44%

76334 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UI-Spirochaetes 48% Treponema 38%

76901 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 UI-Spirochaetes 67% Spirochaeta 67%

112 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Spirochaetes 60% Spirochaeta 46%

37029 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UI-Spirochaetes 62% Leptonema 60%

38692 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 2 UI-SR1 55% SR1_genera_incertae_sedis 55%

40962 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 UI-Tenericutes 11% Haloplasma 11%

37671 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 2 UI-Thermodesulfobacteria 13% Caldimicrobium 12%

34732 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 UI-Thermodesulfobacteria 9% Caldimicrobium 9%

106329 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UI-Thermotogae 32% Oceanotoga 27%

66390 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UI-Verrucomicrobia 68% Puniceicoccus 40%

65925 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 UI-Verrucomicrobia 35% Alterococcus 20%

1215 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 29% Subdivision3_genera_incertae_sedis 24%

58443 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 76% Subdivision3_genera_incertae_sedis 55%

28933 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 37% Persicirhabdus 14%

55053 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 70% Persicirhabdus 20%

53569 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 23% Alterococcus 12%

55502 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 35% Luteolibacter 22%

81166 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 75% Roseibacillus 39%

55158 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UI-Verrucomicrobia 13% Persicirhabdus 9%

110953 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 100% Alterococcus 53%

55589 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 100% Haloferula 100%

5655 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 94% Opitutus 48%

65445 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Acidobacteria 99% Gp3 75%

66097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Acidobacteria 98% Gp3 78%

58147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% Gp4 100%

110364 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 99% Gp4 99%

112273 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% Terriglobus 48%

112881 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 93% Gp17 88%

65333 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% Gp18 100%

63085 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 98% Gp3 81%

64936 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 85% Gp16 85%

85860 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 98% Gp17 97%

92944 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% Gp17 100%

56668 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 96% Gp9 96%

54198 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 97% Gp6 95%

57152 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 95% Gp6 95%

53478 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 90% Gp3 75%

53797 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 88% Gp6 73%

57139 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 88% Gp9 86%

56265 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 80% Gp22 79%

66387 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Actinobacteria 94% Solirubrobacter 36%

109051 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Actinobacteria 100% Nocardioides 39%

1192 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Actinobacteria 100% Promicromonospora 67%

2444 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Actinobacteria 99% Patulibacter 59%

1317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Actinobacteria 85% Quadrisphaera 18%

58955 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Marmoricola 20%

110606 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Actinoplanes 81%

112565 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 96% Nakamurella 14%

63719 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 99% Agrococcus 51%

89559 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 98% Rathayibacter 33%

89008 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 96% Brachybacterium 56%

89953 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 95% Kytococcus 46%

88460 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 89% Micrococcus 44%

88258 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Actinoplanes 85%

80866 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Iamia 96%

67532 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Collinsella 100%

95301 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 98% Sinosporangium 5%

56720 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Ilumatobacter 100%

54319 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 99% Ilumatobacter 98%

56289 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 87% Aciditerrimonas 66%

66515 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Alphaproteobacteria 94% Pseudorhodobacter 14%



204 
 

 

76255 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 97% Thalassospira 97%

78440 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 100% Gemmobacter 42%

76828 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 98% Rhizobium 54%

79339 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 98% Oceanicola 16%

77154 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 97% Catellibacterium 43%

107138 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 99% Pseudorhodobacter 17%

108997 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 97% Croceicoccus 58%

106246 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 96% Pedomicrobium 40%

106880 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 88% Altererythrobacter 32%

24795 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Alphaproteobacteria 98% Filomicrobium 30%

27105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Alphaproteobacteria 97% Roseospira 93%

26779 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Alphaproteobacteria 92% Roseospira 90%

905 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Albidovulum 28%

1525 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Roseicyclus 18%

2936 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Hyphomicrobium 60%

3563 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Jhaorihella 15%

3620 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Oceanicola 25%

1125 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Pseudorhodobacter 27%

1178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Afifella 35%

4309 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Amaricoccus 32%

539 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Pseudorhodobacter 71%

744 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Bauldia 52%

1791 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Hyphomonas 73%

1354 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Roseibacterium 2%

388 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Roseicyclus 29%

426 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Tepidamorphus 22%

705 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Sandaracinobacter 71%

2319 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Rhodopseudomonas 26%

3500 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Erythromicrobium 30%

3083 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% Oceanibulbus 20%

1918 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% Pseudorhodobacter 25%

3221 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% Roseicyclus 18%

4099 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% Rubrimonas 34%

4198 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% Anderseniella 18%

4276 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% Nisaea 36%

880 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% Roseicyclus 4%

60575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Gemmobacter 27%

59881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% Cucumibacter 28%

28363 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Hyphomicrobium 65%

29158 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Celeribacter 14%

29182 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Amaricoccus 55%

31054 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Porphyrobacter 59%

28425 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Litoreibacter 44%

28773 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Croceicoccus 37%

29551 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Jhaorihella 31%

32067 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Roseicyclus 26%

29556 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Rubribacterium 34%

30165 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% Rubrimonas 64%

31769 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% Albimonas 23%

28481 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% Chelativorans 30%

31881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% Mycoplana 68%

29456 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% Balneimonas 62%

39955 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% Stakelama 17%

8513 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Martelella 98%

8754 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Sphingopyxis 74%

110376 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Phenylobacterium 100%

109798 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Wenxinia 58%

111363 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Nisaea 63%

112903 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Pseudoruegeria 92%

110388 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Rubribacterium 83%

111080 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Citreimonas 19%

111628 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Pelagibius 83%

112458 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Rhodomicrobium 93%

112718 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Croceicoccus 30%

112311 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Haematobacter 29%

113178 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Hyphomonas 52%

111276 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Anderseniella 51%

111760 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Pseudolabrys 26%

111386 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Methylosinus 38%

110271 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% Camelimonas 32%

111068 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% Pelagibius 13%

111081 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% Nisaea 50%

111378 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% Gaetbulicola 16%

110886 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% Gaetbulicola 9%

112376 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% Parvularcula 68%

111273 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% Tistlia 8%

112532 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% Daeguia 13%

109871 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% Tistlia 19%

32415 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Rhodobacter 37%

32950 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Meganema 29%

33497 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Martelella 9%

35274 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Blastomonas 20%

35110 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% Palleronia 19%

33449 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% Gemmobacter 44%

64730 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Sphingobium 99%

62357 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Amaricoccus 75%

62504 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Amaricoccus 52%

62855 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Albidovulum 37%

63132 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Catellibacterium 39%

64045 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Citreimonas 31%

64385 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Parvularcula 89%

64406 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Jhaorihella 41%

65227 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Hyphomicrobium 49%

65299 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Paracoccus 42%

64593 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Hyphomonas 31%
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64942 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Salinihabitans 24%

64673 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Cucumibacter 22%

63306 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Vadicella 19%

63857 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Novosphingobium 17%

63036 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Amaricoccus 53%

65150 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% Thioclava 38%

62829 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Anderseniella 30%

65335 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Pseudoxanthobacter 24%

64173 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% Prosthecomicrobium 11%

62916 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% Gemmobacter 34%

62784 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% Rhodocista 26%

89623 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Citreimonas 34%

89154 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Sandaracinobacter 64%

84202 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Sandaracinobacter 97%

85087 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Roseospira 97%

83678 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Lutimaribacter 29%

86480 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Pseudoxanthobacter 27%

87912 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Methylosinus 27%

84009 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Prosthecomicrobium 10%

86188 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Salinihabitans 13%

87562 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Vadicella 42%

85484 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% Methylovirgula 29%

82965 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% Rubribacterium 19%

80396 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Cucumibacter 31%

81032 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Meganema 37%

81165 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Albibacter 52%

80352 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Agaricicola 29%

80911 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Prosthecomicrobium 12%

81103 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Croceicoccus 65%

79787 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% Azorhizobium 19%

82350 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% Zhangella 12%

82750 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% Agaricicola 28%

67816 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Rubrimonas 47%

68274 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Rubribacterium 69%

68371 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Parvularcula 68%

66989 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Tepidamorphus 22%

66870 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Henriciella 79%

67228 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Tepidamorphus 18%

68433 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% Daeguia 35%

66988 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Bauldia 33%

67893 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% Magnetospirillum 22%

68317 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% Gemmobacter 14%

67024 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% Gemmobacter 37%

67687 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% Pseudoxanthobacter 31%

95630 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Sandaracinobacter 94%

96666 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Hyphomicrobium 12%

92327 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Pelagibaca 24%

95352 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Lutimaribacter 26%

57266 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Oceanibaculum 100%

57576 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Hyphomicrobium 96%

54243 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Parvularcula 96%

53940 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Rubrimonas 86%

55550 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Tropicimonas 51%

55664 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Stakelama 44%

55803 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Gemmobacter 44%

55870 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Silicibacter 24%

55998 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Maritimibacter 44%

56075 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Tistrella 22%

56449 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Pseudoruegeria 19%

56647 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Pelagibius 68%

56871 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Marinovum 19%

57229 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Rhodobaca 24%

57259 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Gemmobacter 21%

57519 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Maricaulis 52%

55066 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Croceicoccus 57%

55638 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Sphingobium 48%

56211 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Sphingomonas 26%

56811 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Agaricicola 51%

56938 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Methylobacterium 92%

57270 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Amaricoccus 76%

55779 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Rhodomicrobium 66%

56012 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Rickettsia 61%

57639 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Albidovulum 17%

54485 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Inquilinus 18%

55285 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Methylocapsa 35%

55784 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Antarctobacter 29%

55916 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Pelagibius 86%

56347 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Seohaeicola 17%

56961 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Bauldia 66%

57408 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% Zhangella 12%

53835 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Parvularcula 43%

56241 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Altererythrobacter 53%

57263 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% Pelagibaca 4%

55418 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Rubellimicrobium 21%

55865 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Methylosinus 37%

56019 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Cucumibacter 24%

53637 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% Methylovirgula 12%

56523 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% Tropicimonas 27%

54150 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Pontibaca 29%

54711 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Maribius 22%

56444 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Cucumibacter 32%

57495 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Prosthecomicrobium 20%

57632 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% Roseibacterium 8%

54363 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% Gaetbulicola 10%

53688 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% Crabtreella 9%
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55499 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% Tistlia 30%

56640 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% Methylocystis 13%

57150 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% Crabtreella 12%

53738 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% Novispirillum 38%

53766 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% Daeguia 13%

56212 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% Tistlia 44%

54888 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% Methylocapsa 18%

54621 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% Dongia 18%

47096 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Haematobacter 19%

5989 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Gemmobacter 41%

6317 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Sphingomonas 91%

6327 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Roseicyclus 11%

7536 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Sagittula 83%

5593 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Parvularcula 91%

5001 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% Hirschia 39%

101773 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% Rubribacterium 69%

103266 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% Chelatococcus 29%

66261 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 100% Wandonia 10%

65459 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 98% Alkaliflexus 16%

65945 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 97% Fulvivirga 15%

66249 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 97% Cryomorpha 21%

66285 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 97% Wandonia 8%

66407 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 96% Anaerophaga 13%

66341 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 88% Ornithobacterium 18%

65523 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 81% Litoribacter 29%

66001 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 81% Meridianimaribacter 18%

75611 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 100% Odoribacter 24%

78728 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 100% Litoribacter 33%

77645 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 99% Fontibacter 11%

75992 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 95% Alkaliflexus 31%

77132 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 82% Meniscus 14%

108466 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 100% Gramella 99%

107094 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 99% Aestuariicola 6%

106568 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% Anaerophaga 21%

106704 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% Cryomorpha 31%

106706 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% Galbibacter 13%

107292 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% Fabibacter 7%

108745 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% Prolixibacter 39%

108131 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 91% Flexithrix 16%

106472 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 89% Rikenella 20%

109703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 87% Paludibacter 43%

114377 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 100% Joostella 19%

113946 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 99% Dysgonomonas 46%

116700 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 89% Nitritalea 5%

115406 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 85% Sediminitomix 22%

14691 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Bacteroidetes 86% Gangjinia 25%

23451 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Bacteroidetes 97% Fontibacter 18%

26192 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Bacteroidetes 94% Alkaliflexus 14%

224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Bacteroidetes 96% Ohtaekwangia 59%

1187 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Bacteroidetes 96% Cryomorpha 34%

20148 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Bacteroidetes 90% Zhouia 7%

59406 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Muricauda 92%

59719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Flavobacterium 49%

60533 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Rikenella 17%

58557 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% Anaerophaga 33%

59465 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% Leptobacterium 33%

58440 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% Zhouia 14%

58128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 96% Wautersiella 15%

60074 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 96% Sporocytophaga 26%

60308 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 93% Galbibacter 5%

58762 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 82% Limibacter 10%

30050 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Flexithrix 66%

30933 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Niabella 53%

31233 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 86% Indibacter 24%

40260 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Gangjinia 42%

39477 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% Marinoscillum 12%

41535 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 95% Cesiribacter 6%

38066 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% Microscilla 15%

39218 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% Indibacter 14%

38740 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 93% Haliscomenobacter 27%

40415 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 91% Zhouia 18%

38569 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 85% Flexithrix 29%

9805 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% Flexibacter 87%

112564 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Limibacter 40%

113274 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% Rikenella 28%

110699 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 96% Ohtaekwangia 44%

109875 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% Elizabethkingia 39%

110367 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 89% Limibacter 15%

110834 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 88% Ohtaekwangia 36%

35752 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% Meniscus 28%

33338 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 88% Cesiribacter 39%

62586 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Fluviicola 17%

64085 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Nitritalea 27%

64886 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Perexilibacter 26%

62976 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% Alkaliflexus 18%

63011 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% Limibacter 17%

63986 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 95% Joostella 25%

65222 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 95% Prolixibacter 14%

64181 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 88% Dokdonia 24%

90867 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% Ohtaekwangia 61%

89133 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% Dysgonomonas 76%

84033 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Roseivirga 93%

87970 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% Crocinitomix 20%

68714 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% Zunongwangia 44%

55767 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% Haliscomenobacter 98%
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53697 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Pibocella 21%

54660 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Algoriphagus 84%

54928 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Sediminitomix 37%

56574 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Robiginitalea 89%

54716 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% Alkaliflexus 20%

54666 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% Microscilla 17%

54803 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% Zhouia 14%

55296 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% Nitritalea 18%

57568 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% Sediminitomix 33%

57239 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% Galbibacter 11%

55825 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 91% Thermonema 43%

55964 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 91% Ohtaekwangia 65%

55850 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 88% Ohtaekwangia 33%

56934 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 85% Nitritalea 5%

65622 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Betaproteobacteria 98% Wautersia 40%

75808 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Betaproteobacteria 98% Uliginosibacterium 39%

108409 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Betaproteobacteria 100% Methyloversatilis 34%

25225 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Betaproteobacteria 85% Nitrosospira 11%

58671 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Thiomonas 75%

61698 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% Sterolibacterium 62%

60215 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% Georgfuchsia 41%

31221 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 86% Thiobacillus 46%

11298 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% Malikia 71%

10745 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 88% Malikia 48%

110876 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Comamonas 89%

110333 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% Rubrivivax 36%

112668 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 91% Thiobacter 23%

65010 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Thiobacillus 73%

65070 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Thiobacillus 68%

63297 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 95% Denitratisoma 34%

64479 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% Zoogloea 21%

65393 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% Vitreoscilla 16%

63454 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 93% Chitiniphilus 9%

62785 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 92% Laribacter 25%

63557 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 89% Aquaspirillum 36%

83450 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Thiobacillus 45%

85890 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 92% Malikia 37%

80188 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Ralstonia 99%

80900 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Achromobacter 94%

96251 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 88% Thiobacter 20%

54893 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Massilia 95%

55346 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Zoogloea 18%

55880 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Sterolibacterium 16%

55913 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 98% Methylibium 30%

56582 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% Georgfuchsia 61%

55328 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% Schlegelella 31%

57429 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% Laribacter 20%

57543 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 93% Georgfuchsia 59%

55024 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 92% Thiobacter 25%

56015 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 89% Thiobacillus 59%

6971 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Methyloversatilis 98%

8147 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Polaromonas 39%

5278 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% Laribacter 29%

89452 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chlamydiae 95% Simkania 90%

65669 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Chloroflexi 100% Bellilinea 82%

66573 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Chloroflexi 81% Leptolinea 65%

66615 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Chloroflexi 81% Bellilinea 35%

66363 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Chloroflexi 80% Leptolinea 40%

106223 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Chloroflexi 100% Bellilinea 58%

107301 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Chloroflexi 92% Bellilinea 44%

25628 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Chloroflexi 85% Heliothrix 47%

112039 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chloroflexi 99% Bellilinea 48%

111089 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chloroflexi 83% Levilinea 37%

57665 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chloroflexi 94% Caldilinea 90%

65470 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 100% GpXIII 97%

65696 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 97% GpX 57%

66422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 96% GpX 49%

115453 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Cyanobacteria 86% GpX 38%

25287 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Cyanobacteria 80% GpI 39%

30340 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 80% GpIX 40%

110716 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 95% GpIX 33%

110098 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 89% GpVIII 38%

63007 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 91% GpVIII 90%

62603 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 90% GpVIII 85%

81572 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 82% GpVIII 41%

68441 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% GpVIII 34%

68400 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 91% GpVIII 66%

67384 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 89% GpXI 50%

92801 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 87% GpXIII 70%

95783 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 81% GpIIb 63%

54806 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 81% GpXIII 39%

66332 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 100% Desulfopila 59%

66505 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 100% Malonomonas 58%

66251 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 97% Desulfonema 88%

65511 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 89% Geopsychrobacter 14%

78516 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Deltaproteobacteria 100% Desulfobacula 42%

78697 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Deltaproteobacteria 96% Sorangium 46%

109398 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 100% Desulfosarcina 96%

107412 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 100% Malonomonas 89%

107343 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 98% Desulfocapsa 93%

107488 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 91% Malonomonas 40%

113892 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 100% Desulfobacterium 75%

113288 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 95% Desulfococcus 15%

116775 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 91% Desulfospira 19%

114367 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 89% Bdellovibrio 55%
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114681 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 89% Desulfatirhabdium 31%

28145 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Deltaproteobacteria 100% Desulfosarcina 100%

27360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Deltaproteobacteria 100% Desulfuromusa 95%

24578 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Deltaproteobacteria 87% Desulfonema 63%

3109 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% Desulfopila 63%

767 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Deltaproteobacteria 88% Enhygromyxa 28%

61184 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 98% Desulfatirhabdium 17%

62017 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 97% Desulfofustis 43%

57817 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 94% Desulforhopalus 24%

59685 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 93% Desulfocapsa 92%

57824 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 86% Desulfofustis 13%

28985 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 95% Chondromyces 39%

11380 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 88% Smithella 23%

112729 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 90% Byssovorax 45%

64171 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% Nannocystis 100%

87704 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% Sorangium 43%

87889 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% Desulforhopalus 84%

85796 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 98% Desulfonema 33%

94143 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 99% Sorangium 62%

91183 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 92% Nannocystis 55%

56376 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% Desulfonema 66%

54165 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 99% Byssovorax 70%

57241 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 99% Desulfonema 57%

57268 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 99% Anaeromyxobacter 71%

54895 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 96% Geoalkalibacter 51%

57545 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 94% Desulfonema 51%

56957 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 93% Smithella 22%

53826 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 91% Sorangium 54%

72066 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 Epsilonproteobacteria 97% Sulfuricurvum 51%

108913 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Epsilonproteobacteria 98% Arcobacter 90%

106769 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Epsilonproteobacteria 88% Sulfurovum 77%

109339 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Epsilonproteobacteria 86% Wolinella 59%

113666 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Epsilonproteobacteria 91% Sulfurovum 73%

61550 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 100% Sulfuricurvum 100%

58937 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 98% Sulfurimonas 80%

38912 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 99% Wolinella 97%

38292 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 95% Hydrogenimonas 46%

227 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

2282 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 98% Bacillariophyta 98%

3490 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 91% Bacillariophyta 91%

1277 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 81% Bacillariophyta 80%

32194 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Chlorophyta 96%

31581 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 92% Bacillariophyta 90%

31610 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 88% Chlorophyta 41%

110923 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

111792 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

112296 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 92% Bacillariophyta 36%

110687 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 86% Bacillariophyta 86%

113046 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 82% Bacillariophyta 82%

32592 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 94%

35181 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 94% Bacillariophyta 93%

35909 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 91% Bacillariophyta 89%

90328 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 90% Bacillariophyta 90%

86847 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 95%

83859 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 81%

80499 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 86% Chlorophyta 35%

68330 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

67582 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 90% Bacillariophyta 87%

54702 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 90% Bacillariophyta 90%

102111 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 88% Chlorophyta 42%

108529 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Firmicutes 84% Thermoflavimicrobium 15%

116025 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Firmicutes 99% Aeribacillus 13%

114257 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Firmicutes 93% Butyricicoccus 79%

13382 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Firmicutes 100% Fusibacter 69%

24760 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Firmicutes 100% Faecalibacterium 100%

20385 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Firmicutes 100% Roseburia 99%

20439 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Firmicutes 100% Blautia 84%

59773 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Firmicutes 99% Lachnospiracea_incertae_sedis 33%

31343 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 98% Clostridium sensu stricto 43%

30289 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 81% Oxalophagus 10%

37204 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Pseudobutyrivibrio 47%

11374 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Clostridium XI 86%

111983 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Halobacillus 95%

111332 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 89% Faecalibacterium 19%

112674 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 89% Pasteuria 89%

64671 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Clostridium XlVb 98%

81277 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Geobacillus 36%

81200 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 97% Thermoflavimicrobium 11%

67644 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Roseburia 37%

68114 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 99% Robinsoniella 15%

67345 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 95% Tenuibacillus 26%

55657 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Cellulosilyticum 96%

54411 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 99% Pullulanibacillus 32%

56154 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 98% Clostridium XI 71%

98674 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Streptococcus 99%

101502 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Tenuibacillus 18%

113293 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Fusobacteria 93% Clostridium XIX 43%

86433 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Fusobacteria 99% Clostridium XIX 73%

78021 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 99% Thiofaba 99%

77422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 100% Thiorhodospira 20%

77934 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 95% Ectothiorhodosinus 17%

79133 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 91% Thiothrix 37%

78046 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 90% Thiothrix 84%

109360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Gammaproteobacteria 96% Thiofaba 79%

26622 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 95%
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23983 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 98% Thiothrix 94%

24486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 95% Allochromatium 69%

25591 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 87% Oleiphilus 53%

3478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% Rheinheimera 82%

1904 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 92% Halovibrio 25%

59579 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 99%

58217 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% Thiothrix 97%

58615 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Coxiella 54%

60886 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Sedimenticola 30%

58813 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% Methylosarcina 16%

59007 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% Thiofaba 87%

59937 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% Thiothrix 49%

58760 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 85% Thiofaba 57%

30694 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thioflavicoccus 48%

30415 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Lamprocystis 23%

31786 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 95% Methylohalobius 53%

29118 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% Methylohalomonas 46%

39250 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Methylovulum 64%

41586 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% Coxiella 51%

38383 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% Thiorhodovibrio 6%

41245 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% Methylohalobius 31%

8968 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 86%

11351 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% Thiofaba 62%

111970 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thioalkalispira 30%

110185 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Ectothiorhodosinus 80%

111124 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Thiohalospira 57%

112561 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% Aquimonas 8%

113006 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% Balneatrix 49%

110824 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 88% Thiohalocapsa 22%

112336 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 88% Marinimicrobium 25%

33109 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 95% Thiothrix 95%

33209 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% Serpens 32%

34238 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% Thiothrix 57%

35859 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% Thioflavicoccus 10%

88584 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiomicrospira 100%

85816 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Bowmanella 100%

83164 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Haliea 60%

88089 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% Serpens 72%

86460 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% Thiothrix 62%

82945 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 87% Bowmanella 57%

81222 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% Simiduia 39%

67042 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% Aquimonas 95%

68763 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% Plesiomonas 55%

68966 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 92% Ectothiorhodosinus 65%

67650 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% Gibbsiella 15%

67588 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% Oleiphilus 10%

68391 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 85% Alishewanella 19%

93915 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% Thiohalomonas 41%

91900 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 95% Thioprofundum 20%

53947 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Coxiella 91%

55667 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiohalomonas 33%

55117 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 95% Aquicella 86%

54678 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% Sedimenticola 26%

55809 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% Ectothiorhodosinus 49%

55903 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% Zymobacter 25%

7112 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Providencia 69%

6094 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% Allomonas 47%

7423 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 86% Ectothiorhodosinus 27%

6496 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 85% Balneatrix 7%

113089 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gemmatimonadetes 81% Gemmatimonas 81%

65888 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Lentisphaerae 81% Victivallis 80%

64858 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Nitrospira 98% Nitrospira 98%

106453 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 OD1 93% OD1_genera_incertae_sedis 93%

55940 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 OD1 99% OD1_genera_incertae_sedis 99%

3168 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Planctomycetes 96% Phycisphaera 95%

1212 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Planctomycetes 100% Gemmata 75%

38505 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 98% Blastopirellula 93%

112100 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Phycisphaera 100%

110201 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 95% Planctomyces 65%

113062 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 88% Schlesneria 26%

110210 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 83% Planctomyces 37%

86021 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 98% Gemmata 78%

84805 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 89% Schlesneria 61%

86096 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 87% Phycisphaera 87%

82542 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Phycisphaera 100%

82168 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 82% Schlesneria 49%

80810 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 80% Phycisphaera 74%

94939 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 90% Phycisphaera 90%

53667 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 99% Planctomyces 95%

54726 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Zavarzinella 73%

54760 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Gemmata 34%

57261 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 99% Isosphaera 72%

53958 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 98% Zavarzinella 93%

56908 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 84% Blastopirellula 56%

54123 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 82% Phycisphaera 75%

56119 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 81% Rhodopirellula 27%

108034 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Spirochaetes 94% Spirochaeta 92%

41249 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Spirochaetes 100% Leptonema 100%

76065 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 SR1 81% SR1_genera_incertae_sedis 81%

41670 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 SR1 98% SR1_genera_incertae_sedis 98%

68974 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 SR1 99% SR1_genera_incertae_sedis 99%

65457 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 TM7 90% TM7_genera_incertae_sedis 90%

112931 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 TM7 89% TM7_genera_incertae_sedis 89%

57627 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 TM7 81% TM7_genera_incertae_sedis 81%

66078 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Acidobacteria 62% Gp6 59%
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78558 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Acidobacteria 77% Gp18 77%

109163 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Acidobacteria 52% Gp23 51%

109727 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Acidobacteria 23% Gp3 22%

109265 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Acidobacteria 4% Holophaga 2%

115 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Acidobacteria 57% Gp9 51%

289 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Acidobacteria 39% Gp17 39%

58369 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 46% Bryobacter 35%

31099 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 72% Gp22 71%

110843 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 59% Bryobacter 10%

112555 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 40% Bryobacter 28%

90041 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 45% Gp17 37%

55205 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 56% Gp22 55%

57596 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 56% Gp22 54%

55417 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 43% Holophaga 21%

105021 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Acidobacteria 32% Gp4 32%

65732 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Actinobacteria 14% Micropolyspora 8%

109098 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Actinobacteria 37% Thermoleophilum 8%

109719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Actinobacteria 24% Yimella 15%

105662 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Actinobacteria 20% Helcobacillus 1%

28245 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Actinobacteria 23% Nakamurella 2%

25647 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Actinobacteria 14% Thermoleophilum 13%

353 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Actinobacteria 57% Ilumatobacter 38%

32041 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 9% Ilumatobacter 6%

40228 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 40% Varibaculum 9%

42159 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 22% Ilumatobacter 13%

37066 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 11% Propioniferax 10%

113267 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 57% Iamia 43%

110421 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 50% Nitriliruptor 14%

112297 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 25% Marisediminicola 20%

111846 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 24% Phycicola 4%

64635 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 22% Thermoleophilum 21%

89781 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 49% Aciditerrimonas 4%

82996 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 39% Aciditerrimonas 3%

80365 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 19% Metascardovia 5%

82844 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 10% Ilumatobacter 5%

56890 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 55% Ferrimicrobium 21%

54985 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 46% Aciditerrimonas 27%

57478 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 44% Adlercreutzia 19%

54846 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 37% Asaccharobacter 10%

56135 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 24% Hamadaea 4%

56336 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 20% Ilumatobacter 8%

54764 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 18% Iamia 15%

54594 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 12% Conexibacter 7%

53546 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Actinobacteria 11% Ilumatobacter 4%

69097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Alphaproteobacteria 67% Maritalea 11%

66355 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Alphaproteobacteria 24% Sandaracinobacter 23%

66010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Alphaproteobacteria 21% Camelimonas 6%

77538 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Alphaproteobacteria 70% Rhodoblastus 23%

77171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Alphaproteobacteria 64% Rhizobium 43%

77213 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Alphaproteobacteria 63% Crabtreella 19%

77394 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Alphaproteobacteria 38% Gemmobacter 13%

107805 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Alphaproteobacteria 68% Vadicella 16%

107236 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Alphaproteobacteria 33% Meganema 23%

109553 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Alphaproteobacteria 13% Dongia 3%

24801 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Alphaproteobacteria 69% Roseospira 49%

25171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Alphaproteobacteria 26% Blastomonas 9%

733 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 79% Albidovulum 23%

2026 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 78% Croceicoccus 39%

2500 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 74% Tepidamorphus 31%

2979 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 74% Pacificibacter 18%

2596 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 66% Ahrensia 20%

2410 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 65% Defluviicoccus 16%

3412 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 64% Tepidamorphus 48%

3970 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 64% Pseudoxanthobacter 33%

2876 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 54% Cucumibacter 9%

4083 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 47% Erythromicrobium 16%

881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 43% Dongia 24%

2658 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 42% Roseicyclus 20%

1613 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 38% Camelimonas 8%

2160 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 37% Granulibacter 5%

410 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 35% Salinarimonas 2%

2824 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 29% Stakelama 5%

61501 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 77% Tistlia 26%

61758 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 46% Saccharibacter 33%

28560 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 78% Geminicoccus 15%

30092 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 70% Thalassobaculum 21%

29841 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 66% Anaplasma 28%

31672 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 61% Methylorhabdus 2%

31274 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 54% Rhodovibrio 14%

31264 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 33% Woodsholea 11%

28878 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 24% Pannonibacter 15%

41332 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 78% Blastomonas 22%

38153 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 68% Martelella 16%

39830 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 67% Dongia 8%

39640 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 63% Pseudorhodobacter 45%

42298 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 51% Agaricicola 20%

41671 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 17% Phaeovibrio 16%

36696 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 16% Agromonas 10%

10123 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 66% Pelagibius 46%

10852 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 62% Pannonibacter 19%

11686 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 60% Agaricicola 8%

111674 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 78% Bauldia 16%

111873 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 75% Pelagibaca 8%

112319 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 75% Chelativorans 21%

112047 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 74% Croceicoccus 43%
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110928 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 71% Meganema 20%

113171 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 70% Agaricicola 17%

110589 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 67% Defluviicoccus 27%

110954 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 64% Rubribacterium 22%

111774 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 62% Cucumibacter 16%

113212 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 59% Tepidamorphus 8%

110256 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 56% Defluviicoccus 46%

111810 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 54% Mycoplana 23%

112699 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 54% Elioraea 10%

111495 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 52% Tistlia 10%

112991 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 52% Blastomonas 35%

112362 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 48% Litorimonas 23%

110457 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 44% Defluviicoccus 26%

112619 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 34% Pannonibacter 14%

110916 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 33% Rhodopila 10%

110935 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 33% Elioraea 23%

112440 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 32% Marinovum 5%

109971 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 30% Balneimonas 13%

112224 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 30% Meganema 20%

112586 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 16% Phaeovibrio 8%

34348 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 56% Sagittula 9%

62384 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 78% Oceanibulbus 22%

63653 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 74% Rubribacterium 44%

62998 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 64% Sagittula 15%

63543 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 63% Filomicrobium 10%

64463 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 47% Gemmobacter 2%

63675 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 33% Dongia 15%

63334 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 31% Rhizomicrobium 11%

89669 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 78% Tistrella 19%

88862 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 70% Tepidamorphus 18%

90639 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 64% Insolitispirillum 45%

90995 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 48% Rubribacterium 41%

90709 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 46% Rhodovarius 24%

90733 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 27% Breoghania 1%

87478 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 76% Zhangella 7%

84205 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 74% Agaricicola 14%

85699 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 59% Tistlia 25%

84011 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 58% Methylosinus 24%

83251 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 56% Tistrella 8%

85085 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 47% Stakelama 19%

83242 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 38% Methylorhabdus 1%

86046 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 34% Prosthecomicrobium 6%

87475 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 34% Dongia 20%

86476 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 22% Tistlia 17%

85566 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 10% Meganema 6%

81421 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 72% Pannonibacter 54%

81836 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 68% Agaricicola 9%

82210 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 68% Defluviicoccus 46%

81195 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 67% Elioraea 14%

81089 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 59% Pannonibacter 45%

80266 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 58% Dongia 37%

81851 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 51% Blastomonas 20%

81382 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 42% Methylovirgula 6%

68729 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 60% Meganema 20%

68257 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 52% Camelimonas 6%

67310 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 42% Rubribacterium 33%

97090 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 79% Prosthecomicrobium 13%

94573 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 75% Tepidamorphus 61%

97379 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 74% Kiloniella 14%

93897 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 70% Cucumibacter 15%

97642 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 66% Daeguia 15%

93371 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 54% Rhodovibrio 21%

95825 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 53% Pannonibacter 3%

94457 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 15% Marispirillum 8%

95727 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 14% Agaricicola 1%

57474 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 79% Thioclava 14%

55503 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 77% Meganema 16%

56626 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 77% Caenispirillum 28%

53715 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 75% Roseicyclus 18%

55265 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 75% Methylosinus 26%

56332 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 74% Pelagibius 62%

54124 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 72% Tistrella 34%

54819 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 72% Defluviicoccus 60%

55504 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 70% Rhodovibrio 25%

55966 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 69% Tistlia 40%

57276 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 62% Tistlia 39%

56836 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 61% Prosthecomicrobium 11%

55221 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 59% Blastomonas 13%

55331 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 57% Orientia 30%

55756 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 56% Dongia 28%

56014 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 55% Tistlia 19%

55372 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 54% Tistrella 23%

57420 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 53% Pelagibius 37%

56231 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 51% Agaricicola 24%

57334 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 51% Pseudorhodobacter 11%

55211 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 49% Gaetbulicola 0%

55536 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 48% Albibacter 8%

57473 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 48% Granulibacter 6%

53991 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 37% Pannonibacter 11%

56761 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 35% Citreimonas 13%

56606 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 33% Stakelama 4%

57490 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 30% Caenispirillum 11%

55264 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 29% Meganema 12%

53550 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 24% Cucumibacter 9%

55936 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 21% Ahrensia 11%
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54645 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 15% Methylovirgula 5%

7610 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 79% Haematobacter 33%

5606 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 51% Wenxinia 28%

8008 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 42% Neokomagataea 8%

6590 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 30% Pannonibacter 22%

102466 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 73% Tistlia 13%

102026 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 60% Gemmobacter 12%

98936 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 51% Daeguia 8%

98946 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Alphaproteobacteria 35% Orientia 9%

116161 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Aquificae 11% Hydrogenobaculum 5%

110466 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Aquificae 6% Aquifex 5%

96342 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Aquificae 5% Thermosulfidibacter 5%

66241 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Bacteroidetes 38% Nubsella 15%

66236 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Bacteroidetes 22% Haliscomenobacter 13%

106780 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Bacteroidetes 63% Fluviicola 9%

106682 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Bacteroidetes 42% Galbibacter 14%

109389 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Bacteroidetes 15% Sediminicola 4%

21962 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 67% Perexilibacter 8%

61378 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 79% Meridianimaribacter 16%

60335 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 73% Haliscomenobacter 23%

60422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 52% Tannerella 7%

41938 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 29% Rapidithrix 9%

38508 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 11% Acetomicrobium 8%

38510 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 7% Acetomicrobium 5%

113261 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 71% Meridianimaribacter 6%

34228 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 77% Gaetbulimicrobium 10%

67381 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 77% Haliscomenobacter 43%

92729 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 18% Microscilla 5%

56696 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 79% Galbibacter 9%

57404 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 36% Haliscomenobacter 19%

56970 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 35% Reichenbachiella 15%

53589 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Bacteroidetes 26% Haliscomenobacter 13%

76784 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Betaproteobacteria 46% Quatrionicoccus 3%

78265 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Betaproteobacteria 24% Microvirgula 18%

1800 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 51% Georgfuchsia 20%

4086 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 49% Pseudogulbenkiania 21%

4140 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 33% Sulfuritalea 14%

1396 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 27% Derxia 11%

57814 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 25% Sulfuritalea 8%

30884 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 33% Methyloversatilis 11%

111882 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 51% Tepidiphilus 22%

111167 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 46% Bergeriella 21%

111853 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 24% Alicycliphilus 4%

111905 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 17% Oxalobacter 6%

34724 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 19% Microvirgula 8%

65135 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 71% Aquaspirillum 17%

62840 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 60% Pseudogulbenkiania 18%

63298 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 27% Sulfuricella 3%

89360 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 53% Thiobacter 11%

86483 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 73% Pseudogulbenkiania 36%

82855 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 8% Thiobacter 3%

67094 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 7% Alicycliphilus 3%

93595 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 76% Georgfuchsia 11%

55691 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 75% Laribacter 20%

57358 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 58% Rubrivivax 18%

56058 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 42% Caenimonas 15%

54757 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 23% Thiobacter 9%

51548 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Betaproteobacteria 20% Sterolibacterium 9%

37998 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chlamydiae 18% Parachlamydia 16%

110293 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chlamydiae 23% Waddlia 22%

88353 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chlamydiae 39% Parachlamydia 15%

55111 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chlamydiae 36% Simkania 12%

55336 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chlamydiae 23% Parachlamydia 15%

66492 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Chlorobi 19% Ignavibacterium 19%

66369 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Chlorobi 9% Ignavibacterium 6%

107432 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Chlorobi 63% Ignavibacterium 53%

107762 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Chlorobi 40% Ignavibacterium 28%

115543 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Chlorobi 66% Ignavibacterium 66%

110797 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chlorobi 7% Ignavibacterium 7%

65487 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Chloroflexi 60% Levilinea 40%

109536 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Chloroflexi 44% Levilinea 33%

106620 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Chloroflexi 21% Levilinea 9%

106293 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Chloroflexi 16% Bellilinea 12%

323 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Chloroflexi 14% Levilinea 8%

58767 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 14% Caldilinea 10%

30045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 78% Caldilinea 78%

37620 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 70% Chloroflexus 36%

39318 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 66% Bellilinea 39%

39320 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 55% Levilinea 39%

39356 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 53% Heliothrix 53%

112842 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 36% Levilinea 29%

111250 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 34% Bellilinea 7%

113189 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 33% Bellilinea 14%

113224 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 25% Levilinea 8%

62606 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 29% Levilinea 9%

63670 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 19% Bellilinea 8%

90128 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 39% Sphaerobacter 20%

79801 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 22% Bellilinea 14%

79852 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 20% Caldilinea 20%

53967 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 57% Levilinea 15%

54007 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 53% Bellilinea 37%

57345 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 51% Levilinea 24%

55931 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 33% Dehalogenimonas 15%

54508 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 21% Bellilinea 8%

55039 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chloroflexi 20% Levilinea 11%
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9205 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Chrysiogenetes 16% Chrysiogenes 16%

112989 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Crenarchaeota 10% Sulfophobococcus 4%

69600 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Cyanobacteria 49% GpI 23%

70532 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Cyanobacteria 45% GpI 34%

73595 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Cyanobacteria 40% GpI 31%

66022 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Cyanobacteria 70% GpX 40%

66466 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Cyanobacteria 69% GpX 43%

66415 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Cyanobacteria 63% GpIIb 20%

66488 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Cyanobacteria 35% GpVIII 17%

78466 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Cyanobacteria 41% GpX 32%

78560 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Cyanobacteria 32% GpIX 20%

106719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Cyanobacteria 75% GpVIII 42%

106403 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Cyanobacteria 56% GpXIII 43%

106475 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Cyanobacteria 43% GpVIII 23%

106056 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Cyanobacteria 41% GpX 25%

575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Cyanobacteria 24% GpVIII 12%

41253 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 36% GpX 28%

10703 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 78% GpVI 31%

110046 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 52% GpX 12%

34485 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 79% GpXIII 27%

63918 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 70% GpI 41%

88394 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 71% GpIIb 49%

89965 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 64% GpVIII 61%

89424 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 55% GpVIII 47%

85233 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 74% GpX 49%

84345 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 65% GpVIII 34%

79974 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 75% GpI 62%

81293 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 67% GpVI 42%

82041 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 67% GpVIII 12%

81689 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 56% GpVIII 21%

81624 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 52% GpX 31%

67857 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 62% GpVIII 10%

68455 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 45% GpIV 37%

91816 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 36% GpVIII 21%

97791 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 33% GpX 23%

54734 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 75% GpI 64%

56276 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 73% GpIX 41%

54350 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 68% GpI 57%

54389 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 67% GpI 49%

55395 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 47% GpI 40%

55772 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 47% GpX 17%

56356 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 45% GpI 33%

100520 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 63% GpVIII 29%

102303 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 62% GpIX 27%

99931 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Cyanobacteria 52% GpVIII 45%

80420 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deinococcus-Thermus 23% Truepera 15%

57664 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deinococcus-Thermus 36% Marinithermus 33%

69277 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Deltaproteobacteria 23% Peredibacter 19%

65420 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Deltaproteobacteria 78% Desulfonema 54%

66019 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Deltaproteobacteria 76% Desulfonema 20%

66419 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Deltaproteobacteria 67% Desulfosalsimonas 22%

65764 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Deltaproteobacteria 66% Desulfatiferula 17%

65562 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Deltaproteobacteria 59% Desulfofustis 11%

65914 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Deltaproteobacteria 37% Desulfatiferula 24%

66383 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Deltaproteobacteria 19% Syntrophorhabdus 10%

76954 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Deltaproteobacteria 78% Sorangium 22%

77032 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Deltaproteobacteria 43% Desulfatiferula 22%

75744 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Deltaproteobacteria 28% Desulfocurvus 10%

75897 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Deltaproteobacteria 12% Geopsychrobacter 1%

107825 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Deltaproteobacteria 53% Desulfurivibrio 28%

108150 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Deltaproteobacteria 53% Desulfofustis 24%

109423 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Deltaproteobacteria 47% Desulforegula 13%

107749 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Deltaproteobacteria 35% Melittangium 7%

108676 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Deltaproteobacteria 25% Desulfatiferula 5%

109156 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Deltaproteobacteria 24% Desulfosoma 6%

115190 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Deltaproteobacteria 61% Vampirovibrio 52%

16719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 UI-Deltaproteobacteria 67% Desulfovibrio 32%

12481 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 UI-Deltaproteobacteria 51% Smithella 7%

891 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 78% Sorangium 39%

630 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 57% Desulfospira 11%

2526 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 49% Byssovorax 27%

2932 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 49% Desulfatiferula 5%

3451 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 46% Bdellovibrio 27%

879 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 45% Hippea 39%

2648 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 27% Phaselicystis 7%

9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 18% Desulfobacca 12%

1571 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 18% Desulfobacca 12%

21047 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 33% Bacteriovorax 21%

57797 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 73% Desulfosarcina 66%

61715 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 73% Desulfonatronospira 24%

58948 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 50% Desulfosoma 2%

57867 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 45% Sorangium 20%

62087 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 27% Desulfobacca 24%

32069 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 73% Byssovorax 44%

31020 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 50% Desulfatiferula 15%

29799 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 45% Bdellovibrio 22%

29219 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 37% Bacteriovorax 19%

30692 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 36% Desulfocurvus 13%

29533 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 23% Hippea 12%

40740 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 72% Desulfosalsimonas 20%

37294 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 66% Bdellovibrio 57%

41514 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 53% Geoalkalibacter 32%

36552 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 47% Desulfatiferula 17%

39433 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 22% Desulfocurvus 7%

40761 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 10% Anaeromyxobacter 4%
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8542 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 25% Hyalangium 6%

109996 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 76% Geothermobacter 14%

110560 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 76% Chondromyces 40%

113237 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 74% Desulfobacca 39%

109803 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 64% Nannocystis 21%

112393 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 60% Bdellovibrio 22%

110616 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 55% Byssovorax 19%

110453 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 52% Desulfarculus 19%

109932 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 44% Vampirovibrio 12%

111029 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 42% Bdellovibrio 35%

110961 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 39% Hippea 19%

110273 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 32% Desulfobacca 9%

109821 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 27% Geothermobacter 17%

111550 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 12% Desulfovirga 9%

33855 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 76% Bacteriovorax 55%

63480 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 59% Geopsychrobacter 15%

63162 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 49% Chondromyces 28%

63437 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 48% Desulfobacca 6%

63069 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 44% Melittangium 15%

63959 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 44% Vampirovibrio 43%

90138 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 25% Desulfofustis 10%

84035 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 76% Desulfofustis 19%

85820 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 72% Desulfocurvus 17%

86977 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 66% Bacteriovorax 41%

84015 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 64% Kofleria 38%

84237 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 52% Geopsychrobacter 11%

83940 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 46% Pyxidicoccus 13%

86685 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 46% Anaeromyxobacter 43%

83553 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 41% Hyalangium 17%

84923 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 31% Desulfospira 10%

85038 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 29% Lawsonia 15%

84653 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 13% Desulfobacca 8%

81650 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 75% Kofleria 24%

82517 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 30% Nannocystis 14%

97024 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 73% Kofleria 28%

95873 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 45% Geothermobacter 15%

94601 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 41% Chondromyces 14%

96696 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 24% Desulforegula 9%

56099 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 78% Nannocystis 31%

54322 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 71% Lawsonia 23%

57569 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 71% Smithella 27%

56677 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 70% Bdellovibrio 47%

55549 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 65% Smithella 15%

53634 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 60% Anaeromyxobacter 56%

54578 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 59% Desulfuromonas 33%

54333 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 56% Desulfosoma 11%

55222 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 55% Chondromyces 16%

53907 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 54% Byssovorax 14%

54054 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 50% Sorangium 26%

56522 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 50% Kofleria 12%

57528 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 48% Geopsychrobacter 9%

54728 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 46% Plesiocystis 10%

56996 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 44% Desulfarculus 4%

53685 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 39% Plesiocystis 11%

54953 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 38% Phaselicystis 19%

55603 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 37% Pyxidicoccus 7%

54273 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 36% Syntrophorhabdus 11%

54872 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 36% Desulfovirga 1%

55284 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 31% Desulfatiferula 10%

56777 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 31% Geothermobacter 6%

53541 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 28% Lawsonia 8%

56763 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 28% Hyalangium 2%

55396 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 25% Geopsychrobacter 5%

57034 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 25% Anaeromyxobacter 18%

55169 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 22% Nannocystis 15%

57339 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 21% Desulfarculus 11%

53957 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 20% Desulfovermiculus 8%

57410 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 20% Hippea 18%

55391 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 16% Bdellovibrio 14%

57477 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 15% Nannocystis 11%

5050 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 29% Phaselicystis 11%

99828 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 68% Archangium 13%

100631 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Deltaproteobacteria 40% Smithella 13%

21697 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UI-Elusimicrobia 7% Elusimicrobium 7%

72257 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Epsilonproteobacteria 34% Dehalospirillum 25%

65874 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Epsilonproteobacteria 75% Wolinella 49%

79251 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Epsilonproteobacteria 69% Hydrogenimonas 18%

78997 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Epsilonproteobacteria 4% Thioreductor 2%

108003 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Epsilonproteobacteria 74% Sulfurovum 49%

107528 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Epsilonproteobacteria 69% Sulfurovum 57%

106127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Epsilonproteobacteria 64% Sulfurovum 35%

107551 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Epsilonproteobacteria 63% Sulfurovum 37%

107125 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Epsilonproteobacteria 45% Nitratiruptor 36%

106019 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Epsilonproteobacteria 6% Sulfurovum 3%

114716 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Epsilonproteobacteria 77% Sulfurovum 59%

113596 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Epsilonproteobacteria 75% Sulfurovum 58%

113443 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Epsilonproteobacteria 72% Sulfurovum 40%

116413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Epsilonproteobacteria 28% Hydrogenimonas 17%

58218 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 43% Sulfurovum 34%

29124 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 28% Nitratiruptor 15%

29599 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 19% Thioreductor 16%

110270 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 26% Nitratiruptor 13%

110262 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 13% Sulfurovum 11%

63991 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 21% Dehalospirillum 21%

89440 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 9% Dehalospirillum 9%
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56977 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 35% Wolinella 30%

57033 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 34% Lebetimonas 29%

57418 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Epsilonproteobacteria 23% Nitratiruptor 14%

1050 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Eukaryota 60% Bacillariophyta 38%

4097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Eukaryota 41% Bacillariophyta 40%

32180 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 78% Bacillariophyta 53%

30964 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 73% Bacillariophyta 72%

29495 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 45% Chlorophyta 36%

29176 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 43% Bacillariophyta 23%

10168 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 60% Bacillariophyta 53%

11637 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 47% Chlorophyta 46%

112875 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 76% Bacillariophyta 66%

110009 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 74% Bacillariophyta 74%

112919 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 74% Bacillariophyta 55%

110555 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 58% Chlorophyta 48%

112119 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 34% Chlorarachniophyceae 29%

35200 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 67% Bacillariophyta 67%

65384 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 68% Bacillariophyta 66%

64396 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 61% Chlorophyta 58%

63371 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 38% Bacillariophyta 38%

62429 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 25% Bacillariophyta 25%

65052 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 20% Chlorarachniophyceae 16%

63967 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 17% Chlorarachniophyceae 13%

89683 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 18% Chlorarachniophyceae 15%

84562 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 76% Chlorophyta 63%

84794 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 60% Bacillariophyta 60%

84549 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 50% Chlorophyta 41%

82926 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 42% Bacillariophyta 42%

83217 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 40% Bacillariophyta 39%

83835 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 26% Bacillariophyta 26%

86595 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 22% Bacillariophyta 22%

80862 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 42% Chlorarachniophyceae 8%

82737 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 27% Bacillariophyta 11%

79870 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 26% Bangiophyceae 9%

68713 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 54% Bacillariophyta 33%

68701 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 25% Bacillariophyta 15%

95385 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 71% Bangiophyceae 22%

93280 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 66% Bacillariophyta 66%

97384 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 46% Bangiophyceae 33%

53767 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 60% Bacillariophyta 60%

56412 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 48% Bacillariophyta 24%

56506 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 21% Bacillariophyta 21%

8317 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 41% Bacillariophyta 41%

100494 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 56% Chlorarachniophyceae 19%

100056 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Eukaryota 47% Bacillariophyta 45%

8027 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Euryarchaeota 16% Methermicoccus 3%

74642 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Firmicutes 45% Papillibacter 10%

70258 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Firmicutes 29% Proteocatella 12%

66534 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 78% Caldicoprobacter 36%

66105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 67% Selenihalanaerobacter 13%

66311 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 66% Sporobacter 29%

65890 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 51% Acetivibrio 14%

66374 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 48% Papillibacter 10%

66084 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 44% Acetonema 13%

65589 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 41% Thermanaeromonas 14%

65639 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 41% Robinsoniella 12%

65793 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 33% Pelospora 9%

66412 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Firmicutes 27% Anaerospora 4%

78712 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Firmicutes 38% Acetitomaculum 8%

105626 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Firmicutes 62% Butyricicoccus 27%

109366 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Firmicutes 48% Anaeromusa 3%

108650 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Firmicutes 38% Anaerofustis 12%

109058 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Firmicutes 23% Thermacetogenium 8%

109564 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Firmicutes 21% Pelospora 8%

28210 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Firmicutes 56% Anaerospora 36%

25485 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Firmicutes 36% Anaerospora 12%

2046 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Firmicutes 49% Gracilibacter 19%

942 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Firmicutes 39% Anaerospora 12%

59649 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 50% Halalkalibacillus 16%

60772 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 37% Anaerospora 19%

30655 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 63% Anaerobacter 13%

41228 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 47% Thermohalobacter 24%

41706 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 43% Desulfonispora 16%

40878 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 39% Geosporobacter 22%

37817 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 38% Paralactobacillus 2%

39453 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 36% Succiniclasticum 13%

9535 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 65% Desulfonispora 23%

110341 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 68% Acetanaerobacterium 32%

113019 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 65% Pasteuria 59%

110526 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 58% Proteocatella 38%

110541 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 54% Anaeroglobus 16%

110904 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 46% Thermacetogenium 19%

113285 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 37% Sharpea 27%

65099 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 44% Lutispora 14%

62904 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 38% Aquisalibacillus 2%

62546 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 37% Heliobacillus 9%

64430 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 37% Guggenheimella 8%

64047 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 26% Sporacetigenium 6%

62755 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 21% Psychrosinus 7%

63198 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 21% Desemzia 8%

62878 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 20% Pasteuria 19%

89995 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 28% Thermohalobacter 12%

88678 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 23% Phascolarctobacterium 5%

85023 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 40% Halanaerobaculum 30%

85040 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 39% Pasteuria 35%
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87774 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 29% Thermoflavimicrobium 20%

68096 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 59% Hydrogenoanaerobacterium 21%

68316 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 31% Butyricicoccus 8%

95875 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 40% Vulcanibacillus 5%

95769 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 33% Dethiobacter 21%

91365 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 27% Anaerovirgula 10%

57065 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 75% Saccharococcus 7%

56401 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 64% Syntrophothermus 15%

54859 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 50% Thermolithobacter 17%

53525 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 49% Thermoflavimicrobium 14%

54697 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 48% Pasteuria 38%

55686 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 45% Succinispira 14%

53745 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 36% Bavariicoccus 8%

55044 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 35% Howardella 11%

56144 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 35% Dendrosporobacter 16%

54420 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 34% Butyricicoccus 2%

55736 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 33% Lutispora 5%

55166 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 32% Sporobacter 30%

55908 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 28% Calditerricola 10%

56049 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 22% Sporacetigenium 15%

57594 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 18% Dethiobacter 13%

53542 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 14% Desulfurispora 7%

55768 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Firmicutes 14% Proteocatella 0%

86495 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Fusobacteria 55% Cetobacterium 33%

65499 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Gammaproteobacteria 60% Ectothiorhodosinus 12%

66096 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Gammaproteobacteria 21% Alkalispirillum 8%

78983 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Gammaproteobacteria 71% Thiothrix 50%

78955 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Gammaproteobacteria 68% Thiothrix 48%

76809 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Gammaproteobacteria 32% Umboniibacter 19%

108223 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Gammaproteobacteria 7% Cycloclasticus 3%

116023 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Gammaproteobacteria 9% Thiorhodospira 4%

24834 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Gammaproteobacteria 21% Grimontia 3%

27257 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Gammaproteobacteria 14% Ignatzschineria 4%

1510 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 61% Umboniibacter 23%

2840 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 55% Francisella 49%

1393 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 53% Marinimicrobium 22%

3674 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 33% Thiofaba 16%

22416 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 34% Marinicella 5%

58164 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 76% Cycloclasticus 15%

60979 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 73% Thiofaba 60%

58348 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 71% Carnimonas 22%

59076 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 70% Thiothrix 51%

59263 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 68% Thiohalobacter 30%

59923 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 63% Thiofaba 35%

62072 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 37% Thiofaba 20%

58827 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 30% Thioalkalibacter 17%

31820 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 68% Thioflavicoccus 15%

29907 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 22% Thiorhodospira 11%

30626 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 11% Sedimenticola 4%

37283 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 77% Serpens 10%

38472 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 70% Carnimonas 28%

40739 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 60% Carnimonas 17%

41320 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 60% Thiothrix 53%

38465 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 57% Carnimonas 21%

40610 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 44% Serpens 9%

41509 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 43% Thalassolituus 12%

41951 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 35% Marinicella 14%

41307 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 29% Thioalkalibacter 12%

10024 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 36% Thiococcus 8%

10861 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 18% Leucothrix 4%

111333 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 73% Umboniibacter 19%

112537 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 67% Thiohalospira 24%

113003 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 61% Thioprofundum 11%

113168 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 45% Steroidobacter 10%

111687 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 39% Kistimonas 8%

112456 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 33% Thioflavicoccus 5%

112205 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 27% Grimontia 13%

110352 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 26% Aquisalimonas 10%

110686 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 23% Oleibacter 13%

110675 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 16% Sedimenticola 8%

32768 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 75% Halotalea 28%

33108 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 71% Thiothrix 44%

35953 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 67% Plesiomonas 19%

33285 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 66% Thioalkalibacter 17%

35862 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 65% Thiothrix 47%

34470 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 60% Thiothrix 25%

32995 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 40% Thiothrix 34%

64802 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 75% Haliea 27%

64262 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 72% Thalassolituus 12%

64475 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 69% Thioalkalispira 22%

62903 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 65% Ignatzschineria 13%

63296 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 64% Oceanobacter 11%

64049 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 64% Coxiella 17%

65018 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 56% Pragia 4%

63780 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 53% Serpens 18%

63867 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 48% Serpens 23%

62520 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 39% Coxiella 19%

62742 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 38% Halotalea 3%

62905 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 38% Simiduia 22%

63047 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 33% Thioprofundum 9%

65186 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 33% Thiorhodospira 9%

63846 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 32% Thioprofundum 3%

64319 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 31% Allomonas 3%

90835 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 69% Aquicella 34%

86325 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 77% Singularimonas 5%
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84417 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 62% Caedibacter 46%

83271 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 42% Aspromonas 34%

84452 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 37% Thiorhodospira 18%

88047 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 37% Natronocella 7%

85036 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 36% Arsenophonus 8%

82314 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 79% Paraferrimonas 35%

82011 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 76% Thioflavicoccus 39%

80947 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 74% Ectothiorhodosinus 31%

82476 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 55% Caedibacter 44%

80674 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 53% Neptuniibacter 7%

82373 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 43% Neptuniibacter 9%

81571 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 29% Methylosoma 9%

79981 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 21% Alkalispirillum 8%

80873 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 14% Ruminobacter 8%

67027 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 66% Paraferrimonas 26%

68758 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 41% Steroidobacter 11%

66909 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 34% Zymobacter 13%

66631 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 26% Steroidobacter 21%

68613 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 23% Methylococcus 4%

95683 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 39% Steroidobacter 14%

96982 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 38% Alkalispirillum 6%

53877 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 79% Beggiatoa 13%

55000 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 76% Thiohalobacter 29%

55557 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 76% Thiococcus 15%

54801 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 60% Arsenophonus 19%

57431 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 59% Oleiphilus 34%

56041 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 56% Ectothiorhodosinus 25%

57581 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 56% Thioflavicoccus 14%

53791 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 53% Beggiatoa 18%

54193 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 53% Thioflavicoccus 28%

56712 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 50% Simiduia 12%

57455 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 50% Ectothiorhodosinus 19%

55909 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 42% Methylosphaera 23%

57460 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 38% Kistimonas 28%

54417 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 37% Sulfurivirga 10%

54233 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 35% Modicisalibacter 17%

56591 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 35% Grimontia 14%

57174 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 33% Thiorhodospira 2%

53609 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 26% Natronocella 5%

53834 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 21% Thioprofundum 8%

56481 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 21% Allomonas 3%

57363 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 18% Solimonas 9%

46052 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 65% Leucothrix 18%

5628 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 78% Cosenzaea 54%

8015 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 75% Cosenzaea 14%

8309 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 65% Psychrosphaera 15%

5776 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 62% Pseudospirillum 12%

6647 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 57% Succinatimonas 20%

6342 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gammaproteobacteria 54% Paraferrimonas 18%

31953 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Gemmatimonadetes 7% Gemmatimonas 7%

57538 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gemmatimonadetes 72% Gemmatimonas 72%

54648 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gemmatimonadetes 57% Gemmatimonas 57%

50774 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Gemmatimonadetes 26% Gemmatimonas 26%

66150 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Lentisphaerae 21% Victivallis 11%

40274 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Lentisphaerae 60% Victivallis 41%

109888 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Lentisphaerae 39% Victivallis 30%

110065 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Lentisphaerae 22% Victivallis 20%

63753 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Lentisphaerae 8% Lentisphaera 6%

96910 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Lentisphaerae 39% Lentisphaera 36%

57510 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Lentisphaerae 8% Victivallis 7%

111729 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Nitrospira 14% Nitrospira 14%

111360 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Nitrospira 12% Nitrospira 12%

56882 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Nitrospira 13% Nitrospira 13%

109175 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-OD1 66% OD1_genera_incertae_sedis 66%

108086 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-OD1 52% OD1_genera_incertae_sedis 52%

110018 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-OD1 35% OD1_genera_incertae_sedis 35%

83785 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-OD1 59% OD1_genera_incertae_sedis 59%

74365 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-OP11 70% OP11_genera_incertae_sedis 70%

88506 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-OP11 74% OP11_genera_incertae_sedis 74%

106237 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIP-Alphaproteobacteria 84% Seohaeicola 21%

113658 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIP-Alphaproteobacteria 83% Methylovirgula 28%

114836 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIP-Alphaproteobacteria 83% Methylosinus 28%

115711 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIP-Alphaproteobacteria 81% Pseudorhodobacter 50%

4196 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 82% Rhodovibrio 29%

1838 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 81% Woodsholea 24%

3732 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 81% Pannonibacter 18%

382 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 80% Roseicyclus 0%

1486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 80% Thioclava 20%

58481 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 83% Methylocystis 24%

112425 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 84% Geminicoccus 34%

111199 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 83% Tistlia 38%

110564 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 81% Pannonibacter 14%

63389 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 83% Porphyrobacter 70%

65160 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 81% Daeguia 15%

84443 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 82% Pannonibacter 31%

85481 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 82% Pelagibius 47%

87065 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 80% Inquilinus 15%

68736 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 82% Yangia 15%

95905 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 83% Wenxinia 18%

55728 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 84% Novosphingobium 29%

56919 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 84% Hyphomicrobium 39%

57149 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 83% Anderseniella 20%

57243 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 83% Tistlia 14%

55019 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 82% Defluviicoccus 45%

56690 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 81% Daeguia 13%
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56683 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Alphaproteobacteria 80% Blastomonas 26%

38506 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Betaproteobacteria 84% Paludibacterium 27%

64283 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Betaproteobacteria 81% Laribacter 14%

86149 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Betaproteobacteria 82% Sulfuritalea 22%

66100 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIP-Deltaproteobacteria 82% Desulfococcus 23%

36692 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Deltaproteobacteria 80% Desulfocapsa 28%

33568 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Deltaproteobacteria 80% Enhygromyxa 40%

62620 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Deltaproteobacteria 80% Smithella 55%

93260 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Deltaproteobacteria 82% Geothermobacter 11%

57450 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Deltaproteobacteria 84% Bdellovibrio 28%

113814 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIP-Epsilonproteobacteria 82% Sulfurovum 75%

42057 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Epsilonproteobacteria 83% Wolinella 49%

24744 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 80% Thiothrix 76%

59588 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 84% Thiothrix 68%

60828 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 84% Alkanibacter 27%

29731 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 82% Thiorhodospira 33%

40106 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 83% Thiothrix 69%

40120 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 83% Serpens 35%

41223 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 82% Serpens 16%

40970 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 81% Serpens 41%

9116 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 84% Serpens 35%

11966 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 83% Thiothrix 28%

110789 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 84% Thiohalospira 20%

111485 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 83% Coxiella 22%

34673 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 80% Paraferrimonas 30%

64649 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIP-Gammaproteobacteria 80% Serpens 56%

72678 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UI-Planctomycetes 8% Gemmata 8%

76595 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Planctomycetes 67% Planctomyces 53%

77556 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Planctomycetes 49% Schlesneria 17%

2339 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Planctomycetes 64% Rhodopirellula 50%

2441 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Planctomycetes 60% Phycisphaera 60%

4045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Planctomycetes 35% Schlesneria 24%

31045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 53% Singulisphaera 14%

31694 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 53% Blastopirellula 44%

41348 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 32% Rhodopirellula 17%

41098 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 30% Schlesneria 24%

36206 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 23% Singulisphaera 20%

37702 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 21% Blastopirellula 10%

109890 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 77% Phycisphaera 71%

110860 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 74% Schlesneria 23%

113134 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 60% Blastopirellula 33%

109802 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 53% Phycisphaera 31%

112740 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 42% Rhodopirellula 28%

110868 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 36% Singulisphaera 10%

110993 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 33% Schlesneria 16%

111241 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 28% Rhodopirellula 13%

112891 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 28% Blastopirellula 21%

111285 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 13% Isosphaera 5%

64707 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 62% Blastopirellula 50%

85461 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 61% Schlesneria 30%

82071 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 79% Planctomyces 32%

82399 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 56% Schlesneria 24%

79972 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 26% Singulisphaera 9%

80010 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 25% Rhodopirellula 20%

67671 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 77% Gemmata 39%

93138 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 72% Planctomyces 39%

92688 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 48% Planctomyces 37%

95145 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 28% Singulisphaera 12%

53517 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 74% Gemmata 15%

57283 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 74% Rhodopirellula 57%

57604 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 73% Blastopirellula 35%

54833 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 72% Zavarzinella 37%

53728 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 71% Planctomyces 54%

56960 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 66% Rhodopirellula 45%

56451 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 58% Zavarzinella 20%

54618 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 49% Singulisphaera 31%

55081 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 46% Gemmata 16%

53485 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 41% Isosphaera 31%

56071 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 41% Blastopirellula 40%

57666 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 40% Singulisphaera 21%

57165 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 26% Phycisphaera 14%

54605 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 19% Singulisphaera 4%

6750 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 53% Singulisphaera 21%

4663 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 36% Singulisphaera 28%

8228 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 19% Phycisphaera 17%

102270 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 76% Singulisphaera 26%

103573 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 61% Zavarzinella 27%

101610 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 54% Blastopirellula 36%

100919 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Planctomycetes 28% Planctomyces 22%

66139 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Spirochaetes 47% Treponema 31%

78316 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Spirochaetes 54% Spirochaeta 51%

76122 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Spirochaetes 48% Treponema 47%

115890 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Spirochaetes 12% Turneriella 12%

23406 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UI-Spirochaetes 17% Turneriella 17%

61784 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 32% Leptonema 24%

41071 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 75% Spirochaeta 33%

11961 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 36% Leptonema 27%

110092 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 69% Turneriella 69%

62774 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 10% Brevinema 6%

64750 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 7% Turneriella 7%

56277 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 77% Spirochaeta 75%

55952 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 47% Turneriella 36%

101571 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Spirochaetes 46% Leptonema 45%

66561 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-SR1 64% SR1_genera_incertae_sedis 64%

106862 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-SR1 41% SR1_genera_incertae_sedis 41%
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54045 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-SR1 69% SR1_genera_incertae_sedis 69%

39504 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Synergistetes 19% Thermovirga 17%

112788 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Synergistetes 11% Jonquetella 11%

64695 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Synergistetes 14% Pyramidobacter 14%

79791 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Tenericutes 8% Asteroleplasma 8%

66330 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Thermodesulfobacteria 14% Caldimicrobium 14%

66159 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UI-Thermodesulfobacteria 3% Caldimicrobium 3%

78713 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Thermodesulfobacteria 23% Caldimicrobium 23%

107267 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UI-Thermodesulfobacteria 19% Caldimicrobium 19%

91140 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Thermodesulfobacteria 6% Caldimicrobium 6%

53489 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Thermodesulfobacteria 16% Caldimicrobium 12%

81407 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Thermotogae 5% Oceanotoga 3%

79596 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UI-Verrucomicrobia 32% Alterococcus 21%

115762 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UI-Verrucomicrobia 33% Puniceicoccus 21%

2692 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 78% Opitutus 43%

1219 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 41% Haloferula 17%

39426 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 36% Verrucomicrobium 30%

111818 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 73% Subdivision3_genera_incertae_sedis 41%

111358 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 68% Verrucomicrobium 37%

113014 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 45% Luteolibacter 32%

111032 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 40% Luteolibacter 27%

113229 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 34% Verrucomicrobium 14%

64847 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 36% Alterococcus 23%

86443 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 73% Coraliomargarita 65%

87360 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 51% Persicirhabdus 22%

86263 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 35% Verrucomicrobium 14%

86957 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 10% Verrucomicrobium 8%

80254 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 74% Alterococcus 61%

67721 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 39% Akkermansia 21%

56062 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 70% Persicirhabdus 23%

56949 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 63% Luteolibacter 49%

53873 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 57% Subdivision3_genera_incertae_sedis 38%

55413 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 56% Verrucomicrobium 11%

56024 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 52% Haloferula 49%

57039 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 42% Verrucomicrobium 7%

56011 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 27% Akkermansia 27%

44083 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 64% Subdivision3_genera_incertae_sedis 35%

6426 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UI-Verrucomicrobia 59% Roseibacillus 48%

14384 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Verrucomicrobia 99% Roseibacillus 59%

29898 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% Spartobacteria_genera_incertae_sedis 62%

111196 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 98% Luteolibacter 98%

110155 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 100% Subdivision3_genera_incertae_sedis 92%

111974 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% Roseibacillus 91%

111356 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 94% Alterococcus 90%

65271 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 100% Luteolibacter 99%

63804 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% Luteolibacter 99%

64346 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 97% Opitutus 73%

87345 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 89% Akkermansia 50%

66807 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 93% Alterococcus 43%

67235 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 90% Opitutus 75%

68833 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 88% Haloferula 76%

57389 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% Opitutus 59%

54024 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 93% Subdivision3_genera_incertae_sedis 90%

56393 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 84% Coraliomargarita 40%

103195 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% Spartobacteria_genera_incertae_sedis 82%

Total 17840 5658 25641 4645 12818 3399 4867 7105 3387 3611 5106 4470 4316 10721 6518 8448 9919 4623 11499 16600 6038 6024 6654 1441 13787 205135

% of Sample % of Sample % of Sample % of Sample

0 11-20 41-50 71-80

<1 21-30 51-60 81-90

1-10 31-40 61-70 91-100



220 
 

Table A2.2. OTUs generated from clustering of 16S rRNA gene pyrosequences from Rattlesnake 

Spring using a cutoff of 0.04. 

 

Cluster # 2A 2B 2C 3A 3B 3C 4A 4B 4C 5A 5B 5C 6A 6B 6C 7A 7B 7C 8A 8B 8C 9A 9B 9C 10-1 Total Major Group % Similarity Genus % Similarity

4507 6848 3 10960 4 3848 8 877 0 17 74 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 22641 Cyanobacteria 40-100% UIentified

122 0 0 0 0 1 0 1 1 4 3 577 0 593 428 12 2662 2744 12 2875 5117 174 10 1205 2 0 16421 Gammaproteobacteria 93-100% Thiothrix 91-100%

3808 0 0 1 0 0 0 0 1 1 0 1 0 5 17 0 9 7 1 43 9 0 12 5 3 11073 11188 Cyanobacteria 62-80% GpI 68-100%

185 0 0 0 0 1 0 1 1 1 1 189 0 247 345 3 950 2335 8 2219 3610 96 3 651 1 0 10662 Gammaproteobacteria 95-100% Thiothrix 93-100%

30808 3241 0 5011 2 1689 2 379 0 12 0 26 0 0 0 1 0 0 0 0 0 0 0 0 0 0 10363 Cyanobacteria 40-100% UIentified 10-91%

5186 3023 1 4746 0 1707 2 451 0 1 34 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9966 Cyanobacteria 38-100% UIentified 7-92%

583 0 0 0 0 0 0 0 4 0 2 254 1 248 266 4 849 2015 5 2054 3343 52 1 373 0 0 9471 Gammaproteobacteria 93-100% Thiothrix 90-100%

384 0 0 0 0 0 0 1 0 0 4 0 1 3 1 4 3 3 7 8 10 3053 2952 426 7 1 6484 Epsilonproteobacteria 74-100% Sulfurovum 34-99%

590 0 0 0 0 0 0 1 3 1 2 124 1 161 120 0 543 955 1 1224 1505 40 2 241 0 0 4924 Gammaproteobacteria 92-100% Thiothrix 85-100%

3858 0 0 0 0 1 0 3 3 0 168 151 0 365 3692 2 16 7 1 0 0 0 0 0 0 0 4409 Gammaproteobacteria 65-100% UIentified 25-46%

238 0 853 0 0 19 869 367 6 25 0 17 38 246 1 1805 0 0 63 1 1 33 0 0 0 0 4344 Eukaryota 28-100% Streptophyta 64-99%

1 0 66 0 7 319 7 49 1648 10 112 40 170 9 0 261 0 0 315 1 0 1 0 0 0 0 3015 Eukaryota 93-100% Bacillariophyta 92-100%

7798 901 2 1293 0 505 2 114 0 10 10 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2838 Cyanobacteria 39-94% UIentified 10-25%

8485 0 0 0 0 0 0 5 3 0 65 78 0 184 2192 1 9 3 0 0 0 0 0 0 0 0 2540 Gammaproteobacteria 77-100% UIentified 41-45%

4 0 66 0 0 14 8 4 546 7 0 187 816 20 0 228 0 0 183 0 0 12 0 0 0 0 2091 Eukaryota 60-100% UIentified 65-89%

394 0 0 0 0 0 0 0 0 1 4 74 1 71 53 2 250 208 12 274 327 110 37 653 6 0 2083 Gammaproteobacteria 92-100% Thiothrix 87-100%

220 0 341 0 0 9 342 200 3 10 0 5 13 74 1 809 0 0 37 0 0 14 0 0 0 0 1858 Eukaryota 46-100% Streptophyta 62-100%

2221 0 0 0 0 0 0 0 0 0 0 69 0 66 51 0 290 289 3 265 568 25 2 145 0 0 1773 Gammaproteobacteria 95-100% Thiothrix 90-100%

257 0 1259 0 1 0 76 6 3 0 6 7 1 0 0 1 0 0 5 0 0 0 0 1 0 0 1366 Gammaproteobacteria 95-100% Aeromonas 56-100%

125 2 12 0 0 50 2 27 100 1 9 892 2 23 19 1 0 0 30 0 0 0 0 0 0 0 1170 Eukaryota 99-100% Bacillariophyta 97-100%

12917 291 0 407 0 193 0 44 0 1 0 5 0 0 0 0 0 1 0 1 2 0 0 0 0 1 946 Cyanobacteria 53-100% UIentified 12-92%

53479 0 0 0 740 1 1 6 0 121 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 871 Cyanobacteria 91-100% GpI 66-100%

18 0 0 0 0 0 1 0 5 0 11 17 6 71 49 15 357 15 61 97 9 16 26 20 24 1 801 Gammaproteobacteria 89-100% UIentified 65-92%

88306 0 0 0 0 0 0 0 0 778 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 778 Actinobacteria 95-100% Brachybacterium 93-100%

97 0 131 0 0 0 196 62 0 3 0 2 4 28 0 305 0 0 15 0 0 7 1 0 0 0 754 Eukaryota 17-100% Streptophyta 70-100%

3901 0 0 0 0 0 0 0 1 0 0 12 0 10 20 0 51 113 1 165 298 5 3 32 0 0 711 Gammaproteobacteria 89-100% Thiothrix 82-100%

42490 183 0 286 0 160 0 54 0 2 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 690 Cyanobacteria 49-100% UIentified 11-81%

2749 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 2 0 1 2 1 281 335 32 1 0 658 Epsilonproteobacteria 90-100% Sulfurovum (most UI) 72-97%

42402 209 0 293 0 121 0 23 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 649 Cyanobacteria/Eukaryota 41-100% UIentified 7-73%

1691 0 0 0 0 0 0 0 0 0 0 0 1 4 61 0 12 33 1 14 2 9 101 1 331 77 647 Cyanobacteria 61-100% UIentified 45-83%

8377 170 1 283 0 119 0 31 0 0 5 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 610 Cyanobacteria 8-96% UIentified 12-56%

3 0 32 4 41 63 38 27 37 26 6 3 56 2 0 55 0 0 215 0 0 0 0 0 0 0 605 Eukaryota 100% Bacillariophyta 99-100%

86 0 10 0 1 52 2 3 266 0 14 53 17 2 1 38 0 0 102 0 0 0 0 0 0 0 561 Eukaryota 93-100% Bacillariophyta 93-100%

4336 0 472 6 0 4 29 5 1 4 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 532 Gammaproteobacteria 93-100% Aeromonas 62-100%

42369 153 0 273 0 77 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 515 Cyanobacteria 54-100% UIentified 5-87%

42841 159 0 115 0 205 0 28 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 509 Cyanobacteria/Eukaryota 45-100% UIentified 11-61%

18306 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 33 1 9 4 432 0 27 507 Epsilonproteobacteria 62-100% UIentified 21-58%

12039 0 0 0 0 0 0 0 1 0 0 0 0 1 2 0 0 1 0 40 3 4 2 376 0 39 469 Epsilonproteobacteria 40-95% UIentified 20-31%

350 0 0 0 0 0 0 0 2 0 9 6 2 50 19 8 193 8 38 41 2 13 9 16 10 2 428 Gammaproteobacteria 90-100% Thiofaba (most UI) 70-97%

423 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 215 171 33 0 0 421 Epsilonproteobacteria 84-100% Sulfurovum (most UI) 31-98%

8728 0 0 0 0 0 0 0 0 0 0 9 0 8 13 0 56 55 0 62 156 4 1 36 1 0 401 Gammaproteobacteria 99-100% Thiothrix 98-100%

35 0 9 1 51 29 5 1 51 10 58 0 15 1 0 38 0 0 107 0 0 0 0 0 0 0 376 Eukaryota 94-100% Bacillariophyta 92-100%

8642 0 0 0 0 0 0 0 0 0 0 317 0 7 21 0 9 6 0 2 14 0 0 0 0 0 376 Bacteroidetes 62-100% UIentified 9-11%

83 0 18 0 0 3 3 2 88 2 27 0 101 3 0 65 0 0 31 0 0 5 0 0 0 0 348 Eukaryota 40-100% UIentified 55%

2624 0 0 0 0 0 0 0 0 0 0 6 0 10 17 1 25 43 1 49 64 22 5 99 1 0 343 Gammaproteobacteria 94-100% Thiothrix 82-100%

730 0 0 0 0 0 0 0 0 0 0 18 1 21 11 0 34 59 1 78 92 2 0 19 0 0 336 Gammaproteobacteria 80-100% Thiothrix 77-100%

389 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 6 1 0 139 150 28 2 0 328 Epsilonproteobacteria 73-100% UIentified 47-84%

124 0 1 0 85 7 0 2 14 10 11 5 28 1 1 47 0 0 101 3 0 0 1 0 2 0 319 Eukaryota 93-100% Bacillariophyta 87-100%

8847 0 0 0 0 0 0 1 0 0 14 8 0 29 263 0 0 0 0 0 1 0 0 0 0 0 316 Gammaproteobacteria 77-100% UIentified 31-47%

8451 0 0 1 0 0 0 1 0 0 1 25 0 11 11 4 30 48 0 75 89 1 1 18 0 0 316 Gammaproteobacteria 98-100% Thiothrix 96-100%

603 16 21 3 8 61 27 54 21 0 10 49 35 3 0 1 0 0 5 0 0 0 0 0 0 0 314 Cyanobacteria 56-100% GpI (most UI) 69-100%

306 0 53 0 0 1 61 32 3 0 0 1 3 8 0 137 0 0 9 0 0 0 0 0 0 0 308 Eukaryota 61-100% Streptophyta (most UI) 56-100%

42788 122 0 49 0 65 0 55 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 295 Cyanobacteria 22-100% UIentified 23-33%

62 1 2 0 0 38 1 3 99 0 8 7 15 0 0 19 0 0 95 0 0 0 0 0 0 0 288 Eukaryota 97-100% Bacillariophyta 97-100%

42370 81 0 79 1 73 0 25 0 1 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 266 Cyanobacteria 31-94% UIentified 12-32%

276 0 0 0 30 4 4 23 31 74 21 1 28 0 0 14 0 0 30 0 0 0 1 0 0 0 261 Alphaproteobacteria 99-100% UIentified 40-70%

8704 0 0 0 0 0 0 0 0 0 0 12 0 19 10 0 36 36 0 41 75 1 0 28 0 0 258 Gammaproteobacteria 91-100% Thiothrix 89-100%

142 0 0 0 0 0 0 1 0 0 1 0 0 1 9 1 1 0 6 0 0 58 8 58 100 1 245 Alphaproteobacteria 99-100% Rhodovulum 34-100%

27373 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 1 0 0 240 244 Cyanobacteria 83-100% GpI (most UI) 74-98%

4439 0 40 0 0 2 50 23 0 0 0 0 2 18 0 102 0 0 0 0 0 0 0 0 0 0 237 Eukaryota 33-100% Streptophyta (most UI) 65-100%

214 0 48 0 0 0 36 24 0 1 0 2 1 16 0 101 0 0 5 0 0 2 0 0 0 0 236 Eukaryota 28-90% UIentified 73-87%

1214 30 16 5 18 42 59 9 17 0 13 3 14 0 0 5 0 0 2 0 0 0 0 0 0 0 233 Alphaproteobacteria 28-100% UIentified 11-31%

39 0 10 0 0 22 10 2 39 0 5 17 19 4 1 38 1 0 50 0 0 4 0 2 2 0 226 Eukaryota 93-100% Bacillariophyta 92-100%

65 0 6 0 0 1 1 0 35 1 14 0 125 0 0 16 0 0 23 0 0 1 0 0 0 0 223 Eukaryota 69-100% UIentified 54-92%

23414 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 69 144 7 2 0 223 Epsilonproteobacteria 76-100% Sulfurovum (most UI) 32-97%

9723 0 0 0 0 0 0 0 0 0 0 2 0 3 9 0 13 47 0 54 85 0 0 6 0 0 219 Gammaproteobacteria 95-100% Thiothrix 92-100%

43476 41 0 36 0 43 2 91 0 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 218 Cyanobacteria/Eukaryota 62-100% UIentified 16-44%

8779 0 0 0 0 0 0 0 0 0 0 11 0 12 23 0 22 42 0 36 46 1 0 11 0 0 204 Gammaproteobacteria 97-100% Thiothrix 93-100%

42573 49 0 79 0 58 0 17 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 203 Cyanobacteria 52-100% UIentified 16-70%

9358 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 1 199 203 Cyanobacteria 76-100% GpI (most UI) 54-96%

373 0 1 1 23 2 3 16 75 3 29 0 20 0 0 15 0 0 10 0 0 0 0 1 0 0 199 Alphaproteobacteria 67-100% UIentified 19-50%

42410 56 0 62 0 53 0 24 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 195 Cyanobacteria 33-96% UIentified 12-57%

6153 0 1 0 0 0 0 1 0 193 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 195 Actinobacteria 92-100% Propionibacterium 80-100%

10432 0 0 0 0 0 0 0 0 0 0 7 0 7 10 0 32 28 0 44 52 3 1 7 0 0 191 Gammaproteobacteria 99-100% Thiothrix 97-100%

80 0 1 0 26 5 6 4 8 0 4 8 58 1 0 22 0 0 45 0 0 0 2 0 0 0 190 Eukaryota 97-100% Bacillariophyta 97-100%

2748 0 0 0 0 0 0 0 1 0 0 8 0 6 9 0 94 11 1 47 6 1 3 3 0 0 190 Gammaproteobacteria 80-100% Thiothrix 58-100%

994 0 19 0 0 2 43 36 0 2 0 1 2 17 0 58 0 0 7 0 0 1 0 0 0 0 188 Eukaryota 40-99% Streptophyta 77-97%

32 0 2 0 0 16 2 5 92 0 7 3 9 2 0 17 0 0 30 0 0 0 0 0 0 0 185 Eukaryota 87-100% Bacillariophyta 87-100%

635 0 4 0 0 1 3 0 33 2 14 0 87 1 0 21 0 0 15 0 0 0 0 0 0 0 181 Eukaryota 59-100% UIentified 78-90%

8658 0 0 0 0 0 0 0 0 0 0 1 0 3 5 0 9 36 0 40 82 0 0 5 0 0 181 Gammaproteobacteria 81-100% Thiothrix 78-100%

25393 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 3 176 181 Cyanobacteria 69-100% GpI (most UI) 77-96%

9196 1 0 0 131 0 7 20 0 0 1 0 3 4 0 7 0 0 0 0 0 1 1 1 2 0 179 Cyanobacteria 95-100% UIentified 54-93%

42356 51 0 78 0 39 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 178 Cyanobacteria 60-100% UIentified 17-59%

4341 0 158 0 0 2 11 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 176 Gammaproteobacteria 93-100% Aeromonas 64-100%

1344 0 0 0 0 1 0 2 108 0 24 2 0 9 1 17 2 0 9 0 0 0 1 0 0 0 176 Betaproteobacteria 98-100% Thiobacillus (most UI) 36-99%

88323 0 0 0 0 0 0 0 0 174 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 174 Actinobacteria 88-100% Brevibacterium 43-100%

42863 65 0 61 0 32 0 9 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 168 Cyanobacteria 40-99% UIentified 16-60%

42792 53 0 80 0 33 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 167 Cyanobacteria 66-100% UIentified 23-51%

273 0 3 0 0 17 1 1 94 0 7 0 14 0 0 11 0 0 18 0 0 0 0 0 0 0 166 Eukaryota 96-100% Bacillariophyta 96-100%

88303 0 0 0 0 0 0 0 0 164 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 164 Actinobacteria 96-100% UIentified 39-85%

8514 0 0 0 0 0 0 0 0 0 0 10 0 21 25 0 25 16 0 26 25 0 0 11 0 0 159 Gammaproteobacteria 95-100% Thiothrix 92-100%

8821 0 0 0 0 0 0 0 0 0 0 1 0 5 2 0 15 39 0 35 49 2 0 11 0 0 159 Gammaproteobacteria 97-100% Thiothrix 94-100%

3382 0 0 0 0 0 0 0 0 0 1 1 0 3 0 0 1 0 1 4 1 74 44 26 0 0 156 Epsilonproteobacteria 78-100% UIentified 67-89%

42517 48 0 49 0 43 0 13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 154 Cyanobacteria 16-100% UIentified 48-54%

109 0 0 0 8 6 0 0 58 1 15 0 7 0 0 23 0 0 36 0 0 0 0 0 0 0 154 Eukaryota 92-100% Bacillariophyta 88-100%

3435 0 0 0 0 0 0 0 0 0 0 9 0 8 7 0 23 20 1 25 37 4 1 18 0 0 153 Gammaproteobacteria 95-100% Thiothrix 93-100%

8447 0 0 0 0 0 0 1 0 0 11 1 0 10 129 0 0 0 0 0 0 0 0 0 0 0 152 Gammaproteobacteria 80-99% UIentified 23-26%

23362 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 149 150 Cyanobacteria 83-100% GpI (most UI) 49-96%

9752 0 0 0 0 0 0 0 0 0 0 6 0 6 14 0 15 6 0 54 34 2 0 8 0 0 145 Gammaproteobacteria 98-100% Thiothrix 96-100%

42657 36 0 74 0 26 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 143 Cyanobacteria 48-99% UIentified 13-67%

19930 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 140 143 Cyanobacteria 87-100% GpI 75-100%

8709 0 0 0 0 0 0 0 0 0 0 6 0 3 3 0 9 12 0 16 29 22 0 42 0 0 142 Gammaproteobacteria 95-100% Thiothrix 92-100%

9580 0 0 0 0 0 0 0 0 0 0 5 1 13 3 0 70 10 0 30 0 4 0 4 1 0 141 Gammaproteobacteria 88-100% UIentified 49-69%

9940 0 0 0 0 0 0 0 0 0 0 4 0 5 131 0 0 0 0 0 0 0 0 0 0 0 140 Gammaproteobacteria 83-99% UIentified 33%

363 0 2 0 0 2 1 0 39 1 18 0 42 4 0 12 0 0 17 0 0 2 0 0 0 0 140 Eukaryota 37-98% UIentified 65-93%

1841 0 0 0 0 0 0 0 0 0 1 0 0 15 4 1 73 0 7 21 0 3 3 6 4 0 138 Gammaproteobacteria 94-100% Thiofaba 59-96%

12188 0 0 0 0 0 0 0 0 0 0 121 0 0 3 0 4 1 0 0 4 0 0 1 0 0 134 Bacteroidetes 62-100% UIentified 10-43%

199 0 0 0 0 0 0 0 0 0 10 1 0 3 8 0 7 0 22 1 1 11 8 51 11 0 134 Alphaproteobacteria 98-100% Rhodobacter 65-100%

43134 63 0 43 0 22 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 133 Cyanobacteria 62-100% UIentified 34-89%

110 14 1 2 8 22 7 5 13 0 18 5 17 1 4 10 0 0 5 1 0 0 0 0 0 0 133 Cyanobacteria 65-100% UIentified 49-71%

2794 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 54 70 8 0 0 133 Epsilonproteobacteria 74-100% Sulfurovum (most UI) 40-94%

8599 0 0 0 0 0 0 0 0 0 0 0 0 1 16 0 3 9 0 2 0 0 29 0 36 37 133 Cyanobacteria 59-100% UIentified 55-88%

42774 39 0 36 0 49 0 6 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 131 Cyanobacteria 17-99% UIentified 18-40%

27735 0 0 0 0 0 0 0 0 0 0 0 0 0 8 0 4 0 0 1 0 0 26 1 79 12 131 Cyanobacteria 83-100% UIentified 63-84%

88322 0 0 0 0 0 0 0 0 128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 128 Actinobacteria 97-100% Brachybacterium 49-100%

4334 0 124 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 127 Gammaproteobacteria 98-100% Aeromonas 68-100%

8505 0 0 0 0 0 0 0 0 0 0 1 0 9 1 0 45 8 0 47 15 0 0 1 0 0 127 Gammaproteobacteria 93-100% Thiothrix 92-100%

4326 0 123 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 126 Gammaproteobacteria 97-100% Aeromonas 74-100%

8645 0 0 0 0 0 0 1 0 0 9 12 0 24 78 0 1 0 0 0 0 0 0 0 0 0 125 Gammaproteobacteria 63-99% UIentified 20-36%

3782 0 21 0 0 2 27 15 0 1 0 0 0 8 0 48 0 0 1 0 0 1 0 0 0 0 124 Eukaryota 42-100% Streptophyta 76-100%

79624 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 38 83 1 0 0 122 Epsilonproteobacteria 84-100% Sulfurovum (most UI) 43-96%

9512 0 0 0 0 0 0 0 0 0 10 6 0 6 99 0 0 0 0 0 0 0 0 0 0 0 121 Gammaproteobacteria 79-98% UIentified 35-40%

490 0 27 0 0 0 5 1 2 0 0 0 4 12 0 57 0 0 11 0 0 1 0 0 0 0 120 Eukaryota 59-100% Streptophyta 62-98%

1669 0 34 0 0 0 8 6 0 0 0 3 0 25 0 37 0 0 3 0 0 3 0 0 0 0 119 Eukaryota 30-100% Streptophyta (most UI) 80-98%

43310 38 0 22 0 31 0 24 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 117 Cyanobacteria 17-92% UIentified 12-55%

43395 27 0 40 0 37 0 8 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 114 Cyanobacteria 31-99% UIentified 22-29%

51 0 1 0 0 34 1 2 42 0 8 0 3 0 0 14 0 0 8 0 0 0 0 0 0 0 113 Eukaryota 96-100% Bacillariophyta 96-100%

13352 0 0 0 0 0 0 0 0 0 0 3 0 0 14 0 7 0 0 27 2 0 13 3 4 40 113 Cyanobacteria 85-100% UIentified 42-86%

59 0 8 0 1 6 2 4 4 0 10 1 0 4 0 4 1 0 46 0 0 17 0 1 0 0 109 Alphaproteobacteria 95-100% UIentified 24-77%

393 0 45 1 14 11 8 3 3 0 0 0 14 1 0 2 0 0 6 0 0 0 0 0 0 0 108 Alphaproteobacteria 19-100% UIentified 23-61%

42971 32 0 51 0 17 0 5 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 107 Cyanobacteria 46-100% UIentified 34-77%

8851 0 0 0 0 0 0 0 0 0 1 7 0 17 77 0 2 2 0 0 1 0 0 0 0 0 107 Gammaproteobacteria 80-100% UIentified 20%

8612 0 0 0 0 0 0 0 0 0 0 6 0 14 4 0 18 17 0 15 22 1 1 8 0 0 106 Gammaproteobacteria 93-100% Thiothrix 92-100%

44890 67 0 9 13 0 14 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 104 Cyanobacteria 77-100% UIentified 33-69%

48 0 6 0 3 2 4 1 4 0 12 0 10 2 0 7 0 0 49 0 0 3 0 0 0 0 103 Alphaproteobacteria 99-100% Hyphomonas 82-100%

77024 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 59 38 5 0 0 102 Epsilonproteobacteria 78-100% Sulfurovum 27-95%

3256 4 11 0 2 11 12 12 8 0 1 11 25 1 0 0 1 0 2 0 0 0 0 0 0 0 101 Cyanobacteria 43-100% UIentified 65-93%

240 0 3 0 0 1 3 0 42 0 10 0 18 0 0 14 0 0 10 0 0 0 0 0 0 0 101 Eukaryota 53-99% UIentified 70-79%

8616 0 0 0 0 0 0 1 0 0 12 6 0 16 63 0 2 0 0 0 0 0 0 0 0 0 100 Gammaproteobacteria 42-99% UIentified 16%

8466 0 0 0 0 0 0 0 0 0 0 5 0 14 80 0 0 0 0 0 0 0 0 0 0 0 99 Gammaproteobacteria 83-100% UIentified 25%

8669 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 0 48 38 9 0 0 99 Epsilonproteobacteria 63-100% UIentified 56-82%

13840 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 5 0 33 4 16 0 36 0 0 98 Gammaproteobacteria 88-100% Thiothrix 78-100%

2773 0 0 0 0 0 0 0 0 0 0 0 0 1 10 0 9 0 2 40 0 0 15 3 2 16 98 Cyanobacteria 83-100% UIentified 63-84%

631 0 12 0 0 0 30 6 0 1 0 0 0 6 0 36 0 0 6 0 0 0 0 0 0 0 97 Eukaryota 80-100% Streptophyta (most UI) 72-99%

249 0 12 0 0 4 0 0 13 0 7 0 25 0 0 25 0 0 7 0 0 2 0 0 0 0 95 Eukaryota 44-99% Chlorophyta 62-94%

263 0 1 0 7 1 0 2 4 17 32 0 4 2 0 9 1 0 14 0 0 0 0 0 0 0 94 Alphaproteobacteria 100% Porphyrobacter 35-99%

77131 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 45 46 3 0 0 94 Epsilonproteobacteria 73-100% UIentified 20-93%

305 0 3 0 0 5 0 1 4 0 14 3 0 7 0 2 0 0 34 0 0 11 3 6 1 0 94 Alphaproteobacteria 100% Rhodobacter 83-100%

42384 27 0 51 0 13 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 93 Cyanobacteria 63-100% UIentified 16-81%

4665 0 1 1 18 0 5 5 49 0 3 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 93 Nitrospira 69-100% Nitrospira 91-100%

42365 22 0 39 0 21 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 92 Cyanobacteria 50-100% UIentified 23-41%

42436 25 0 37 0 23 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 90 Cyanobacteria 24-100% UIentified 44-57%

174 0 0 0 11 4 0 2 15 0 28 15 5 0 1 0 0 0 9 0 0 0 0 0 0 0 90 Alphaproteobacteria 87-100% UIentified 26-38%

53561 0 0 0 83 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 89 Cyanobacteria 56-100% GpI 79-100%

9803 0 0 0 0 0 0 0 0 0 2 6 0 2 5 0 5 19 0 17 24 0 0 8 0 0 88 Gammaproteobacteria 98-100% Thiothrix 96-100%

346 0 0 0 0 0 0 0 0 0 0 5 0 0 45 1 2 8 1 6 8 0 0 2 7 3 88 Cyanobacteria 48-100% UIentified 57-71%
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105 0 1 0 0 2 0 2 27 0 18 0 3 4 1 11 1 0 16 0 0 0 1 0 0 0 87 Betaproteobacteria 96-100% Thiobacillus 41-100%

10465 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 2 13 0 33 36 87 Cyanobacteria 82-100% UIentified 50-70%

47508 4 0 3 0 69 1 6 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 85 Eukaryota/Cyanobacteria 55-100% UIentified 39-59%

34 0 22 0 0 0 11 5 0 0 0 1 0 1 0 41 0 0 4 0 0 0 0 0 0 0 85 Eukaryota 80-100% Streptophyta (most UI) 50-94%

8744 0 0 0 0 0 0 0 0 0 0 9 0 12 9 0 15 14 0 8 14 0 0 4 0 0 85 Gammaproteobacteria 93-100% Thiothrix 91-100%

8555 0 0 0 0 0 0 0 0 0 0 2 0 8 3 0 6 17 0 25 18 1 0 5 0 0 85 Gammaproteobacteria 96-100% Thiothrix 93-100%

44266 40 0 11 0 20 0 11 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 84 Cyanobacteria 33-91% UIentified 49%

751 0 1 0 4 1 1 1 7 0 62 2 0 1 0 1 0 0 3 0 0 0 0 0 0 0 84 Alphaproteobacteria 100% Porphyrobacter 61-100%

43197 24 0 26 0 22 1 4 0 1 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 83 Cyanobacteria 37-89% UIentified 29%

1487 0 1 0 0 38 1 8 24 0 3 1 1 0 0 4 0 0 2 0 0 0 0 0 0 0 83 Eukaryota 86-100% Bacillariophyta 85-100%

53509 0 0 0 74 0 1 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 82 Cyanobacteria 77-100% GpI 65-100%

409 0 0 0 0 1 0 0 14 0 32 13 1 8 2 4 0 0 7 0 0 0 0 0 0 0 82 Alphaproteobacteria 98-100% UIentified 32-74%

11689 0 0 0 0 0 0 0 0 0 3 2 0 1 74 0 1 0 0 0 0 0 0 0 0 0 81 Gammaproteobacteria 69-99% UIentified 19%

75668 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 3 75 0 0 81 Epsilonproteobacteria 80-99% UIentified 30%

8605 0 0 0 0 0 0 0 0 0 1 2 0 9 67 0 1 0 0 0 0 0 0 0 0 0 80 Gammaproteobacteria 79-100% UIentified 18%

432 0 8 0 0 0 0 0 38 0 7 0 12 0 0 7 0 0 7 0 0 1 0 0 0 0 80 Eukaryota (most UI) 26-87% UIentified 78%

42511 13 0 23 0 36 2 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 79 Cyanobacteria 55-100% UIentified 24-78%

8768 0 0 0 0 0 0 0 0 0 0 0 0 2 4 0 18 6 0 38 10 0 0 1 0 0 79 Gammaproteobacteria 90-100% Thiothrix 68-100%

8718 1 0 0 0 1 0 0 0 0 3 4 0 4 10 1 7 22 0 20 4 0 0 2 0 0 79 Gammaproteobacteria 93-100% Thiothrix 72-100%

27 0 4 0 3 9 3 1 11 0 0 0 7 1 0 6 0 0 33 0 0 0 0 0 0 0 78 Eukaryota 99-100% Bacillariophyta 99-100%

236 0 2 0 0 3 2 0 12 0 6 0 2 6 0 4 1 0 38 1 0 1 0 0 0 0 78 Alphaproteobacteria 97-100% Hyphomonas 99-100%

60417 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 16 59 2 0 0 78 Epsilonproteobacteria 90-100% Sulfurovum 75-99%

9561 0 0 0 0 0 0 0 0 0 0 4 0 5 2 0 11 12 0 15 18 2 0 9 0 0 78 Gammaproteobacteria 94-100% Thiothrix 91-100%

10110 0 0 0 0 0 0 0 0 0 0 8 0 5 4 1 30 3 0 9 2 2 0 14 0 0 78 Gammaproteobacteria 87-100% Thiothrix 76-100%

65472 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 39 34 2 3 0 78 Epsilonproteobacteria 80-100% UIentified 48-79%

1439 0 0 0 26 0 2 2 0 9 2 0 17 0 0 8 0 0 6 0 0 0 0 3 3 0 78 Eukaryota 100% Bacillariophyta 99-100%

3194 0 0 0 44 0 0 0 0 14 0 0 4 0 0 14 0 0 1 0 0 0 0 0 0 0 77 Eukaryota 25-90% UIentified 30-39%

12088 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 50 11 0 0 0 0 77 UIentified 5-65% UIentified

1265 0 0 0 0 0 0 0 0 0 2 2 1 5 5 2 35 0 8 9 1 2 4 1 0 0 77 Gammaproteobacteria 94-100% Thiofaba 52-94%

656 0 0 0 0 0 0 0 0 0 0 5 0 6 1 1 11 13 1 21 11 0 0 7 0 0 77 Gammaproteobacteria 98-100% Thiothrix 95-100%

40275 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 76 77 Cyanobacteria 86-100% UIentified 37-79%

1363 2 1 0 19 3 9 3 3 1 23 3 4 0 0 1 0 0 3 0 0 0 0 0 0 0 75 Alphaproteobacteria 94-100% Porphyrobacter 69-100%

3383 6 0 0 12 0 7 8 1 5 23 1 5 3 0 0 0 0 4 0 0 0 0 0 0 0 75 Cyanobacteria 64-100% UIentified 29-31%

6650 0 2 0 33 0 4 1 0 27 2 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 74 Planctomycetes 34-100% Phycisphaera 63-100%

168 0 4 0 0 1 1 0 21 0 10 0 11 1 0 20 0 0 5 0 0 0 0 0 0 0 74 Eukaryota 73-99% UIentified 75-80%

597 0 1 0 0 9 1 2 35 1 5 7 1 0 0 3 0 0 9 0 0 0 0 0 0 0 74 Eukaryota 96-100% Bacillariophyta 96-100%

8981 0 0 0 0 0 0 0 1 0 17 3 0 6 46 0 0 0 0 0 0 0 1 0 0 0 74 Gammaproteobacteria 76-99% UIentified 33-40%

8535 0 0 0 0 0 0 0 0 0 0 4 0 4 2 0 9 9 0 16 26 0 0 4 0 0 74 Gammaproteobacteria 96-100% Thiothrix 953-100%

14394 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 1 2 2 31 20 14 1 74 Epsilonproteobacteria 54-100% Sulfurimonas (most UI) 32-97%

2632 0 10 0 0 0 5 9 0 0 0 1 1 1 0 45 0 0 1 0 0 0 0 0 0 0 73 Eukaryota 38-96% UIentified 57-84%

10102 0 0 0 0 0 0 0 0 0 0 1 0 9 2 0 17 8 0 12 19 0 0 5 0 0 73 Gammaproteobacteria 98-100% Thiothrix 98-100%

9018 0 0 0 0 0 0 0 0 0 0 6 0 4 2 0 11 6 0 30 3 1 1 8 1 0 73 Gammaproteobacteria 89-100% Thiothrix 79-100%

62801 0 0 0 0 66 0 4 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 72 Cyanobacteria 12-99% UIentified 30-60%

352 0 1 0 0 0 1 0 17 0 15 0 24 0 0 6 0 0 8 0 0 0 0 0 0 0 72 Eukaryota 48-99% UIentified 70%

254 0 7 0 0 0 8 2 2 0 0 2 1 0 0 44 0 0 4 0 0 2 0 0 0 0 72 Eukaryota 26-100% UIentified 52-59%

42477 25 0 35 0 8 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 71 Cyanobacteria 56-98% UIentified 18-28%

1678 0 11 0 0 0 2 0 1 0 0 0 10 2 0 41 0 0 3 0 0 1 0 0 0 0 71 Eukaryota 46-98% UIentified 46-50%

4737 0 42 0 0 0 18 4 0 0 0 0 0 0 0 4 0 0 0 0 0 3 0 0 0 0 71 Eukaryota 29-95% Streptophyta (most UI) 79-95%

8909 0 0 0 0 1 0 0 0 0 0 2 0 5 4 1 12 9 0 10 16 1 0 10 0 0 71 Gammaproteobacteria 97-100% Thiothrix 96-100%

19544 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 2 2 0 3 0 1 20 0 33 4 71 Cyanobacteria 62-97% UIentified 41-69%

4344 0 63 0 0 0 4 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 70 Gammaproteobacteria 91-100% Aeromonas 62-100%

3269 0 0 0 0 0 0 0 25 0 7 0 28 0 0 6 0 0 4 0 0 0 0 0 0 0 70 Eukaryota 34-95% UIentified 69-81%

824 0 4 0 1 5 2 2 3 0 17 14 2 10 2 1 0 0 3 0 0 0 1 3 0 0 70 Betaproteobacteria 99-100% Hydrogenophaga 93-100%

9255 0 0 0 0 0 0 0 0 0 0 0 0 2 8 0 3 3 0 4 0 0 18 0 31 1 70 Cyanobacteria 50-95% UIentified 64-68%

2125 1 0 0 11 1 0 4 0 0 5 0 39 0 0 7 0 0 1 0 0 0 0 0 0 0 69 Cyanobacteria 30-99% UIentified 51-33%

585 0 6 0 0 4 3 0 18 0 0 0 1 1 0 28 0 0 8 0 0 0 0 0 0 0 69 Eukaryota 93-100% Bacillariophyta 93-100%

75698 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 33 28 8 0 0 69 Epsilonproteobacteria 82-100% UIentified 30-93%

64222 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 24 38 5 1 0 69 Epsilonproteobacteria 83-100% UIentified 70-88%

9717 0 0 0 0 0 0 0 0 0 1 13 0 3 3 0 7 2 0 9 7 7 1 14 1 1 69 Gammaproteobacteria 96-100% Thiothrix 94-100%

43677 27 0 18 0 17 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 68 Cyanobacteria 45-100% UIentified 28-52%

88311 0 0 0 0 0 0 0 0 68 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 68 Actinobacteria 95-100% Brevibacterium 78-100%

987 0 3 0 0 5 5 2 6 2 7 0 14 0 0 22 0 0 2 0 0 0 0 0 0 0 68 Eukaryota 58-97% UIentified 61-89%

965 0 0 0 7 4 1 0 2 0 10 0 20 0 0 20 0 0 4 0 0 0 0 0 0 0 68 Alphaproteobacteria 100% Amaricoccus 84-100%

23784 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 4 0 0 1 0 0 59 0 1 0 68 UIentified 78% UIentified

1828 0 1 0 0 3 1 0 49 0 6 1 2 0 0 3 0 0 1 0 0 0 0 0 0 0 67 Eukaryota 94-100% Bacillariophyta 94-100%

26211 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 11 3 52 0 0 67 Epsilonproteobacteria 95-100% Sulfurovum 69-97%

8515 0 0 0 0 0 0 0 0 0 1 1 0 10 52 0 2 0 0 0 0 0 0 0 0 0 66 Gammaproteobacteria 56-100% UIentified 12%

69012 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 66 66 Cyanobacteria 74-100% UIentified 42-67%

149 0 0 0 0 0 0 0 1 0 4 4 1 11 3 4 15 0 12 4 1 3 0 1 1 0 65 Gammaproteobacteria 76-100% UIentified 41-62%

734 0 0 0 0 0 0 2 2 0 2 2 0 9 2 2 16 1 14 6 1 0 3 1 2 0 65 Gammaproteobacteria 86-100% UIentified 73-91%

12633 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 4 1 0 8 2 0 1 1 1 45 65 Cyanobacteria 73-100% UIentified 64-92%

17213 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 8 2 0 0 0 1 52 65 Cyanobacteria 87-100% GpI 73-98%

931 0 0 0 0 2 1 0 19 0 6 0 15 0 0 6 0 0 15 0 0 0 0 0 0 0 64 Eukaryota 64-98% UIentified 64-86%

663 0 0 0 0 0 0 0 0 0 0 5 0 18 25 0 1 6 1 3 3 0 0 2 0 0 64 Gammaproteobacteria 85-100% Thiothrix 81-100%

9964 0 0 0 0 1 0 0 0 0 2 7 0 8 45 0 0 0 0 0 0 0 0 0 0 0 63 Gammaproteobacteria 70-99% UIentified 8-39%

30622 25 0 5 16 1 11 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 63 Cyanobacteria 43-96% UIentified 31-39%

314 0 0 0 1 13 0 0 24 0 0 21 0 0 0 0 0 0 4 0 0 0 0 0 0 0 63 Eukaryota 99-100% Bacillariophyta 99-100%

528 0 1 0 0 0 0 0 24 0 9 0 18 2 0 3 0 0 4 0 0 2 0 0 0 0 63 Eukaryota 56-97% UIentified 70-89%

2751 0 0 0 0 0 0 0 0 0 0 7 0 15 3 0 6 12 4 8 1 4 1 2 0 0 63 Gammaproteobacteria 72-100% Thiothrix 45-100%

9849 0 0 0 0 0 0 0 0 0 0 3 0 2 4 0 2 13 0 17 17 0 0 5 0 0 63 Gammaproteobacteria 96-100% Thiothrix 87-100%

654 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 9 12 1 10 22 2 0 5 0 0 63 Gammaproteobacteria 92-100% Thiothrix 73-100%

7279 1 2 0 0 1 0 1 3 1 2 47 0 3 1 0 0 0 0 0 0 0 0 0 0 0 62 Eukaryota 99-100% Bacillariophyta 98-100%

28522 19 0 1 2 12 8 13 4 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 62 Alphaproteobacteria 34-100% UIentified 16-25%

3431 1 1 0 0 11 1 4 5 0 1 34 0 2 1 0 0 0 1 0 0 0 0 0 0 0 62 Eukaryota 100% Bacillariophyta 99-100%

3212 0 0 0 0 3 0 0 48 0 3 0 3 0 0 4 0 0 1 0 0 0 0 0 0 0 62 Eukaryota 78-100% Bacillariophyta (most UI) 81100%

979 0 1 0 0 4 0 0 27 0 3 0 9 1 0 8 0 0 9 0 0 0 0 0 0 0 62 Eukaryota 79-100% Bacillariophyta (most UI) 81-100%

8473 0 0 0 0 0 0 0 0 0 0 5 0 14 41 0 1 0 0 0 0 0 0 0 0 0 61 Gammaproteobacteria 79-99% UIentified 33-62%

786 0 2 0 0 10 0 0 28 0 1 3 0 0 0 6 0 0 11 0 0 0 0 0 0 0 61 Eukaryota 90-100% Bacillariophyta 90-100%

43278 12 0 9 0 18 0 20 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 60 Cyanobacteria 65-99% UIentified 14-34%

89 0 0 0 6 1 0 1 11 5 11 1 13 1 1 4 0 0 5 0 0 0 0 0 0 0 60 Alphaproteobacteria 99-100% Sandaracinobacter 92-100%

588 0 0 0 0 1 0 3 31 0 8 1 0 5 1 2 1 0 7 0 0 0 0 0 0 0 60 Betaproteobacteria 96-100% UIentified 51-80%

1155 0 2 0 0 1 1 0 28 0 1 0 16 0 0 1 0 0 10 0 0 0 0 0 0 0 60 Eukaryota 66-100% UIentified 64-76%

9611 0 0 0 0 0 0 0 0 0 0 10 0 5 6 1 4 10 0 6 9 2 0 7 0 0 60 Gammaproteobacteria 96-100% Thiothrix 95-100%

11498 0 0 0 0 0 0 0 1 0 0 1 0 1 1 0 5 5 0 13 4 10 0 19 0 0 60 Gammaproteobacteria 75-100% Thiothrix 66-100%

69238 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 60 60 Cyanobacteria 81-100% GpI (most UI) 44-97%

9041 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 19 4 0 20 6 0 1 4 0 0 59 Gammaproteobacteria 93-100% Thiothrix 87-100%

21580 0 0 0 0 0 0 0 0 0 0 1 0 0 32 0 0 1 0 2 0 2 2 5 13 1 59 Cyanobacteria 84-100% UIentified 31-78%

42420 20 0 22 0 11 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 58 Cyanobacteria 60-99% UIentified 16-54%

45853 21 0 8 0 21 0 6 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 58 Cyanobacteria 16-98% UIentified 23-63%

9161 0 0 0 0 0 0 0 0 0 1 1 0 10 44 0 2 0 0 0 0 0 0 0 0 0 58 Gammaproteobacteria 80-99% UIentified 21%

620 0 10 0 11 1 11 2 1 1 0 0 0 0 0 3 0 0 18 0 0 0 0 0 0 0 58 Eukaryota 98-100% Bacillariophyta 98-100%

9403 0 0 0 0 0 0 0 0 0 0 3 0 6 2 2 7 9 0 10 10 1 0 8 0 0 58 Gammaproteobacteria 96-100% Thiothrix 95-100%

20763 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 24 16 16 0 0 58 Epsilonproteobacteria 80-99% UIentified 66-79%

2970 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 32 19 3 1 0 58 Epsilonproteobacteria 74-100% UIentified 32-84%

42505 18 0 26 0 8 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 57 Cyanobacteria 54-100% UIentified 21-36%

197 0 2 0 0 5 0 0 33 0 5 0 0 0 0 5 0 0 7 0 0 0 0 0 0 0 57 Eukaryota 96-100% Bacillariophyta 96-100%

72 0 2 0 5 12 3 1 2 1 1 0 5 0 0 2 0 0 23 0 0 0 0 0 0 0 57 Eukaryota 100% Bacillariophyta 100%

4378 0 25 0 0 0 13 4 0 1 0 0 0 1 0 12 0 0 0 0 0 1 0 0 0 0 57 Eukaryota (most UI) 29-92% UIentified 75-88%

2486 0 0 0 4 1 2 4 2 26 5 0 8 0 0 3 0 0 1 0 0 0 0 0 0 0 56 Alphaproteobacteria 89-100% UIentified 52-83%

30 4 1 1 4 0 11 0 6 0 10 0 5 0 1 2 1 0 10 0 0 0 0 0 0 0 56 Alphaproteobacteria 99-100% Erythrobacter (most UI) 75-99%

498 0 0 0 3 5 2 6 1 0 14 0 6 0 1 5 0 0 13 0 0 0 0 0 0 0 56 Alphaproteobacteria 86-100% UIentified 23-58%

74 0 0 0 1 5 3 1 16 0 0 0 4 0 0 6 0 0 20 0 0 0 0 0 0 0 56 Eukaryota 98-100% Bacillariophyta 98-100%

720 0 1 0 7 2 0 0 6 0 11 0 3 0 0 5 0 0 21 0 0 0 0 0 0 0 56 Eukaryota 98-100% Bacillariophyta 94-100%

3359 0 1 0 0 0 0 1 0 0 5 8 0 13 8 0 10 8 1 0 1 0 0 0 0 0 56 Alphaproteobacteria 73-100% UIentified 18-28%

10650 0 0 0 0 0 0 0 0 0 1 42 0 1 4 0 4 0 0 0 3 0 1 0 0 0 56 Bacteroidetes 47-99% UIentified 12-28%

24766 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 33 12 8 0 0 56 Epsilonproteobacteria 71-100% Sulfurovum (most UI) 27-95%

53520 0 0 0 51 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 55 Cyanobacteria 64-100% GpI 74-100%

3624 1 5 0 0 3 8 6 9 0 3 10 8 0 1 0 0 0 1 0 0 0 0 0 0 0 55 Cyanobacteria 35-97% UIentified 70-92%

2198 0 0 0 0 0 0 1 2 0 0 45 0 2 4 0 0 0 1 0 0 0 0 0 0 0 55 Eukaryota 99-100% Bacillariophyta 99-100%

1697 0 0 0 0 0 1 0 35 0 4 0 7 1 0 4 0 0 3 0 0 0 0 0 0 0 55 Eukaryota (most UI) 55-92% UIentified 54%

1991 0 1 0 0 0 0 2 4 0 22 5 1 5 0 2 1 0 6 0 0 4 0 2 0 0 55 Betaproteobacteria 100% Malikia 61-100%

42530 16 0 28 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 54 Cyanobacteria 48-99% UIentified 19-28%

53491 0 0 0 49 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 54 Cyanobacteria 82-100% GpI 76-100%

46462 19 0 3 1 15 1 11 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 54 Cyanobacteria 35-87% UIentified 24-34%

8692 0 0 0 0 0 0 0 0 0 3 2 0 14 35 0 0 0 0 0 0 0 0 0 0 0 54 Gammaproteobacteria 86-99% UIentified 19-20%

4413 0 46 0 0 0 6 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 54 Eukaryota (most UI) 21-83% UIentified 82%

192 0 0 0 0 2 0 0 38 0 2 1 1 2 1 3 0 0 4 0 0 0 0 0 0 0 54 Betaproteobacteria 84-100% UIentified 46-68%

532 0 0 0 0 8 0 0 26 0 0 2 3 0 0 4 0 0 11 0 0 0 0 0 0 0 54 Eukaryota 83-100% Bacillariophyta 82-100%

8745 0 0 0 0 0 0 0 0 0 2 11 0 2 5 0 17 5 0 6 3 0 0 3 0 0 54 Gammaproteobacteria 77-100% Thiothrix 66-100%

42340 16 0 20 0 12 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 53 Cyanobacteria 51-100% UIentified 15-38%

8980 0 0 0 0 0 0 0 0 0 3 4 0 3 43 0 0 0 0 0 0 0 0 0 0 0 53 Gammaproteobacteria 66-98% UIentified 14%

24960 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 51 53 Cyanobacteria 87-100% GpI 65-100%

2778 0 0 1 5 2 0 7 26 0 4 0 3 0 0 3 0 0 1 0 0 0 0 0 0 0 52 Alphaproteobacteria 72-95% UIentified 3-36%

2168 0 4 0 0 7 0 2 10 0 0 22 0 3 1 1 0 0 2 0 0 0 0 0 0 0 52 Eukaryota 99-100% Bacillariophyta 99-100%

2030 0 0 0 9 2 2 1 2 28 2 0 2 0 0 2 0 0 1 0 0 0 1 0 0 0 52 Cyanobacteria (most UI) 45-98% UIentified 37%

11511 0 0 0 0 0 0 0 0 0 0 42 0 1 4 0 3 0 0 0 1 0 1 0 0 0 52 Bacteroidetes 63-99% UIentified 10-37%

686 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 6 1 4 7 2 7 17 6 0 0 52 UIentified 14-74% UIentified

108 0 0 0 0 0 0 0 0 0 0 8 0 4 1 0 5 4 3 5 5 6 2 8 1 0 52 Gammaproteobacteria 81-100% Thiothrix 79-100%

88336 0 0 0 0 0 0 0 0 51 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 51 Actinobacteria 98-100% Brachybacterium 94-100%

43113 13 0 6 0 20 0 6 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 51 Cyanobacteria 51-95% UIentified 15%

93 0 0 0 0 0 0 4 24 0 5 0 0 0 0 1 2 0 15 0 0 0 0 0 0 0 51 Gammaproteobacteria 98-100% UIentified 21%

731 3 14 0 2 3 3 1 4 0 6 2 2 2 0 0 0 0 8 0 0 0 1 0 0 0 51 Eukaryota 98-100% Bacillariophyta 98-100%

43979 20 0 20 0 9 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 50 Cyanobacteria 43-90% UIentified 26%

4847 33 3 10 1 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 50 Cyanobacteria 84-100% UIentified 23-64%

4643 3 5 3 2 13 4 10 0 4 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 50 Eukaryota 100% Bacillariophyta 100%

150 0 0 0 0 0 0 0 5 0 24 9 1 3 1 1 0 0 6 0 0 0 0 0 0 0 50 Alphaproteobacteria 98-100% UIentified 33-66%

1556 0 1 0 0 5 1 2 23 1 1 0 1 0 0 7 0 0 8 0 0 0 0 0 0 0 50 Cyanobacteria 71-100% GpVIII (most UI) 70-100%

380 0 2 0 1 1 4 2 3 1 0 1 1 0 0 18 0 0 16 0 0 0 0 0 0 0 50 Eukaryota 99-100% Bacillariophyta 99-100%

10528 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 6 6 0 11 17 2 0 5 0 0 50 Gammaproteobacteria 90-100% Thiothrix 98-100%

45987 11 0 2 0 24 1 10 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 49 Cyanobacteria 69-100% GpI (most UI) 74-99%

4712 9 2 1 1 24 7 3 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 49 Alphaproteobacteria (most UI) 5-92% UIentified 13-24%

8894 0 0 0 0 0 0 0 0 0 0 2 0 3 1 0 23 2 0 9 2 1 1 5 0 0 49 Gammaproteobacteria 75-100% Thiothrix (most UI) 22-96%

43714 13 0 23 0 11 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 48 Cyanobacteria 50-100% UIentified 21-33%

81147 0 0 0 0 44 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 48 Cyanobacteria 56-100% UIentified 17-45%

46559 19 0 8 0 16 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 48 Cyanobacteria (most UI) 55-99% UIentified 25%

6895 0 1 0 0 0 0 0 0 0 2 4 0 5 36 0 0 0 0 0 0 0 0 0 0 0 48 Gammaproteobacteria 42-98% UIentified 26%

3226 2 8 1 1 14 3 2 9 0 4 1 2 0 0 0 0 0 1 0 0 0 0 0 0 0 48 Alphaproteobacteria 98-100% Parvularcula 94-100%

104 0 0 0 0 0 1 4 3 0 0 0 13 1 0 0 0 0 26 0 0 0 0 0 0 0 48 Alphaproteobacteria 54-100% UIentified 11-58%

11173 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 8 2 0 35 0 0 0 0 0 0 48 Gammaproteobacteria 83-100% UIentified 49-85%
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8808 0 0 0 0 0 0 0 0 0 0 4 0 6 1 1 13 2 0 3 3 3 1 11 0 0 48 Gammaproteobacteria 98-100% Thiothrix 96-100%

66283 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 33 2 1 0 48 Epsilonproteobacteria 82-100% UIentified 65-83%

25128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 47 48 Cyanobacteria 93-100% UIentified 42-83%

69142 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 47 48 Cyanobacteria 71-100% UIentified 55-89%

1078 0 0 1 0 4 0 2 31 0 0 1 4 0 0 1 0 0 3 0 0 0 0 0 0 0 47 Eukaryota 95-100% Bacillariophyta 95-100%

95 0 1 0 11 0 0 4 1 0 5 0 9 0 0 2 0 0 14 0 0 0 0 0 0 0 47 Alphaproteobacteria 98-100% UIentified 14-45%

1952 0 0 0 0 0 0 0 0 0 1 0 0 7 1 0 22 1 2 9 1 0 0 3 0 0 47 Gammaproteobacteria 95-100% UIentified 45-86%

76018 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24 18 5 0 0 47 Epsilonproteobacteria 52-99% UIentified 36-88%

579 0 0 0 0 0 0 0 1 0 1 1 0 10 8 1 14 0 2 5 0 0 0 3 1 0 47 Gammaproteobacteria 92-100% Thiofaba (most UI) 54-95%

48682 1 0 6 0 37 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 46 Cyanobacteria/Eularyota 70-99% UIentified 31-49%

46356 1 0 1 0 35 0 5 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 46 Cyanobacteria/Eukaryota 44-100% UIentified 31-64%

2509 0 0 0 0 0 0 0 24 0 6 0 10 0 0 5 0 0 1 0 0 0 0 0 0 0 46 Eukaryota 77-100% Bacillariophyta 51-97%

1005 0 5 0 0 7 1 1 8 3 5 3 3 2 0 4 0 0 4 0 0 0 0 0 0 0 46 Bacteroidetes 90-100% UIentified 11-51%

1356 0 0 0 2 1 0 6 3 15 2 0 8 0 0 3 0 0 6 0 0 0 0 0 0 0 46 Alphaproteobacteria 90-100% UIentified 22-30%

9376 0 0 0 0 0 0 0 0 0 1 3 0 4 2 0 10 10 0 7 5 0 0 4 0 0 46 Gammaproteobacteria 95-100% Thiothrix 91-100%

563 0 28 0 0 0 8 2 0 0 0 0 0 3 0 3 0 0 1 0 0 0 0 0 0 0 45 Eukaryota 37-100% Streptophyta 78-100%

60 0 0 0 0 0 0 1 3 0 4 0 5 0 0 7 0 0 25 0 0 0 0 0 0 0 45 Alphaproteobacteria 77-100% UIentified 14-31%

2264 0 5 0 0 2 9 11 0 0 0 1 1 7 0 7 0 0 1 0 0 1 0 0 0 0 45 Eukaryota 34-98% Streptophyta 76-98%

9775 0 0 0 0 0 0 0 0 0 0 3 0 2 2 0 9 11 0 4 11 0 0 3 0 0 45 Gammaproteobacteria 98-100% Thiothrix 97-100%

320 0 3 0 0 2 0 1 12 1 0 1 6 0 0 5 0 0 11 0 0 0 2 0 1 0 45 Eukaryota 97-100% Bacillariophyta 95-100%

66619 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 44 45 Cyanobacteria 88-100% UIentified 42-74%

69036 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 45 45 Cyanobacteria 78-100% UIentified 60-91%

9811 0 0 0 0 0 0 0 0 0 0 3 0 13 25 0 1 2 0 0 0 0 0 0 0 0 44 Gammaproteobacteria 79-100% Thiothrix 34-99%

2454 0 1 0 0 6 0 0 21 0 0 14 0 0 0 0 0 0 2 0 0 0 0 0 0 0 44 Eukaryota 99-100% Bacillariophyta 99-100%

377 0 9 0 0 3 0 0 20 0 3 0 3 0 0 1 0 0 5 0 0 0 0 0 0 0 44 Eukaryota 98-100% Bacillariophyta 98-100%

413 0 0 0 0 4 0 0 17 0 1 1 3 0 0 1 0 0 17 0 0 0 0 0 0 0 44 Eukaryota 99-100% Bacillariophyta 99-100%

65985 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 25 2 1 0 44 Epsilonproteobacteria 74-99% UIentified 57-86%

1162 0 0 0 0 0 0 0 0 0 0 0 1 2 1 0 8 0 3 2 0 3 4 12 8 0 44 Gammaproteobacteria 99-100% Thiofaba 83-100%

66299 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 42 44 Cyanobacteria 77-100% UIentified 48-80%

43039 27 0 6 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 43 Cyanobacteria 79-100% UIentified 26-77%

53593 0 0 0 37 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 43 Cyanobacteria 95-100% GpI 84-100%

45806 13 0 5 0 15 0 7 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 43 Cyanobacteria (most UI) 13-87% UIentified 17%

42753 25 0 5 10 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 43 Cyanobacteria 74-100% UIentified 40-70%

6913 1 2 0 0 13 4 0 1 12 0 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 43 Cyanobacteria 97-100% GpIIb 61-99%

44 0 0 0 0 0 0 2 11 0 8 0 5 2 0 3 0 0 12 0 0 0 0 0 0 0 43 Betaproteobacteria 100% Thiobacillus 60-97%

9345 0 0 0 0 0 0 0 1 0 2 3 0 6 1 1 3 2 0 18 2 0 1 3 0 0 43 Gammaproteobacteria 79-100% Thiothrix 80-100%

28324 0 0 0 34 0 1 3 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 1 1 0 43 Cyanobacteria 83-100% UIentified 42-86%

497 0 0 0 16 1 0 0 6 0 8 3 1 2 0 3 0 0 2 0 0 0 0 0 0 1 43 Gammaproteobacteria 76-96% UIentified 7-15%

17552 0 0 0 0 0 0 0 0 0 0 1 0 0 2 1 2 1 0 2 2 3 20 8 0 1 43 Bacteroidetes 99-100% UIentified 9-33%

68987 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 43 43 Cyanobacteria 89-100% GpI (most UI) 62-94%

46752 25 0 6 0 3 3 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 42 Alphaproteobacteria 28-100% UIentified 8-12%

903 1 3 0 10 1 7 2 1 0 11 0 1 0 0 0 0 0 5 0 0 0 0 0 0 0 42 Alphaproteobacteria 98-100% UIentified 36-65%

114 0 0 0 0 0 0 0 29 0 3 0 1 0 0 2 0 0 7 0 0 0 0 0 0 0 42 Eukaryota 97-100% Bacillariophyta 97-100%

9731 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 38 42 Cyanobacteria 76-100% GpI (most UI) 61-98%

44063 21 0 14 0 4 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 Cyanobacteria/Eukaryota (most UI) 45-100% UIentified 15-31%

44708 7 0 6 0 26 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 Cyanobacteria (most UI) 23-97% UIentified 20-58%

6014 0 1 0 13 1 6 5 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 Eukaryota 100% Bacillariophyta 100%

4523 0 36 0 0 0 2 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 Gammaproteobacteria 97-100% Vibrio (most UI) 67-98%

368 0 13 0 0 0 6 3 0 0 0 0 0 4 0 12 0 0 3 0 0 0 0 0 0 0 41 Eukaryota (most UI) 28-86% UIentified 69-80%

16 0 1 0 0 3 0 0 28 0 0 1 2 0 0 1 0 0 5 0 0 0 0 0 0 0 41 Eukaryota 97-100% Bacillariophyta 96-100%

419 0 0 0 0 3 0 0 27 0 1 0 2 0 0 0 0 0 8 0 0 0 0 0 0 0 41 Eukaryota 97-100% Bacillariophyta 97-100%

453 0 0 0 0 2 0 0 19 0 1 0 2 0 0 9 0 0 8 0 0 0 0 0 0 0 41 Eukaryota 100% Bacillariophyta 100%

75 0 0 0 0 0 0 2 0 0 2 1 3 5 1 7 2 0 18 0 0 0 0 0 0 0 41 Alphaproteobacteria 98-100% UIentified 33-77%

160 0 4 0 0 10 2 0 7 0 3 0 2 1 0 5 0 0 6 0 0 1 0 0 0 0 41 Eukaryota 97-100% Bacillariophyta 97-100%

10609 1 0 0 0 0 0 0 0 0 0 6 0 2 2 0 5 5 0 6 0 3 1 10 0 0 41 Gammaproteobacteria 93-100% Thiothrix 91-100%

42988 13 0 5 0 13 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 40 Cyanobacteria 37-87% UIentified 22-24%

6427 0 5 1 0 7 0 10 2 0 10 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 40 Alphaproteobacteria 97-100% UIentified 26-47%

378 0 6 0 0 0 9 3 0 1 0 0 0 2 0 18 0 0 1 0 0 0 0 0 0 0 40 Eukaryota 57-91% UIentified 75-91%

627 0 0 0 7 0 0 0 0 0 5 0 20 0 0 4 0 0 4 0 0 0 0 0 0 0 40 Alphaproteobacteria 98-100% Amaricoccus 57-100%

1209 0 0 0 0 0 0 0 9 0 13 0 2 1 1 6 0 0 8 0 0 0 0 0 0 0 40 Betaproteobacteria 99-100% Thiobacillus 64-98%

76400 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 30 2 0 0 40 Epsilonproteobacteria 87-99% Sulfurovum 60-96%

66059 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 21 6 1 0 40 Epsilonproteobacteria 85-100% UIentified 39-87%

12746 0 0 0 0 0 0 0 0 0 0 0 0 0 13 0 1 2 0 2 2 0 15 3 1 1 40 UIentified 18-62% UIentified

10196 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 1 0 0 7 1 0 10 0 4 14 40 Cyanobacteria 93-100% UIentified 71-80%

50631 1 0 2 0 34 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 39 Cyanobacteria/Eukaryota 62-100% UIentified 26-59%

42571 12 0 16 0 8 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 39 Cyanobacteria 25-94% UIentified 15-44%

4767 2 1 1 0 30 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 39 Cyanobacteria 43-99% UIentified 22-78%

8843 0 0 0 0 0 0 0 0 0 3 7 0 5 22 0 2 0 0 0 0 0 0 0 0 0 39 Gammaproteobacteria 63-97% UIentified 22-26%

299 0 1 0 0 5 0 0 15 0 1 9 1 0 0 2 0 0 5 0 0 0 0 0 0 0 39 Eukaryota 92-100% Bacillariophyta 90-100%

53 0 0 0 8 0 0 0 4 1 2 1 2 0 0 7 1 0 12 0 0 0 0 1 0 0 39 Eukaryota 84-100% Bacillariophyta (most UI) 68-99%

745 0 0 0 0 0 0 0 0 0 0 5 0 4 2 0 8 3 1 7 6 1 0 2 0 0 39 Gammaproteobacteria 88-100% Thiothrix 88-100%

2390 0 19 1 0 0 2 0 2 0 1 2 5 2 0 0 0 0 1 0 0 2 0 2 0 0 39 Alphaproteobacteria 99-100% UIentified 14-66%

75876 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 25 3 0 0 39 Epsilonproteobacteria 86-100% Sulfurovum 33-94%

42873 8 0 14 0 12 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 38 Cyanobacteria 54-86% UIentified 24%

4743 0 36 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 38 Gammaproteobacteria 100% Aeromonas (most UI) 82-99%

2336 0 0 0 2 2 0 7 3 5 10 0 4 0 0 4 0 0 1 0 0 0 0 0 0 0 38 Eukaryota 80-100% Chlorophyta 80-100%

136 0 0 0 1 3 0 0 19 0 9 0 0 0 0 2 0 0 4 0 0 0 0 0 0 0 38 Betaproteobacteria 99-100% Thiobacillus (most UI) 37-95%

8477 0 0 0 0 0 0 0 0 0 0 2 0 2 2 0 16 4 0 10 0 0 1 1 0 0 38 Gammaproteobacteria 88-100% UIentified 30-82%

66533 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 15 4 1 0 38 Epsilonproteobacteria 82-100% UIentified 37-83%

69181 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 19 0 18 38 Epsilonproteobacteria 64-94% UIentified 22%

5043 12 1 3 4 4 3 3 1 0 2 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 37 Cyanobacteria 63-100% GpI (most UI) 55-99%

4382 0 14 0 0 2 14 0 0 0 3 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 37 Gammaproteobacteria 100% Rheinheimera (most UI) 43-100%

76197 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 17 4 0 0 37 Epsilonproteobacteria 82-100% UIentified 75-88%

75730 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 5 21 0 0 37 Epsilonproteobacteria 82-98% UIentified 62-63%

35843 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 3 0 1 30 37 Cyanobacteria 79-100% UIentified 46-92%

8742 0 0 0 0 0 0 0 0 0 0 30 0 1 5 0 0 0 0 0 0 0 0 0 0 0 36 Bacteroidetes 38-93% UIentified 21-35%

454 0 1 0 0 3 3 7 3 0 1 1 10 0 0 1 0 0 6 0 0 0 0 0 0 0 36 Eukaryota 97-100% Bacillariophyta 96-100%

1738 0 1 0 0 0 0 3 1 10 9 0 5 0 0 0 0 0 7 0 0 0 0 0 0 0 36 Alphaproteobacteria 64-89% UIentified 6%

1505 0 0 0 5 0 0 1 9 0 3 1 1 1 0 1 7 0 3 0 0 0 3 0 1 0 36 Betaproteobacteria 99-100% Thiobacillus 75-100%

428 0 0 0 8 0 2 0 0 5 0 1 11 0 0 1 0 0 6 0 0 0 0 0 2 0 36 Eukaryota 100% Bacillariophyta 100%

1378 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 0 0 8 0 7 16 0 36 Alphaproteobacteria 99-100% UIentified 29-88%

65419 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 32 0 36 Cyanobacteria 99-100% GpXIII 98-100%

20608 0 0 0 0 0 0 0 0 0 0 0 0 0 18 0 2 8 0 1 0 0 0 0 4 3 36 Cyanobacteria (most UI) 46-87% UIentified 45-60%

25185 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 3 0 1 0 26 0 4 36 Epsilonproteobacteria 73-95% UIentified 22-41%

36344 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 11 22 36 Cyanobacteria 69-99% UIentified 67-82%

69060 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 36 36 Cyanobacteria 63-100% UIentified 80-89%

44247 13 0 12 0 7 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 35 Cyanobacteria (most UI) 48-90% UIentified 19-25%

5523 0 19 0 1 1 6 3 1 0 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 35 Gammaproteobacteria 98-100% Shewanella (most UI) 85-97%

29834 3 0 2 5 0 19 4 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 35 Cyanobacteria 51-99% UIentified 21%

4615 0 9 0 0 0 6 3 0 0 0 1 0 2 0 14 0 0 0 0 0 0 0 0 0 0 35 Eukaryota 77-95% UIentified 40-87%

10444 0 0 0 0 0 0 0 0 0 1 3 0 3 27 0 1 0 0 0 0 0 0 0 0 0 35 Gammaproteobacteria 77-99% UIentified 11%

3935 0 7 0 0 14 1 2 1 0 0 3 2 1 0 3 0 0 1 0 0 0 0 0 0 0 35 Eukaryota 88-100% Bacillariophyta 85-100%

856 0 0 0 3 1 3 1 5 4 2 0 4 1 0 5 0 0 6 0 0 0 0 0 0 0 35 Alphaproteobacteria 99-100% UIentified 28-72%

218 0 0 0 11 0 0 0 2 1 0 0 3 0 0 3 0 0 15 0 0 0 0 0 0 0 35 Eukaryota 83-100% Bacillariophyta 82-100%

8706 0 0 0 0 0 0 0 0 0 0 4 0 2 3 1 4 3 0 4 6 1 0 7 0 0 35 Gammaproteobacteria 94-100% Thiothrix 91-100%

75761 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 1 26 0 0 35 Epsilonproteobacteria 90-100% Sulfurovum 77-99%

75845 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 4 26 0 0 35 Epsilonproteobacteria 53-97% UIentified 30-48%

322 0 0 0 0 0 0 0 1 0 0 2 0 7 0 0 14 1 4 3 0 0 0 1 2 0 35 Gammaproteobacteria 85-100% UIentified 64-93%

32099 0 0 0 0 2 1 4 0 0 0 23 3 0 0 1 0 0 0 0 0 0 0 0 0 0 34 Cyanobacteria 85-100% UIentified 53-83%

3055 0 29 0 0 2 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 34 Gammaproteobacteria 96-100% Aeromonas 77-100%

3721 0 0 0 15 0 3 0 0 0 1 0 11 0 0 3 0 0 1 0 0 0 0 0 0 0 34 Bacteroidetes 88-100% UIentified 19-81%

166 0 0 0 0 1 0 0 16 0 0 0 3 0 0 1 0 0 13 0 0 0 0 0 0 0 34 Eukaryota 100% Bacillariophyta 100%

25586 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 10 21 1 0 0 34 Epsilonproteobacteria 81-100% UIentified 22-89%

77037 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 11 2 0 0 34 Epsilonproteobacteria 81-99% UIentified 65-87%

8975 0 0 0 0 0 0 0 0 0 0 5 0 4 4 0 5 2 0 6 5 0 0 3 0 0 34 Gammaproteobacteria 97-100% Thiothrix 96-100%

2629 0 2 0 0 0 0 0 1 0 9 2 0 6 2 1 2 0 1 0 0 2 1 4 1 0 34 Betaproteobacteria 99-100% Malikia (most UI) 58-100%

930 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 3 0 9 16 0 34 Alphaproteobacteria 100% UIentified 30-87%

24501 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 9 0 24 34 Epsilonproteobacteria 43-93% UIentified 24-27%

69122 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 34 34 Cyanobacteria 88-100% UIentified 66-93%

43790 24 0 5 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 33 Cyanobacteria 82-100% UIentified 32-59%

50298 6 0 2 1 14 2 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 33 Cyanobacteria 74-100% GpI (most UI) 56-98%

46695 10 0 11 0 10 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 33 Cyanobacteria 61-100% UIentified 16-45%

4810 1 7 0 3 4 4 2 1 0 2 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 33 Alphaproteobacteria 100% Erythromicrobium 67-97%

8539 0 0 0 0 0 0 0 0 0 0 5 0 8 18 0 1 1 0 0 0 0 0 0 0 0 33 Gammaproteobacteria 70-100% UIentified 16-89%

684 0 0 0 11 2 0 0 7 0 4 0 5 0 0 0 0 0 4 0 0 0 0 0 0 0 33 Alphaproteobacteria 99-100% UIentified 29-80%

2811 0 7 0 0 1 2 1 0 0 8 1 5 0 0 2 0 0 3 0 3 0 0 0 0 0 33 Alphaproteobacteria 91-100% UIentified 55-93%

8874 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 5 5 0 6 12 1 0 3 0 0 33 Gammaproteobacteria 84-100% Thiothrix 76-100%

1019 0 0 0 0 0 0 0 1 0 2 0 2 0 0 4 1 0 4 0 0 9 0 7 3 0 33 Epsilonproteobacteria 82-100% UIentified 37-45%

25166 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 32 33 Cyanobacteria 75-100% GpI (most UI) 71-97%

4337 0 30 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Gammaproteobacteria 86-100% Aeromonas 43-100%

44327 13 0 10 0 8 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Cyanobacteria 70-100% UIentified 21-52%

48282 17 0 2 0 3 1 8 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Alphaproteobacteria 70-98% UIentified 17-51%

53607 0 0 0 28 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Cyanobacteria 89-100% GpI 81-100%

88313 0 0 0 0 0 0 0 0 32 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Actinobacteria 96-100% Brachybacterium (most UI) 63-98%

8168 8 1 1 1 2 4 10 1 0 1 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 32 Alphaproteobacteria 80-100% UIentified 27-34%

9905 0 0 0 0 0 0 0 0 0 1 5 0 2 24 0 0 0 0 0 0 0 0 0 0 0 32 Spirochaetes 100% Leptonema 100%

29172 0 0 0 0 1 0 1 23 0 4 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 32 Eukaryota 56-97% Bacillariophyta 81-97%

1337 0 0 0 0 1 0 0 23 0 2 0 0 0 0 4 0 0 2 0 0 0 0 0 0 0 32 Eukaryota 84-100% Bacillariophyta 84-100%

2274 0 0 0 0 0 0 1 0 0 16 1 0 10 0 0 2 0 2 0 0 0 0 0 0 0 32 Alphaproteobacteria 98-100% Paracoccus 51-98%

431 0 4 0 0 1 6 1 4 0 0 3 2 0 0 5 0 0 6 0 0 0 0 0 0 0 32 Eukaryota 98-100% Bacillariophyta 98-100%

61 0 0 0 0 0 0 2 1 0 8 1 1 3 1 0 3 0 11 0 0 1 0 0 0 0 32 Alphaproteobacteria 98-100% UIentified 74%

12428 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 27 0 4 0 0 0 32 SR1 57-99% SR1_genera_incertae_sedis 82-99%

11780 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 4 0 9 13 2 0 2 0 0 32 Gammaproteobacteria 97-100% Thiothrix 95-100%

42358 6 0 11 0 9 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 31 Cyanobacteria 41-99% UIentified 29-75%

54920 0 0 0 7 0 0 1 0 22 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 31 Betaproteobacteria 88-100% UIentified 28-49%

8687 0 0 0 0 0 0 0 0 0 2 0 0 12 16 0 1 0 0 0 0 0 0 0 0 0 31 Gammaproteobacteria 85-100% UIentified 12-21%

803 0 4 0 0 0 0 1 11 0 5 0 4 0 0 4 0 0 2 0 0 0 0 0 0 0 31 Eukaryota 66-94% UIentified 72-80%

29 0 3 0 0 0 0 0 7 0 5 0 9 0 0 3 0 0 4 0 0 0 0 0 0 0 31 Eukaryota 56-95% UIentified 70-85%

547 0 0 0 2 0 1 0 9 0 3 0 1 0 1 4 0 0 10 0 0 0 0 0 0 0 31 Gammaproteobacteria 98-100% UIentified 51-83%

9834 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 14 3 0 8 1 0 0 0 0 0 31 Gammaproteobacteria 88-100% Thiofaba (most UI) 78-94%

8790 0 0 0 0 0 0 0 0 0 0 15 0 1 8 0 2 2 0 0 3 0 0 0 0 0 31 Bacteroidetes 58-99% UIentified 13-19%

1131 0 8 0 0 2 6 1 2 0 9 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 31 Alphaproteobacteria 86-100% UIentified 23-27%

9571 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 15 4 0 6 0 0 0 1 0 0 31 Gammaproteobacteria 84-100% Thiothrix 77-100%

8898 0 0 0 0 0 0 0 0 0 0 6 0 4 3 0 3 5 0 4 3 1 0 2 0 0 31 Gammaproteobacteria 91-100% Thiothrix 89-100%

77514 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 24 2 0 0 31 Epsilonproteobacteria 84-100% UIentified 62-80%

9557 0 0 0 22 0 1 3 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 2 0 31 Cyanobacteria 85-100% UIentified 56-81%

21759 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 5 1 16 5 31 Cyanobacteria 66-99% UIentified 56%

69324 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 31 31 Cyanobacteria 74-100% UIentified 74-92%

44899 11 0 3 0 10 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 30 Cyanobacteria 61-98% UIentified 22-57%

7242 6 1 0 3 14 1 2 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 30 Cyanobacteria 84-100% GpI (most UI) 69-100%
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5422 0 1 0 4 1 0 2 12 0 5 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 30 Alphaproteobacteria 81-100% UIentified 22-35%

5591 0 1 0 14 0 0 4 0 0 1 0 9 0 0 1 0 0 0 0 0 0 0 0 0 0 30 Alphaproteobacteria 58-97% UIentified 38-71%

28373 0 0 0 7 2 3 4 1 0 0 0 7 0 0 6 0 0 0 0 0 0 0 0 0 0 30 Cyanobacteria 60-100% UIentified 35-41%

3296 1 0 0 3 1 0 2 2 0 8 0 11 0 0 1 0 0 1 0 0 0 0 0 0 0 30 Planctomycetes 13-95% UIentified 78-93%

975 0 0 0 2 0 1 2 8 0 5 0 3 0 0 1 0 0 8 0 0 0 0 0 0 0 30 Alphaproteobacteria 98-100% Hyphomonas 95-100%

3806 0 8 0 0 0 8 1 0 0 0 0 0 1 0 9 0 0 1 0 0 2 0 0 0 0 30 Eukaryota 34-90% UIentified 79-89%

15885 0 0 0 0 0 0 0 0 0 0 3 0 0 3 0 4 2 0 5 2 2 1 7 1 0 30 Gammaproteobacteria 96-100% Thiothrix 95-100%

9020 0 0 0 0 0 0 0 0 0 2 2 0 4 3 0 2 0 0 0 0 3 1 12 1 0 30 Alphaproteobacteria 99-100% UIentified 35-85%

557 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 5 0 12 11 0 30 Alphaproteobacteria 97-100% UIentified 43-62%

26370 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 27 30 Cyanobacteria 85-100% UIentified 74-84%

27417 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 29 30 Cyanobacteria 86-100% GpI (most UI) 50-95%

69048 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 29 30 Cyanobacteria 85-100% GpI (most UI) 69-97%

43362 9 0 15 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 29 Cyanobacteria 56-100% UIentified 20-33%

45063 11 0 12 0 4 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 29 Cyanobacteria 69-100% UIentified 39-79%

42984 0 0 6 0 11 0 5 0 1 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 29 Cyanobacteria 43-96% UIentified 26-50%

29390 0 0 0 0 2 0 2 21 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 29 Eukaryota 95-100% Bacillariophyta 95-100%

6419 0 3 0 0 0 1 1 0 1 0 0 2 3 0 18 0 0 0 0 0 0 0 0 0 0 29 Eukaryota 54-98% UIentified 70-80%

10077 0 0 0 0 0 0 0 0 0 1 3 0 3 14 0 3 5 0 0 0 0 0 0 0 0 29 Gammaproteobacteria 92-100% Thiothrix 78-100%

752 0 1 0 4 9 0 0 6 0 2 0 0 0 0 1 0 0 6 0 0 0 0 0 0 0 29 Eukaryota 91-100% Bacillariophyta 81-100%

711 0 0 0 0 0 0 0 2 0 3 1 0 0 0 1 9 0 8 0 0 4 1 0 0 0 29 Alphaproteobacteria 74-99% UIentified 25-52%

2686 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 15 12 1 0 0 29 Epsilonproteobacteria 91-100% UIentified 71-89%

7174 0 1 0 0 0 0 0 0 0 0 2 0 6 1 0 7 0 0 7 3 0 0 2 0 0 29 Gammaproteobacteria 73-100% Thiothrix 54-100%

16143 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 8 3 0 6 7 0 0 2 0 0 29 Gammaproteobacteria 98-100% Thiothrix 97-100%

43546 20 0 6 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 29 Cyanobacteria 66-100% UIentified 19-65%

19708 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 5 4 0 6 0 0 4 0 4 1 29 Cyanobacteria 41-91% UIentified 57-70%

40656 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 28 29 Cyanobacteria 84-100% UIentified 46-76%

48610 26 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 28 Cyanobacteria 85-100% UIentified 46-75%

4788 0 26 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 28 Gammaproteobacteria 100% Aeromonas 87-100%

4505 0 13 0 0 2 0 7 1 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 28 Alphaproteobacteria 100% UIentified 13-81%

43420 1 0 2 6 2 0 1 5 5 2 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 28 Alphaproteobacteria 94100% UIentified 22-31%

28561 0 0 0 3 3 19 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 28 Eukaryota 98-100% Bacillariophyta 98-100%

8741 0 0 0 0 0 0 0 3 0 14 5 0 3 0 3 0 0 0 0 0 0 0 0 0 0 28 Alphaproteobacteria 98-100% UIentified 21-71%

6009 0 1 0 0 0 9 12 0 2 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 28 Eukaryota 41-100% Streptophyta (most UI) 53-96%

8462 0 0 0 0 0 0 0 0 0 0 4 0 8 15 0 1 0 0 0 0 0 0 0 0 0 28 Gammaproteobacteria (most UI) 74-94% UIentified 11-34%

340 0 0 0 0 0 0 2 4 0 6 5 0 3 3 1 2 0 2 0 0 0 0 0 0 0 28 Betaproteobacteria 99-100% Thiobacillus (most UI) 69-97%

1488 0 0 0 2 2 0 3 1 0 7 0 8 0 0 2 0 0 2 0 0 0 1 0 0 0 28 Planctomycetes 19-100% Phycisphaera (most UI) 68-98%

12599 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 4 0 7 7 1 0 5 0 0 28 Gammaproteobacteria 94-100% Thiothrix 91-100%

9257 0 0 0 0 0 0 0 0 0 0 1 0 2 20 0 2 0 0 1 0 0 0 0 2 0 28 UIentified 3-61% UIentified

65638 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 23 0 28 Cyanobacteria 98-100% GpXIII 97-100%

42437 11 0 12 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27 Cyanobacteria 49-99% UIentified 24%

88378 0 0 0 0 0 0 0 0 27 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27 UIentified 9-56% UIentified

6835 1 1 0 1 6 10 4 0 0 1 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 27 Alphaproteobacteria 36-98% UIentified 14%

29301 0 0 0 1 0 1 0 0 0 4 0 17 0 0 4 0 0 0 0 0 0 0 0 0 0 27 Eukaryota 62-99% Chlorophyta 61-94%

7530 0 1 0 0 2 7 2 0 0 0 0 1 3 0 11 0 0 0 0 0 0 0 0 0 0 27 Eukaryota 59-96% Streptophyta (most UI) 75-95%

972 0 1 0 0 0 0 0 3 0 6 0 15 1 0 0 0 0 1 0 0 0 0 0 0 0 27 Eukaryota 72-95% UIentified 60-89%

2240 0 1 0 0 0 1 0 11 0 3 0 9 0 0 1 0 0 1 0 0 0 0 0 0 0 27 Eukaryota (most UI) 66-94% UIentified 59%

3645 0 0 0 0 1 0 0 23 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 27 Eukaryota 70-100% Bacillariophyta 80-100%

2480 0 1 0 5 0 0 1 9 0 2 0 5 0 0 3 0 0 1 0 0 0 0 0 0 0 27 Alphaproteobacteria 65-100% UIentified 4-73%

3933 0 0 0 0 1 1 0 7 0 3 0 10 0 0 4 0 0 1 0 0 0 0 0 0 0 27 Eukaryota 60-91% UIentified 76-78%

1875 0 5 0 0 0 9 2 0 1 0 1 2 1 0 4 0 0 2 0 0 0 0 0 0 0 27 Eukaryota (most UI) 49-100% Streptophyta (mostUI) 73-100%

561 0 3 0 0 1 0 2 0 0 0 0 0 0 0 15 0 0 6 0 0 0 0 0 0 0 27 Eukaryota 83-99% UIentified 83-93%

25139 0 0 4 0 14 0 2 0 0 6 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 27 Cyanobacteria 27-99% UIentified 44-57%

15267 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 8 2 0 14 2 0 0 0 0 0 27 Gammaproteobacteria 100% Thiothrix 99-100%

9319 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 9 3 0 1 6 1 0 3 0 0 27 Gammaproteobacteria 91-100% Thiothrix 78-100%

22307 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 8 1 0 6 0 0 2 1 2 1 27 Bacteroidetes 95-100% UIentified 29-38%

24275 0 0 0 0 0 0 0 0 0 0 0 0 0 19 0 0 0 0 2 0 0 0 2 3 1 27 Deltaproteobacteria 92-100% Desulfuromusa 58-97%

25999 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 19 1 4 1 27 Cyanobacteria 52-96% UIentified 51-69%

44891 24 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Cyanobacteria 83-100% UIentified 70-82%

45505 3 0 5 0 8 1 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Cyanobacteria 54-100% UIentified 11-34%

54215 1 0 0 4 0 0 0 0 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Alphaproteobacteria 100% UIentified 25-90%

88612 0 0 0 0 0 0 0 0 26 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26 UIentified 26-79% UIentified

32999 0 0 0 1 1 0 5 10 0 4 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Betaproteobacteria 99-100% UIentified 22-76%

53788 0 0 0 10 0 0 3 2 0 6 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 26 Alphaproteobacteria 89-97% UIentified 63-86%

10070 0 0 0 0 0 0 0 0 0 6 1 0 4 15 0 0 0 0 0 0 0 0 0 0 0 26 Gammaproteobacteria 81-99% UIentified 11%

9713 0 0 0 0 0 0 0 0 0 0 0 0 4 22 0 0 0 0 0 0 0 0 0 0 0 26 Gammaproteobacteria 79-98% UIentified 23-44%

9812 0 0 0 0 0 0 0 0 0 0 1 0 1 24 0 0 0 0 0 0 0 0 0 0 0 26 Gammaproteobacteria 62-97% UIentified 26%

36348 0 0 0 0 0 0 0 0 0 1 0 0 0 25 0 0 0 0 0 0 0 0 0 0 0 26 Gammaproteobacteria 75-97% UIentified 25%

32268 0 0 0 0 1 0 1 1 0 1 21 0 0 0 1 0 0 0 0 0 0 0 0 0 0 26 Eukaryota 99-100% Bacillariophyta 99-100%

4818 4 1 1 0 1 3 1 0 0 12 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 26 Alphaproteobacteria 90-99% UIentified 30%

28453 2 0 0 0 1 3 2 0 9 0 0 5 0 0 4 0 0 0 0 0 0 0 0 0 0 26 UIentified 49-78% UIentified

28916 0 0 0 0 0 0 2 16 1 1 0 1 0 0 5 0 0 0 0 0 0 0 0 0 0 26 Eukaryota 81-100% Bacillariophyta (most UI) 73-100%

2014 0 1 0 0 4 0 1 11 0 0 3 3 0 0 2 0 0 1 0 0 0 0 0 0 0 26 Eukaryota 69-97% Bacillariophyta 85-97%

662 0 2 0 0 1 1 0 3 0 1 15 0 1 0 0 0 0 2 0 0 0 0 0 0 0 26 Eukaryota 99-100% Bacillariophyta 99-100%

1786 0 2 0 0 4 0 0 14 0 0 1 1 0 0 1 0 0 3 0 0 0 0 0 0 0 26 Eukaryota 99-100% Bacillariophyta 98-100%

1160 0 0 0 8 3 1 0 3 0 4 0 1 0 0 2 0 0 4 0 0 0 0 0 0 0 26 Eukaryota 95-100% Bacillariophyta 95-100%

696 0 0 0 0 0 0 0 7 0 3 0 8 0 0 4 0 0 4 0 0 0 0 0 0 0 26 Eukaryota 71-100% UIentified 37-60%

1166 0 0 0 4 1 0 0 3 0 1 0 3 0 0 4 0 0 10 0 0 0 0 0 0 0 26 Eukaryota 100% Bacillariophyta 99-100%

1418 0 0 0 3 1 2 1 3 1 0 2 1 0 0 1 0 0 11 0 0 0 0 0 0 0 26 Eukaryota 99-100% Bacillariophyta 99-100%

57 0 1 0 2 1 1 0 0 0 1 0 2 1 0 1 0 4 12 0 0 0 0 0 0 0 26 Alphaproteobacteria 100% UIentified 10-73%

15205 0 0 0 0 0 0 0 0 0 0 1 0 0 5 0 6 2 0 2 3 3 1 3 0 0 26 Gammaproteobacteria 89-100% Thiothrix 86-100%

75880 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 5 3 0 0 26 Epsilonproteobacteria 82-98% UIentified 62-91%

10472 0 0 0 0 0 0 0 0 0 0 2 0 2 2 0 6 0 0 5 3 1 0 5 0 0 26 Gammaproteobacteria 97-100% Thiothrix 97-100%

44301 15 0 8 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Cyanobacteria 59-100% UIentified 12-48%

4427 0 20 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Gammaproteobacteria 96-100% Aeromonas 65-100%

43053 10 0 8 0 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Cyanobacteria 63-94% UIentified 21%

5979 0 1 0 22 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Alphaproteobacteria 100% UIentified 0-48%

54360 0 0 0 6 0 2 2 4 4 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Acidobacteria 84-100% Gp4 82-100%

6892 6 2 1 0 0 7 0 4 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Cyanobacteria 42-97% UIentified 25-71%

4822 0 2 0 0 3 3 2 3 0 8 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 25 Verrucomicrobia 99-100% Haloferula 98-100%

8618 0 0 0 0 0 0 0 0 0 3 2 0 14 6 0 0 0 0 0 0 0 0 0 0 0 25 Gammaproteobacteria 79-98% UIentified 29%

8738 0 0 0 0 0 0 1 0 0 5 2 0 5 12 0 0 0 0 0 0 0 0 0 0 0 25 Gammaproteobacteria 87-100% UIentified 28%

29432 4 0 2 0 13 0 4 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 25 Cyanobacteria  (most UI) 37-86% UIentified 27-49%

29757 0 0 0 0 0 0 0 22 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 25 Eukaryota 85-100% Bacillariophyta 85-100%

10233 0 0 0 0 0 0 0 7 0 6 0 6 4 0 2 0 0 0 0 0 0 0 0 0 0 25 Eukaryota 44-92% UIentified 55-81%

30563 0 0 0 3 0 0 4 0 9 1 0 4 0 0 4 0 0 0 0 0 0 0 0 0 0 25 Cyanobacteria 45-98% UIentified 57-72%

3407 0 0 0 0 1 2 0 17 0 2 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 25 Eukaryota 97-100% Bacillariophyta 97-100%

912 0 0 0 0 0 0 0 0 17 3 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 25 Eukaryota 93-100% Bacillariophyta 92-100%

948 1 0 0 4 0 0 0 7 0 1 0 3 0 1 4 1 0 3 0 0 0 0 0 0 0 25 Gammaproteobacteria 85-100% UIentified

210 0 2 0 0 6 1 1 4 0 0 0 1 0 0 6 0 0 4 0 0 0 0 0 0 0 25 Eukaryota 88-100% Bacillariophyta 56-100%

739 0 0 0 3 1 0 0 2 0 0 0 12 0 0 1 0 0 6 0 0 0 0 0 0 0 25 Alphaproteobacteria 69-100% UIentified 13-50%

294 0 0 0 0 1 0 0 3 0 4 0 4 0 1 3 0 0 9 0 0 0 0 0 0 0 25 Alphaproteobacteria 84-100% Rubribacterium 53-100%

3452 0 1 0 0 0 0 3 13 0 4 1 0 0 0 1 0 0 1 0 1 0 0 0 0 0 25 Betaproteobacteria 98-100% UIentified 71-88%

10682 0 0 0 0 0 0 0 0 0 0 21 0 1 0 0 1 0 0 1 0 0 0 1 0 0 25 Gammaproteobacteria 45-100% Thiothrix (most UI) 71-100%

10877 0 0 0 0 0 0 0 0 0 0 4 0 2 2 0 10 3 0 1 1 0 0 2 0 0 25 Gammaproteobacteria 86-100% Thiothrix 80-100%

10342 0 0 0 0 0 0 0 0 0 0 2 0 5 4 0 5 2 0 3 1 0 0 3 0 0 25 Gammaproteobacteria 92-100% Thiothrix 86-100%

9354 0 0 0 0 0 0 0 0 0 0 3 0 3 1 0 8 4 0 0 2 1 0 3 0 0 25 Gammaproteobacteria 88-100% Thiothrix 79-100%

9025 0 0 0 0 0 0 0 0 0 0 2 0 6 0 0 4 6 0 1 2 1 0 3 0 0 25 Gammaproteobacteria 90-100% Thiothrix 90-100%

75601 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 18 3 0 0 25 Epsilonproteobacteria 82-100% UIentified 67-92%

76343 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 13 4 0 0 25 Epsilonproteobacteria 85-100% UIentified 57-91%

9614 0 0 0 0 0 0 0 0 0 0 1 0 5 2 0 2 3 0 3 2 2 0 5 0 0 25 Gammaproteobacteria 97-100% Thiothrix 85-100%

23292 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 9 0 0 0 14 0 1 25 Epsilonproteobacteria (most UI) 36-90% UIentified 23-31%

23682 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 19 0 2 25 Epsilonproteobacteria 75-94% UIentified 11-44%

44312 9 0 8 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24 Cyanobacteria 62-98% UIentified 26%

43903 8 0 12 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24 Cyanobacteria 45-95% UIentified 22-41%

53142 17 0 1 0 0 5 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24 Alphaproteobacteria 85-100% UIentified 39-85%

10911 1 0 1 0 8 0 1 3 0 0 8 0 1 1 0 0 0 0 0 0 0 0 0 0 0 24 Eukaryota 97-100% Bacillariophyta 96-100%

901 0 6 0 0 0 5 1 0 0 0 4 0 1 0 6 0 0 1 0 0 0 0 0 0 0 24 Eukaryota 37-94% UIentified 27-67%

3619 0 0 0 10 1 1 0 1 0 9 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 24 Cyanobacteria 70-100% UIentified 28-45%

1643 0 0 0 2 1 1 0 5 0 6 4 1 0 0 2 0 0 2 0 0 0 0 0 0 0 24 Alphaproteobacteria 86-100% UIentified 21%

855 0 0 0 0 9 1 1 3 0 4 0 2 0 0 2 0 0 2 0 0 0 0 0 0 0 24 Eukaryota 75-99% Bacillariophyta 83-98%

636 0 0 0 4 2 2 1 5 0 4 0 2 0 0 2 0 0 2 0 0 0 0 0 0 0 24 Alphaproteobacteria 100% UIentified 28-67%

2715 0 0 0 0 0 0 0 17 0 0 0 3 0 0 2 0 0 2 0 0 0 0 0 0 0 24 Eukaryota 60-99% Bacillariophyta (most UI) 81-99%

904 0 3 0 0 0 5 1 0 0 0 0 0 0 0 13 0 0 2 0 0 0 0 0 0 0 24 Eukaryota 44-84% UIentified 60-72%

42 0 0 0 2 1 1 0 3 0 4 0 0 0 0 4 0 0 9 0 0 0 0 0 0 0 24 Eukaryota 97-100% Bacillariophyta 96-100%

822 0 0 0 6 1 0 0 1 0 0 0 1 0 0 2 0 0 13 0 0 0 0 0 0 0 24 Eukaryota 95-100% Bacillariophyta 93-100%

8926 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 12 0 0 6 1 0 0 0 0 0 24 Gammaproteobacteria 74-100% Thiothrix (most UI) 14-98%

54 0 0 0 2 1 0 1 0 0 2 0 1 0 0 0 0 0 16 0 0 0 1 0 0 0 24 Betaproteobacteria 97-100% UIentified 37-71%

105971 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 22 0 0 0 24 Epsilonproteobacteria (most UI) 61-93% UIentified 34-57%

2017 0 1 0 0 3 1 1 8 0 1 0 1 0 0 0 0 0 3 0 0 4 0 1 0 0 24 Eukaryota 89-100% Bacillariophyta 88-100%

1101 0 0 0 0 0 0 0 0 0 3 0 0 3 5 0 5 0 2 0 0 3 1 2 0 0 24 Alphaproteobacteria 96-100% UIentified 36%

9425 0 0 0 0 0 0 0 0 0 0 5 0 1 3 0 3 3 0 3 2 0 1 3 0 0 24 Gammaproteobacteria 77-100% Thiothrix 85-100%

4951 2 3 0 0 6 2 0 0 0 2 0 7 0 1 0 0 0 0 0 0 0 0 0 1 0 24 Cyanobacteria  (most UI) 45-94% UIentified 75-91%

1182 0 0 0 8 0 0 0 3 0 0 3 5 0 0 0 0 0 4 0 0 0 0 0 1 0 24 Eukaryota 98-100% Bacillariophyta 98-100%

42544 8 0 8 0 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23 Alphaproteobacteria 78-98% UIentified 4-25%

43430 7 0 4 0 7 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23 Cyanobacteria  (most UI) 35-96% UIentified 26-40%

53502 0 0 0 22 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23 Cyanobacteria 89-100% GpI 80-100%

88328 0 0 0 0 0 0 0 0 23 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23 TM7 97-100% TM7_genera_incertae_sedis 97-100%

9369 0 0 0 0 0 0 0 0 0 1 1 0 6 15 0 0 0 0 0 0 0 0 0 0 0 23 Gammaproteobacteria 72-100% UIentified 34%

4412 0 4 0 0 1 1 0 4 0 8 1 3 0 0 1 0 0 0 0 0 0 0 0 0 0 23 Alphaproteobacteria 99-100% UIentified 58-91%

5773 0 7 0 1 1 10 0 2 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 23 Alphaproteobacteria 100% UIentified 29-76%

865 0 3 0 0 0 7 4 0 1 0 0 0 1 0 5 0 0 2 0 0 0 0 0 0 0 23 Eukaryota (most UI) 40-93% UIentified 78-93%

1271 0 1 0 0 0 0 0 13 0 1 0 2 0 0 3 0 0 3 0 0 0 0 0 0 0 23 Eukaryota 99-100% Bacillariophyta 99-100%

8452 0 0 0 0 0 0 0 0 0 0 4 0 4 8 0 1 3 0 1 2 0 0 0 0 0 23 Gammaproteobacteria 82-100% Thiothrix (most UI) 61-100%

623 0 1 0 0 0 0 1 2 0 2 0 0 4 0 2 2 0 7 0 0 2 0 0 0 0 23 Alphaproteobacteria 97-100% UIentified 66-88%

2617 0 17 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 2 0 0 0 1 0 0 0 23 Alphaproteobacteria 97-100% UIentified 18-54%

11389 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 9 3 0 3 2 0 2 0 0 0 23 Gammaproteobacteria 88-100% Thiothrix 85-100%

15559 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 1 9 0 7 0 2 23 Epsilonproteobacteria 81-100% Sulfurovum (most UI) 65-97%

20619 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 13 0 0 1 0 2 4 23 Chlorobi 99-100% Chlorobium 76-100%

27456 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 22 23 Cyanobacteria 85-100% GpI (most UI) 63-99%

69239 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 22 23 Cyanobacteria 80-100% UIentified 68-80%

53832 0 0 0 22 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Cyanobacteria 92-100% GpI 91-100%

44529 6 0 9 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Cyanobacteria 65-91% UIentified 31%

44050 3 0 4 0 11 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Cyanobacteria 59-96% UIentified 41-48%

7682 0 1 0 0 14 0 5 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Eukaryota 77-100% Bacillariophyta (most UI) 78-100%

53822 0 0 0 19 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Cyanobacteria 93-100% GpI 86-100%

88346 0 0 0 0 0 0 0 0 22 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Alphaproteobacteria 77-100% UIentified 68-75%

88685 0 0 0 0 0 0 0 0 21 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 73-94% UIentified 35-36%

4575 0 18 0 0 0 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 97-100% Aeromonas 33-100%

8583 0 0 0 0 0 0 1 1 0 0 18 0 2 0 0 0 0 0 0 0 0 0 0 0 0 22 Eukaryota 93-100% Bacillariophyta 93-100%

32513 0 0 0 0 0 0 0 0 0 3 1 0 0 18 0 0 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 79-99% UIentified 14%
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10085 0 0 0 0 0 0 0 0 0 1 0 0 1 20 0 0 0 0 0 0 0 0 0 0 0 22 Gammaproteobacteria 85-98% UIentified 35-36%

4680 0 6 0 0 0 5 2 0 0 0 0 0 5 0 4 0 0 0 0 0 0 0 0 0 0 22 Eukaryota 25-93% UIentified 79-93%

28892 1 0 0 1 0 7 1 0 0 0 0 6 0 0 6 0 0 0 0 0 0 0 0 0 0 22 Cyanobacteria 68-96% UIentified 64%

4241 0 0 0 0 10 2 3 1 1 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 22 Eukaryota 99-100% Bacillariophyta 93-100%

404 0 0 0 6 1 0 3 1 0 8 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 22 UIentified 14-78% UIentified

918 0 0 0 0 3 0 0 9 0 1 0 1 0 0 5 0 0 3 0 0 0 0 0 0 0 22 Eukaryota 92-100% Bacillariophyta 90-100%

1602 0 0 0 0 3 0 0 9 0 3 1 1 0 1 0 0 0 4 0 0 0 0 0 0 0 22 Eukaryota 99-100% Bacillariophyta 96-100%

790 0 0 0 5 0 0 0 0 0 0 0 11 0 0 0 0 0 6 0 0 0 0 0 0 0 22 Alphaproteobacteria 95-100% Pelagibius 77-99%

156 0 0 0 0 1 0 1 6 0 6 0 0 1 0 1 0 0 6 0 0 0 0 0 0 0 22 Betaproteobacteria 96-100% UIentified 33-82%

374 0 0 0 0 0 0 0 3 0 0 0 1 1 2 0 6 0 7 2 0 0 0 0 0 0 22 Gammaproteobacteria 78-100% UIentified 70%

1421 0 1 0 0 0 0 0 0 0 7 1 0 2 0 1 1 0 8 0 0 1 0 0 0 0 22 Alphaproteobacteria 88-100% UIentified 58-65%

19820 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 8 7 0 0 0 0 3 0 0 0 22 Betaproteobacteria 98-100% Thiomonas 97-100%

17908 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 16 0 0 0 1 0 3 0 0 0 22 Gammaproteobacteria 96-100% UIentified 63-75%

11824 0 0 0 2 0 0 0 1 0 3 2 0 2 2 0 0 0 0 0 3 2 4 1 0 0 22 Alphaproteobacteria 99-100% UIentified 48-66%

10576 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 6 3 0 4 2 1 0 2 0 0 22 Gammaproteobacteria 88-100% Thiothrix 85-100%

10294 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 6 0 0 9 0 0 0 4 0 0 22 Gammaproteobacteria 97-100% Thiothrix 95-100%

21544 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 7 2 0 5 0 3 0 4 0 0 22 Gammaproteobacteria 92-100% Thiothrix 92-100%

3282 0 0 0 0 0 0 0 1 0 1 0 0 4 0 1 9 0 2 2 0 0 1 0 1 0 22 Gammaproteobacteria 54-100% UIentified 42-83%

8623 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 9 0 0 2 0 0 1 3 2 0 22 Gammaproteobacteria 98-100% Thiofaba 79-97%

27361 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 1 0 0 5 0 10 2 22 Cyanobacteria 49-89% UIentified 46-62%

69079 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 22 Cyanobacteria 83-99% GpI 68-96%

69013 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 22 Cyanobacteria 91-100% UIentified 70%

4902 0 20 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Gammaproteobacteria 99-100% UIentified 42-77%

43173 7 0 3 0 6 1 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Cyanobacteria 52-87% UIentified 20-23%

65158 0 0 0 0 5 0 15 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Cyanobacteria 60-96% UIentified 21-41%

32685 0 0 0 0 3 1 0 7 0 2 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 21 Cyanobacteria 47-99% UIentified 37-89%

4352 0 1 0 0 0 0 0 10 0 3 0 5 0 0 2 0 0 0 0 0 0 0 0 0 0 21 Eukaryota 35-90% UIentified 76-78%

5205 0 2 0 1 9 3 0 0 0 0 0 1 0 0 5 0 0 0 0 0 0 0 0 0 0 21 Eukaryota 35-95% Bacillariophyta 72-95%

6612 0 1 0 0 0 3 5 0 0 0 0 2 1 0 9 0 0 0 0 0 0 0 0 0 0 21 Eukaryota 48-91% UIentified 79-87%

8581 0 0 0 0 0 0 0 0 0 1 3 0 6 10 0 1 0 0 0 0 0 0 0 0 0 21 Gammaproteobacteria 75-97% UIentified 13-30%

8543 0 0 0 0 0 0 0 0 0 1 0 0 10 7 0 3 0 0 0 0 0 0 0 0 0 21 Gammaproteobacteria 77-100% UIentified 20-86%

4182 5 1 3 0 5 3 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 21 Cyanobacteria 88-100% UIentified 63-84%

3214 0 1 0 0 6 0 0 2 0 0 10 0 0 0 1 0 0 1 0 0 0 0 0 0 0 21 Eukaryota 100% Bacillariophyta 99-100%

1695 0 0 0 0 2 0 1 13 0 0 0 3 0 0 1 0 0 1 0 0 0 0 0 0 0 21 Eukaryota 81-100% Bacillariophyta 80-100%

791 0 0 0 1 2 4 3 0 0 3 1 4 0 0 2 0 0 1 0 0 0 0 0 0 0 21 Bacteroidetes (most UI) 43-91% UIentified 20%

1014 0 0 0 0 1 0 2 4 0 4 0 7 0 0 2 0 0 1 0 0 0 0 0 0 0 21 Alphaproteobacteria 72-93% UIentified 24-25%

2261 0 0 0 4 2 1 2 2 0 2 0 3 0 0 4 0 0 1 0 0 0 0 0 0 0 21 Alphaproteobacteria 94-100% UIentified 50-72%

1304 0 0 0 3 2 1 5 1 3 2 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 21 Alphaproteobacteria 98-100% UIentified 47-63%

2738 0 5 0 0 0 3 0 0 0 0 0 1 0 0 9 0 0 3 0 0 0 0 0 0 0 21 Eukaryota (most UI) 27-80% UIentified 51%

951 0 2 0 1 3 3 1 0 0 0 0 0 0 0 4 0 0 7 0 0 0 0 0 0 0 21 Eukaryota 100% Bacillariophyta 99-100%

783 0 0 0 5 0 0 0 1 0 0 0 5 0 0 0 0 0 10 0 0 0 0 0 0 0 21 Alphaproteobacteria 93-100% UIentified 12-22%

10504 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 6 3 0 8 1 1 0 0 0 0 21 Gammaproteobacteria 79-100% Thiothrix 58-100%

724 0 1 0 2 0 0 0 0 0 2 1 0 0 0 1 0 0 12 0 0 1 1 0 0 0 21 Alphaproteobacteria 100% Rhodobacter (most UI) 14-100%

106068 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 18 0 0 0 21 Epsilonproteobacteria 82-99% UIentified 60-88%

9031 0 0 0 0 0 0 0 0 0 0 1 0 4 3 0 5 3 0 1 3 0 0 1 0 0 21 Gammaproteobacteria 93-100% Thiothrix 92-100%

8663 0 0 0 0 0 0 0 0 0 0 2 0 5 0 0 3 2 0 3 5 0 0 1 0 0 21 Gammaproteobacteria 97-100% Thiothrix 96-100%

34415 2 0 0 0 2 1 2 3 0 4 2 2 0 1 0 0 0 0 0 0 0 0 0 1 1 21 Cyanobacteria 50-99% UIentified 19-65%

36172 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 1 0 0 0 0 1 1 0 8 1 21 Cyanobacteria 78-100% UIentified 64-90%

69040 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 20 21 Cyanobacteria 92-100% GpI (most UI) 81-96%

47750 16 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Cyanobacteria 47-97% UIentified 34%

46322 6 0 11 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Cyanobacteria 47-94% UIentified 33%

43751 9 0 6 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Cyanobacteria 55-99% UIentified 32-53%

43488 5 0 8 0 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Cyanobacteria 62-100% UIentified 21-64%

53499 0 0 0 16 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Cyanobacteria 82-100% GpI 68-100%

53535 0 0 0 9 0 0 0 1 7 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Alphaproteobacteria 100% UIentified 38-61%

54948 0 0 0 4 0 0 2 1 0 2 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 20 Cyanobacteria 83-100% UIentified 50%

4475 0 3 0 0 1 3 1 2 0 7 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 20 Alphaproteobacteria 97-100% Parvularcula 59-100%

4937 0 1 0 0 0 0 0 0 0 1 0 13 3 0 2 0 0 0 0 0 0 0 0 0 0 20 Eukaryota (most UI) 26-92% UIentified 72-74%

4263 0 0 0 12 0 0 0 2 0 1 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 20 Alphaproteobacteria 68-99% UIentified 20-52%

1288 0 3 0 0 0 8 1 0 0 0 0 1 0 0 6 0 0 1 0 0 0 0 0 0 0 20 Eukaryota (most UI) 48-96% Streptophyta (most UI) 79-95%

1138 0 0 0 3 3 0 0 3 0 0 1 3 0 0 2 0 0 5 0 0 0 0 0 0 0 20 Eukaryota 81-100% Bacillariophyta 79-100%

337 0 3 0 1 5 2 1 0 0 0 0 0 0 0 3 0 0 5 0 0 0 0 0 0 0 20 Eukaryota 100% Bacillariophyta 99-100%

111 0 0 0 0 0 0 0 9 0 1 0 0 0 1 3 0 0 6 0 0 0 0 0 0 0 20 Gammaproteobacteria 96-100% UIentified

1349 0 2 0 1 0 3 0 0 0 0 0 0 0 0 8 0 0 6 0 0 0 0 0 0 0 20 Eukaryota 97-100% Bacillariophyta 94-100%

13017 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 2 0 3 11 0 0 0 0 0 20 Gammaproteobacteria 99-100% Thiothrix 96-100%

8724 0 0 0 0 0 0 0 0 0 0 2 0 13 0 1 0 2 0 0 1 1 0 0 0 0 20 Gammaproteobacteria 81-100% Thiothrix 79-100%

4432 0 4 0 1 3 0 0 2 0 2 2 3 1 0 0 0 0 0 0 0 2 0 0 0 0 20 Alphaproteobacteria 97-100% Parvularcula (most UI) 84-97%

1893 0 0 0 0 0 1 0 0 0 0 1 0 10 0 5 0 0 1 0 0 2 0 0 0 0 20 Eukaryota  (most UI) 37-82% UIentified 78-81%

58821 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 13 0 2 3 20 UIentified 40-71% UIentified

23388 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 2 0 0 0 0 1 14 20 Chlorobi 100% Chlorobium 86-99%

44631 8 0 7 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria (most UI) 50-96% UIentified 23%

43592 0 0 13 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Alphaproteobacteria (most UI) 52-91% UIentified 15-35%

80462 2 0 0 0 10 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria 60-99% UIentified 57%

44223 3 0 7 0 4 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria (most UI) 50-84% UIentified 37%

53556 0 0 0 14 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria 93-100% GpI 79-100%

6998 4 1 4 0 7 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria  (most UI) 36-84% UIentified 23%

62371 8 0 0 0 7 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Cyanobacteria  (most UI) 43-97% UIentified 17-45%

54438 0 0 0 1 0 0 0 0 15 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Alphaproteobacteria 94-100% UIentified 65-93%

53564 1 0 0 1 3 8 0 2 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Alphaproteobacteria (most UI) 65-86% UIentified 17-21%

55004 0 0 0 4 0 1 1 0 5 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 19 Alphaproteobacteria (most UI) 43-90% UIentified 10-12%

29656 0 0 0 0 0 0 0 13 0 3 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 19 Eukaryota 96-100% Bacillariophyta 96-100%

7465 0 1 0 0 0 4 0 0 0 0 0 3 0 0 11 0 0 0 0 0 0 0 0 0 0 19 Eukaryota 64-100% UIentified 37-93%

8862 0 0 0 0 0 0 0 0 0 1 14 0 2 1 0 1 0 0 0 0 0 0 0 0 0 19 UIentified 7-79% UIentified

36186 0 0 0 0 0 0 0 0 0 0 0 0 0 18 0 1 0 0 0 0 0 0 0 0 0 19 Gammaproteobacteria 82-95% UIentified 29-43%

3658 0 0 0 0 1 0 0 9 0 0 3 3 0 0 2 0 0 1 0 0 0 0 0 0 0 19 Eukaryota 84-100% Bacillariophyta 23-100%

2723 0 2 0 0 0 0 0 5 0 0 0 9 0 0 2 0 0 1 0 0 0 0 0 0 0 19 Eukaryota (most UI) 72-85% UIentified 37-79%

1491 0 0 0 3 4 0 1 4 0 5 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 19 Alphaproteobacteria 90-100% UIentified 32-41%

1385 0 0 0 4 1 1 0 3 1 4 0 2 0 0 1 0 0 2 0 0 0 0 0 0 0 19 Alphaproteobacteria 77-98% UIentified 27%

613 0 1 0 0 0 0 0 8 0 2 0 5 0 0 1 0 0 2 0 0 0 0 0 0 0 19 Eukaryota (most UI) 51-93% UIentified 79-88%

556 0 1 0 0 1 0 0 2 0 2 0 5 4 0 2 0 0 2 0 0 0 0 0 0 0 19 UIentified 27-79% UIentified

319 0 0 0 5 1 1 0 0 0 3 0 0 0 0 2 0 0 7 0 0 0 0 0 0 0 19 Alphaproteobacteria 100% UIentified 24-53%

832 0 0 0 0 0 0 0 2 0 0 0 5 1 0 4 0 0 7 0 0 0 0 0 0 0 19 Alphaproteobacteria 90-100% UIentified 19%

36938 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 4 14 0 0 0 19 Epsilonproteobacteria 75-99% UIentified 31-92%

9316 0 0 0 0 0 0 0 0 0 0 1 0 2 2 0 7 2 0 4 0 0 0 1 0 0 19 Gammaproteobacteria 98-100% Thiothrix 97-100%

20037 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 5 0 8 0 0 0 1 0 0 19 Gammaproteobacteria 73-100% Thiothrix 60-100%

11878 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 10 2 0 3 0 0 0 2 0 0 19 Gammaproteobacteria 77-100% Thiothrix 22-100%

75679 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 15 3 0 0 19 Epsilonproteobacteria 82-100% UIentified 13-93%

23354 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 3 0 6 1 5 0 0 19 Gammaproteobacteria 98-100% Thiothrix 96-100%

20501 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 2 0 1 0 1 1 0 10 1 19 Cyanobacteria 65-97% UIentified 55-77%

66574 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 17 19 Cyanobacteria 83-99% UIentified 44-51%

69992 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 19 19 Cyanobacteria 83-100% UIentified 53-58%

5109 0 17 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Gammaproteobacteria (most UI) 94-100% Aeromonas 72-99%

66787 0 0 0 0 17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Eukaryota/Cyano/UI 55-100% UIentified 43%

4473 0 16 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Gammaproteobacteria 97-100% Aeromonas 71-100%

42357 5 0 7 0 4 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Cyanobacteria (most UI) 56-91% UIentified 13-37%

4748 10 1 1 2 1 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Cyanobacteria 55-96% UIentified 23-36%

53630 0 0 0 15 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Cyanobacteria 65-100% GpI 81-100%

33051 5 0 0 1 6 0 4 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Alphaproteobacteria 86-98% UIentified 21-43%

6290 0 2 0 0 1 1 1 4 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Cyanobacteria 50-94% UIentified 67-84%

33536 0 0 0 0 0 10 5 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Eukaryota/Cyano/UI 87% UIentified 38%

7378 0 1 0 1 0 0 0 0 11 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 18 Alphaproteobacteria 93-100% Brevundimonas 85-100%

8849 0 0 0 1 0 0 0 0 15 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 18 UIentified 41-69% UIentified

5943 0 2 0 0 2 0 1 4 0 0 7 0 1 1 0 0 0 0 0 0 0 0 0 0 0 18 Eukaryota 98-100% Bacillariophyta 96-100%

8759 0 0 0 0 0 0 0 0 0 1 2 0 3 12 0 0 0 0 0 0 0 0 0 0 0 18 Gammaproteobacteria 79-98% UIentified 30-33%

32120 0 0 0 17 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 18 UIentified 16-58% UIentified

29753 0 0 0 0 4 1 3 4 0 4 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 18 Gammaproteobacteria 77-100% UIentified 14%

31229 0 0 0 0 4 0 0 10 1 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 18 Eukaryota 97-100% Bacillariophyta 97-100%

4787 0 3 0 0 0 1 2 0 0 0 0 1 1 0 10 0 0 0 0 0 0 0 0 0 0 18 Eukaryota (most UI) 29-96% UIentified 80-91%

2233 0 0 0 5 0 0 0 0 3 2 0 5 0 0 2 0 0 1 0 0 0 0 0 0 0 18 Alphaproteobacteria 89-100% UIentified 30%

3731 0 1 0 0 0 0 0 0 0 0 0 1 0 0 15 0 0 1 0 0 0 0 0 0 0 18 Eukaryota (most UI) 36-95% UIentified 38-44%

722 0 0 0 1 5 1 0 4 0 0 5 0 0 0 0 0 0 2 0 0 0 0 0 0 0 18 Eukaryota 100% Bacillariophyta 100%

295 0 0 0 1 2 2 0 1 0 4 0 1 0 0 5 0 0 2 0 0 0 0 0 0 0 18 Eukaryota 97-100% Bacillariophyta 86-100%

554 0 0 0 0 0 0 0 2 0 0 0 0 7 0 0 6 1 2 0 0 0 0 0 0 0 18 Gammaproteobacteria 67-99% UIentified 45-66%

1185 0 1 0 3 0 4 0 2 0 0 0 2 0 0 1 0 0 5 0 0 0 0 0 0 0 18 Eukaryota 98-100% Bacillariophyta 98-100%

237 0 0 0 6 0 0 0 0 0 0 2 1 0 0 2 0 0 7 0 0 0 0 0 0 0 18 Eukaryota 99-100% Bacillariophyta 99-100%

12057 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 17 0 0 0 0 0 18 Epsilonproteobacteria 85-100% UIentified 40-49%

5553 0 1 0 2 0 0 0 2 4 3 0 2 1 0 2 0 0 0 0 0 0 1 0 0 0 18 Eukaryota 59-98% Chlorophyta (most UI) 79-96%

4487 0 8 0 0 1 0 0 0 0 1 2 5 0 0 0 0 0 0 0 0 0 0 1 0 0 18 Alphaproteobacteria 100% UIentified 24-71%

9556 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 2 0 5 7 0 0 1 0 0 18 Gammaproteobacteria 82-100% Thiothrix 82-99%

78128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 6 1 0 0 18 Epsilonproteobacteria 82-100% UIentified 37-92%

76286 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 11 4 0 0 18 Epsilonproteobacteria 77-99% UIentified 53-87%

40925 0 0 0 2 3 1 1 1 0 8 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 18 Cyanobacteria 90-100% UIentified 47-74%

27433 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 12 0 2 0 18 Epsilonproteobacteria 64-96% UIentified 35-77%

24269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 10 0 0 1 1 0 1 18 Cyanobacteria 71-97% UIentified 55-62%

54657 15 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 92-100% UIentified 54-69%

48943 6 0 3 0 6 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 18-86% UIentified 32%

68971 0 0 0 0 1 1 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 57-93% UIentified 21-40%

7111 4 1 1 0 7 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Alphaproteobacteria (most UI) 79-97% UIentified 9-18%

63704 0 0 0 0 0 0 0 0 16 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 UIentified Proteobacteria 20-83% UIentified 4%

43245 2 0 7 0 6 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 46-90% UIentified 14-34%

68859 10 0 0 0 2 1 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 17 Cyanobacteria 70-100% GpVI 36-94%

4708 0 4 0 1 1 1 0 0 0 4 0 5 1 0 0 0 0 0 0 0 0 0 0 0 0 17 Alphaproteobacteria 87-100% UIentified 14-66%

8978 0 0 0 0 0 0 0 0 0 0 0 0 5 12 0 0 0 0 0 0 0 0 0 0 0 17 Gammaproteobacteria 76-98% UIentified 23%

30542 2 0 0 1 4 6 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 17 UIentified Proteobacteria 19-76% UIentified 18%

28352 0 0 0 0 0 0 1 12 0 1 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 17 Eukaryota 64-97% UIentified 49-52%

28819 0 0 0 8 1 0 0 0 3 2 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 17 Gammaproteobacteria 78-98% UIentified 11-26%

31802 0 0 0 1 1 0 0 2 0 2 7 1 0 2 1 0 0 0 0 0 0 0 0 0 0 17 Alphaproteobacteria 95-100% UIentified 34-41%

28784 0 0 0 1 2 0 2 0 1 2 2 2 0 1 4 0 0 0 0 0 0 0 0 0 0 17 Eukaryota 58-99% Chlorophyta (most UI) 79-99%

9222 0 0 0 0 1 0 0 0 1 0 2 0 8 0 5 0 0 0 0 0 0 0 0 0 0 17 UIentified 18-79% UIentified

1919 0 0 0 0 0 0 0 12 0 0 4 0 0 0 0 0 0 1 0 0 0 0 0 0 0 17 Eukaryota 99-100% Bacillariophyta 97-100%

3242 0 0 0 6 1 3 0 0 0 0 0 5 0 0 1 0 0 1 0 0 0 0 0 0 0 17 Alphaproteobacteria 98-100% Hyphomonas 91-100%

1373 0 2 0 0 0 1 0 2 0 1 0 9 0 0 1 0 0 1 0 0 0 0 0 0 0 17 Eukaryota (most UI) 47-91% UIentified 69-82%

1772 0 0 0 0 0 0 0 8 0 1 0 2 0 0 5 0 0 1 0 0 0 0 0 0 0 17 Eukaryota 84-100% UIentified 36-75%

1010 0 0 0 3 0 0 3 8 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 17 Planctomycetes 11-100% Phycisphaera 80-100%

2913 0 0 0 0 0 2 0 0 11 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 17 Eukaryota 98-100% Bacillariophyta 98-100%

2340 0 1 0 0 0 0 0 10 0 1 0 2 0 0 1 0 0 2 0 0 0 0 0 0 0 17 Eukaryota 100% Bacillariophyta 100%

1595 0 0 0 4 0 2 1 0 0 1 0 5 1 0 1 0 0 2 0 0 0 0 0 0 0 17 Alphaproteobacteria 97-100% UIentified 2-62%

4087 0 4 0 1 2 0 0 5 0 0 0 0 1 1 1 0 0 2 0 0 0 0 0 0 0 17 Eukaryota 100% Bacillariophyta 100%

961 0 0 0 0 0 0 1 0 9 0 0 3 0 0 1 0 0 3 0 0 0 0 0 0 0 17 Alphaproteobacteria 94-100% Hyphomicrobium 64-96%

2169 0 0 0 1 1 0 0 2 0 3 1 5 0 0 1 0 0 3 0 0 0 0 0 0 0 17 Alphaproteobacteria 77-95% UIentified 9-24%
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141 0 0 0 2 0 0 0 6 0 0 0 2 0 2 2 0 0 3 0 0 0 0 0 0 0 17 Gammaproteobacteria 99-100% UIentified 48-63%

602 0 0 0 0 0 0 0 0 0 7 0 4 2 0 0 0 0 4 0 0 0 0 0 0 0 17 Alphaproteobacteria (most UI) 28-91% UIentified 28-46%

398 0 1 0 3 1 1 0 1 0 0 0 1 0 0 2 0 0 7 0 0 0 0 0 0 0 17 Eukaryota 92-100% Bacillariophyta 82-100%

9576 0 0 0 0 0 0 0 0 0 0 0 0 2 5 0 2 0 0 7 1 0 0 0 0 0 17 Cyanobacteria 82-100% UIentified 35-71%

14749 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 8 1 0 3 4 0 0 0 0 0 17 Gammaproteobacteria 95-100% Thiothrix 94-100%

8802 0 0 0 0 0 0 0 0 0 0 2 0 8 2 0 3 1 0 0 0 1 0 0 0 0 17 Bacteroidetes 92-100% UIentified 61-85%

435 0 1 0 0 0 0 0 4 0 0 0 8 0 0 1 0 0 1 0 0 2 0 0 0 0 17 Eukaryota (most UI) 44-92% UIentified 82%

9778 0 0 0 0 0 0 0 0 0 0 0 0 6 2 0 5 0 0 1 0 0 3 0 0 0 17 Gammaproteobacteria 94-100% UIentified 59-89%

24809 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 2 0 0 5 2 4 0 17 Bacteroidetes 93-99% UIentified 25-27%

8600 0 0 0 0 0 0 0 0 0 0 0 0 1 7 0 0 0 0 1 0 0 1 0 7 0 17 Cyanobacteria 58-97% UIentified 66-73%

69010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17 17 Cyanobacteria 84-100% UIentified 43-48%

54033 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% UIentified 55%

46644 4 0 2 2 0 6 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 UIentified Proteobacteria 54-81% UIentified 14%

53635 0 0 0 15 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Cyanobacteria 87-100% GpI 85-100%

53780 0 0 0 15 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Cyanobacteria 86-100% GpI 78-99%

88316 0 0 0 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Firmicutes (most UI) 50-96% Pasteuria (most UI) 80-96%

88324 0 0 0 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Actinobacteria 92-100% Brevibacterium (most UI) 43-100%

88673 0 0 0 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Bacteroidetes 99-100% UIentified 27%

7557 0 1 0 0 1 0 3 9 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Gammaproteobacteria 84-100% UIentified

35368 0 0 0 0 0 0 0 15 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Eukaryota 71--99% Bacillariophyta 85-99%

52895 0 0 1 4 3 2 3 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Gammaproteobacteria 37-91% UIentified 25%

8134 0 1 0 1 4 5 1 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Alphaproteobacteria 40-92% UIentified 23%

6008 0 5 0 1 1 1 0 2 0 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% UIentified 65%

7620 0 1 0 0 1 0 0 5 0 0 8 0 0 1 0 0 0 0 0 0 0 0 0 0 0 16 Eukaryota 100% Bacillariophyta 99-100%

28483 0 0 0 6 0 3 2 0 0 1 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 16 Alphaproteobacteria 97-100% Hyphomicrobium (most UI) 55-98%

28383 0 0 0 10 0 0 0 0 0 1 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 16 Alphaproteobacteria 99-100% UIentified 80%

976 0 1 0 1 0 0 2 0 0 1 9 1 0 0 0 0 0 1 0 0 0 0 0 0 0 16 Gammaproteobacteria 59-91% UIentified 64%

1275 0 1 0 0 5 1 0 3 0 2 1 2 0 0 0 0 0 1 0 0 0 0 0 0 0 16 Eukaryota 93-100% Bacillariophyta 93-100%

242 0 0 0 0 0 0 0 0 0 5 0 5 0 0 5 0 0 1 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% Amaricoccus 85-100%

1244 0 1 0 0 0 0 0 8 0 0 5 0 0 0 0 0 0 2 0 0 0 0 0 0 0 16 Eukaryota 100% Bacillariophyta 100%

1754 0 8 0 0 0 1 2 1 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% UIentified 73%

1298 0 0 0 0 0 0 2 2 0 7 1 1 0 0 1 0 0 2 0 0 0 0 0 0 0 16 Alphaproteobacteria 95-100% UIentified 50%

429 0 0 0 0 0 0 2 3 0 1 1 1 2 2 2 0 0 2 0 0 0 0 0 0 0 16 Betaproteobacteria 97-100% UIentified 82%

135 0 1 4 1 4 0 1 1 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 16 Alphaproteobacteria 92-100% UIentified 31%

143 0 0 0 1 0 0 0 9 0 1 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 16 Eukaryota 100% Bacillariophyta 100%

3288 0 0 0 0 0 0 2 4 0 5 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 16 Betaproteobacteria 100% Thiobacillus 28-98%

1684 0 0 0 2 1 0 1 4 1 0 0 2 0 0 1 1 0 3 0 0 0 0 0 0 0 16 Alphaproteobacteria 98-100% UIentified 84%

1375 0 0 0 1 1 0 1 3 0 3 0 2 0 0 0 0 0 5 0 0 0 0 0 0 0 16 Planctomycetes 85-100% UIentified 89%

1063 0 1 0 0 0 1 0 0 0 0 0 0 1 0 8 0 0 5 0 0 0 0 0 0 0 16 Eukaryota 44-100% Bacillariophyta 84-100%

78 0 0 0 1 0 1 0 3 2 0 0 1 0 0 2 0 0 6 0 0 0 0 0 0 0 16 Alphaproteobacteria 100% UIentified 61%

1939 0 0 0 0 2 2 0 2 0 0 0 2 0 0 3 0 0 4 0 0 1 0 0 0 0 16 Eukaryota 64-100% Bacillariophyta 80-100%

12433 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 9 2 2 0 0 0 0 16 Gammaproteobacteria 98-100% Thiothrix 98-100%

608 0 0 0 0 0 1 0 1 0 1 0 0 1 0 0 0 0 9 0 0 3 0 0 0 0 16 Alphaproteobacteria 99-100% Rhodobacter 28-100%

3013 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 1 1 7 0 0 3 1 0 0 0 16 Alphaproteobacteria 88-99% UIentified 35%

13353 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 3 0 4 3 0 0 1 0 0 16 Gammaproteobacteria 94-100% Thiothrix 90-97%

13645 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 6 0 3 5 0 0 1 0 0 16 Gammaproteobacteria 98-100% Thiothrix 94-100%

29477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 9 5 1 0 0 16 Epsilonproteobacteria 85-99% UIentified 79%

11499 0 0 0 0 0 0 0 0 0 0 2 0 1 2 0 0 2 0 3 4 0 0 2 0 0 16 Gammaproteobacteria 91-100% Thiothrix 84-100%

25115 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 14 0 0 16 Epsilonproteobacteria (most UI) 40-94% UIentified 40%

37609 0 0 0 5 0 0 0 3 2 1 0 1 0 1 0 2 0 0 0 0 0 0 0 1 0 16 Bacteroidetes 99-100% UIentified 71%

61613 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 12 1 1 0 16 Deltaproteobacteria 94-100% UIentified 67%

2556 0 0 0 1 0 0 0 0 0 2 0 0 2 2 0 0 0 3 0 0 0 3 0 3 0 16 Betaproteobacteria 100% Thiobacillus 68-95%

20013 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 1 0 1 0 0 7 0 4 0 16 Cyanobacteria 54-97% UIentified 69%

22006 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 1 0 0 0 0 2 0 9 0 16 Cyanobacteria 67-93% UIentified 77%

14236 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 11 1 0 1 1 0 1 16 Cyanobacteria 70-98% UIentified 56%

5815 0 1 0 0 0 0 0 0 0 0 0 0 0 6 0 0 2 0 2 1 1 1 1 0 1 16 Deltaproteobacteria 95-100% UIentified 87%

13487 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 0 0 0 1 1 0 0 1 4 5 16 Bacteroidetes 97-100% UIentified 37%

5154 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Gammaproteobacteria 94-100% Aeromonas (most UI) 54-100%

53774 0 0 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 82-100% GpI (most UI) 73-100%

4997 0 14 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Gammaproteobacteria 98-100% Aeromonas (most UI) 74-100%

47569 7 0 1 0 6 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 69-100% UIentified 71%

43170 3 0 5 0 6 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 50-88% UIentified 43%

45792 7 0 4 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 59-97% UIentified 25%

45098 5 0 3 0 5 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 44-85% UIentified 22%

49947 2 0 1 1 4 0 4 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 27-98% UIentified 48%

32452 0 0 0 0 0 0 0 0 0 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Eukaryota 88-100% Bacillariophyta 88-100%

53716 0 0 0 13 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Alphaproteobacteria (most UI) 71-95% UIentified 70%

66706 0 0 0 0 4 5 2 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Cyanobacteria 46-100% UIentified 92%

54740 0 0 0 3 1 0 1 4 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 15 UIentified Proteobacteria 51-75% UIentified 12%

53875 0 0 0 3 3 3 1 1 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Gammaproteobacteria (most UI) 54-86% UIentified 13%

53676 0 0 0 9 0 2 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 15 Alphaproteobacteria 92-99% UIentified 49%

6270 0 2 0 0 2 4 0 0 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 15 UIentified 31-74% UIentified

8735 0 0 0 0 3 0 0 2 0 1 8 0 1 0 0 0 0 0 0 0 0 0 0 0 0 15 Eukaryota 98-100% Bacillariophyta 98-100%

11489 0 0 0 0 0 0 0 0 0 0 14 0 1 0 0 0 0 0 0 0 0 0 0 0 0 15 Gammaproteobacteria 97-100% Thiothrix 93-100%

31744 0 0 0 3 0 0 0 0 8 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 15 UIentified Proteobacteria 27-81% UIentified 13%

30576 0 0 0 2 0 0 1 0 6 1 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 15 Alphaproteobacteria 16-88% UIentified 15%

28825 3 0 0 4 0 2 2 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 15 Alphaproteobacteria 91-100% Rubribacterium (most UI) 29-94%

28650 0 0 0 2 0 0 0 0 0 3 0 6 0 0 4 0 0 0 0 0 0 0 0 0 0 15 Planctomycetes 28-100% Phycisphaera (most UI) 83-99%

4539 0 7 0 0 2 2 0 0 0 0 1 0 0 0 2 1 0 0 0 0 0 0 0 0 0 15 Gammaproteobacteria 99-100% Rheinheimera 95-100%

2402 0 1 0 8 0 0 2 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 15 Gammaproteobacteria 88-100% UIentified

1110 0 0 0 7 0 0 1 1 0 2 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 15 Alphaproteobacteria 62-99% UIentified 20%

4274 0 0 0 0 0 0 0 7 0 0 0 5 0 0 2 0 0 1 0 0 0 0 0 0 0 15 Eukaryota 60-97% UIentified 79%

1149 0 0 0 0 0 0 0 0 4 7 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 15 Alphaproteobacteria 99-100% Porphyrobacter (most UI) 43-98%

155 0 0 0 0 2 0 0 9 0 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 15 Eukaryota 67-97% Bacillariophyta (most UI) 80-97%

3266 0 0 0 0 0 0 0 2 0 1 0 8 0 0 2 0 0 2 0 0 0 0 0 0 0 15 Eukaryota (most UI) 38-92% UIentified 88%

685 0 0 0 0 0 0 0 8 0 1 0 1 1 0 1 0 0 3 0 0 0 0 0 0 0 15 Betaproteobacteria 100% Thiobacillus (most UI) 64-99%

778 0 0 0 0 0 0 0 4 0 2 3 0 2 0 1 0 0 3 0 0 0 0 0 0 0 15 Deltaproteobacteria 66-96% Bdellovibrio (most UI) 62-96%

1303 0 0 0 0 0 0 0 4 0 2 0 3 0 0 3 0 0 3 0 0 0 0 0 0 0 15 Eukaryota (most UI) 31-84% UIentified 79%

11223 0 0 0 0 0 0 0 0 0 0 4 0 3 3 0 2 0 0 1 2 0 0 0 0 0 15 Gammaproteobacteria 79-100% Thiothrix 76-100%

8502 0 0 0 0 0 1 1 0 0 0 1 0 9 0 2 0 0 0 0 0 1 0 0 0 0 15 UIentified 35-75% UIentified

15936 0 0 0 0 0 0 0 0 3 0 0 0 0 2 0 1 3 0 0 1 2 3 0 0 0 15 Bacteroidetes 98-100% UIentified 45%

13790 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 7 4 0 1 0 0 15 UIentified 5-69% UIentified

8836 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 5 0 0 4 0 1 1 2 0 0 15 Gammaproteobacteria 86-100% UIentified 86%

9771 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 5 1 0 3 0 1 0 0 1 0 15 Gammaproteobacteria 90-98% UIentified 46%

3543 0 0 0 1 0 0 0 1 0 0 0 0 0 1 1 1 0 3 0 0 1 4 1 1 0 15 Bacteroidetes 99-100% UIentified 73%

19637 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 4 1 0 0 0 0 0 1 2 0 15 Cyanobacteria 52-97% UIentified 62%

69336 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 0 1 15 Epsilonproteobacteria 79-90% UIentified 35%

25767 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 1 10 1 15 Cyanobacteria 75-99% UIentified 72%

41384 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 2 0 5 6 15 Cyanobacteria 68-98% UIentified 56%

14008 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 2 0 0 0 0 9 15 Cyanobacteria 68-100% GpI (most UI) 68-99%

69093 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 15 15 Cyanobacteria 88-100% UIentified 51%

53504 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 89-100% UIentified 43%

54497 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria 84-100% GpI 83-100%

42409 5 0 5 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria  (most UI) 52-94% UIentified 45%

42685 5 0 7 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria  (most UI) 55-96% UIentified 22%

43036 3 0 4 0 5 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria  (most UI) 43-93% UIentified 38%

67581 7 0 0 0 2 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 77-96% UIentified 38%

44487 1 0 3 0 7 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 UIentified 18-78% UIentified

54931 1 0 0 8 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria 94-100% UIentified 75%

4959 0 5 0 0 2 2 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Parvularcula 94-100%

88498 0 0 0 0 0 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Actinobacteria 95-100% UIentified 46%

88679 0 0 0 0 0 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Actinobacteria 99-100% UIentified 87%

49088 3 0 1 0 6 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 UIentified 25-76% UIentified

6351 0 1 0 2 0 3 1 1 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 98-100% Porphyrobacter 92-100%

32699 0 0 0 0 0 1 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Eukaryota 100% Bacillariophyta 100%

54491 0 0 0 13 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Bacteroidetes 100% UIentified 52%

53579 0 0 0 11 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 91-100% UIentified 32%

53631 0 0 0 8 0 3 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 92-99% UIentified 44%

53624 0 0 0 2 0 2 1 0 0 3 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 14 Cyanobacteria  (most UI) 43-93% UIentified 26%

10093 0 0 0 0 0 0 0 0 0 4 1 0 4 5 0 0 0 0 0 0 0 0 0 0 0 14 Gammaproteobacteria 79-96% UIentified 48%

10113 0 0 0 2 0 0 1 0 0 6 0 1 3 0 1 0 0 0 0 0 0 0 0 0 0 14 Gammaproteobacteria (most UI) 70-87% UIentified 20%

28378 0 0 0 6 2 0 0 1 0 2 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 14 Eukaryota 89-100% UIentified 92%

29000 0 0 0 3 2 0 0 4 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 14 Gammaproteobacteria 95-100% UIentified 77%

29340 0 0 0 0 0 1 0 1 0 0 0 7 0 0 5 0 0 0 0 0 0 0 0 0 0 14 Alphaproteobacteria 99-100% UIentified 57%

11136 0 0 0 0 0 0 0 0 0 2 1 0 2 7 1 1 0 0 0 0 0 0 0 0 0 14 Gammaproteobacteria 81-99% UIentified 34%

9207 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 8 4 0 0 0 0 0 0 0 0 14 Gammaproteobacteria 78-100% Thiothrix (most UI) 37-100%

2784 0 1 0 2 1 1 1 3 0 3 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 14 Alphaproteobacteria 99-100% Parvularcula (most UI) 86-94%

4001 0 1 0 0 0 0 0 9 1 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 14 Eukaryota 98-100% Bacillariophyta 98-100%

572 0 3 0 2 0 0 1 0 0 3 0 2 1 0 1 0 0 1 0 0 0 0 0 0 0 14 Alphaproteobacteria 97-100% UIentified 67%

3160 0 3 0 0 0 2 1 0 0 0 0 0 1 0 6 0 0 1 0 0 0 0 0 0 0 14 Eukaryota (most UI) 30-86% UIentified 80%

2539 0 1 0 3 0 2 0 1 0 2 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 14 Alphaproteobacteria 83-98% UIentified 21%

2862 0 0 0 0 0 1 0 6 0 2 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 14 Eukaryota 92-100% Bacillariophyta (most UI) 84-99%

3642 0 0 0 0 0 0 0 5 0 1 1 1 1 0 3 0 0 2 0 0 0 0 0 0 0 14 Eukaryota 77-100% Bacillariophyta (most UI) 100%

2802 0 0 0 0 0 0 0 2 1 2 0 4 0 0 2 0 0 3 0 0 0 0 0 0 0 14 Alphaproteobacteria 94-100% UIentified 66%

1717 0 0 0 1 2 0 1 3 0 1 0 1 0 0 1 0 0 4 0 0 0 0 0 0 0 14 Gammaproteobacteria 82-100% UIentified

1284 0 0 0 0 1 1 0 0 0 3 0 3 1 0 1 0 0 4 0 0 0 0 0 0 0 14 Alphaproteobacteria 100% Rhodobacter (most UI) 39-96%

709 0 0 0 0 3 2 0 1 0 1 0 1 0 0 2 0 0 4 0 0 0 0 0 0 0 14 Eukaryota 99-100% Bacillariophyta 99-100%

2094 0 0 0 2 0 0 1 1 0 0 0 2 0 0 3 1 0 4 0 0 0 0 0 0 0 14 Alphaproteobacteria 92-100% UIentified 25%

727 0 0 0 0 4 0 1 1 0 0 0 1 0 0 2 0 0 5 0 0 0 0 0 0 0 14 Eukaryota 92-100% Bacillariophyta 91-100%

130 0 0 0 3 2 1 0 0 0 0 0 0 0 0 3 0 0 5 0 0 0 0 0 0 0 14 Eukaryota 99-100% Bacillariophyta 99-100%

715 0 0 0 2 0 0 1 1 0 1 0 1 0 0 3 0 0 5 0 0 0 0 0 0 0 14 Alphaproteobacteria 97-100% UIentified 38%

735 0 0 0 4 0 0 0 0 0 0 0 0 1 0 3 1 0 5 0 0 0 0 0 0 0 14 Eukaryota 79-96% Bacillariophyta (most UI) 75-94%

699 0 1 0 4 0 0 0 0 0 1 0 1 0 0 0 0 0 7 0 0 0 0 0 0 0 14 Alphaproteobacteria 70-100% UIentified 55%

742 0 0 0 0 0 0 0 1 0 2 0 0 0 0 2 0 0 9 0 0 0 0 0 0 0 14 Alphaproteobacteria 78-99% UIentified 29%

19102 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 14 UIentified 41-74% UIentified

6010 0 7 0 0 0 0 0 0 0 0 0 3 0 0 2 0 0 0 0 0 2 0 0 0 0 14 Eukaryota 23-97% Streptophyta (most UI) 59-96%

13173 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 10 0 0 0 14 Bacteroidetes 98-100% UIentified 22%

14007 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 2 0 3 6 0 0 14 Alphaproteobacteria 100% UIentified 79%

234 0 0 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 10 0 0 0 0 0 1 0 14 Alphaproteobacteria 99-100% Filomicrobium (most UI) 89-97%

39153 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 7 2 0 1 0 14 Betaproteobacteria 95-100% UIentified 72%

4014 0 0 0 1 0 0 0 3 0 0 0 0 1 1 1 2 0 1 0 0 0 1 2 1 0 14 UIentified 40-69% UIentified

39534 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 6 0 0 0 0 0 2 3 2 0 14 Epsilonproteobacteria 73-96% UIentified 65%

40082 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 13 14 Cyanobacteria 65-100% UIentified 46%

4669 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Gammaproteobacteria 95-100% Aeromonas (most UI) 61-98%

50621 6 0 1 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 83-100% UIentified 91%

92043 5 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 UIentified 14-79% UIentified

57271 0 0 0 1 10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 96-100% UIentified 51%

43463 3 0 5 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria (most UI) 50-95% UIentified 35%

44188 2 0 3 0 7 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 39-87% UIentified 26%

44149 0 0 1 0 11 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 40-94% UIentified 34%
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43381 0 0 2 0 8 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria (most UI) 48-93% UIentified 46%

80760 0 0 0 0 0 0 2 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 97-100% UIentified 93%

88562 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Gammaproteobacteria 78-96% UIentified 93%

88437 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 97-100% Rubribacterium 84-100%

88416 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 UIentified 17-58% UIentified

46764 6 0 2 0 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 58-97% UIentified 20%

62713 4 0 0 0 6 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria (most UI) 43-81% UIentified 51%

63068 3 0 0 0 0 5 3 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 19-100% UIentified 10%

4768 0 5 0 0 1 0 0 0 0 4 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Verrucomicrobia 99-100% Luteolibacter 98-100%

32457 0 0 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Eukaryota 87-100% Bacillariophyta 100%

54608 0 0 0 4 1 3 2 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 77-99% UIentified 42%

53477 0 0 0 6 0 3 2 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 99-100% UIentified 54%

53680 0 0 0 5 1 2 3 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 99-100% Hyphomonas 42-100%

6100 0 1 0 2 1 4 1 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 35-94% UIentified 90%

5687 0 1 0 2 1 1 2 2 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 79-99% GpVIII 72-96%

64617 0 0 0 0 3 0 0 4 0 2 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 13 Eukaryota 39-92% UIentified 91%

9088 0 0 0 0 0 0 0 0 0 0 1 0 6 6 0 0 0 0 0 0 0 0 0 0 0 13 Gammaproteobacteria 77-97% UIentified 86%

35846 0 0 0 0 0 0 0 0 0 0 1 0 0 12 0 0 0 0 0 0 0 0 0 0 0 13 UIentified Proteobacteria 50-81% UIentified 51%

29513 0 0 0 8 1 0 0 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 13 UIentified 17-75% UIentified

6026 1 1 1 0 3 1 2 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 72-100% UIentified 93%

31851 1 0 0 0 0 0 0 0 9 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 13 Gammaproteobacteria 99-100% UIentified 67%

6848 0 1 0 0 0 0 1 1 0 0 8 0 0 1 1 0 0 0 0 0 0 0 0 0 0 13 Eukaryota 98-100% Bacillariophyta 96-100%

28872 0 0 0 4 0 0 0 0 0 2 0 5 0 0 2 0 0 0 0 0 0 0 0 0 0 13 Alphaproteobacteria 80-98% UIentified 76%

30179 0 0 0 2 1 0 0 0 0 1 0 7 0 0 2 0 0 0 0 0 0 0 0 0 0 13 Cyanobacteria 62-99% UIentified 40%

9544 0 0 0 4 0 0 1 0 0 1 0 3 1 0 3 0 0 0 0 0 0 0 0 0 0 13 Betaproteobacteria 88-98% UIentified 38%

9106 0 0 0 0 0 0 0 0 0 1 0 0 2 9 0 0 1 0 0 0 0 0 0 0 0 13 Gammaproteobacteria 81-97% UIentified 16%

8619 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 2 4 0 0 0 0 0 0 0 0 13 UIentified Proteobacteria 33-84% UIentified 24%

1129 2 0 0 0 0 1 1 1 7 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 13 Alphaproteobacteria 100% Rubrimonas (most UI) 68-99%

3115 0 0 0 2 1 0 1 1 0 1 0 5 0 0 1 0 0 1 0 0 0 0 0 0 0 13 Gammaproteobacteria 83-99% UIentified 29%

546 0 0 0 0 5 0 0 4 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 13 Eukaryota 99-100% Bacillariophyta 99-100%

1253 0 1 1 0 3 0 2 1 0 0 0 2 0 0 2 0 0 1 0 0 0 0 0 0 0 13 Eukaryota 100% Bacillariophyta 100%

1945 0 0 0 0 0 1 0 5 0 0 0 4 0 0 2 0 0 1 0 0 0 0 0 0 0 13 Eukaryota (most UI) 53-93% UIentified 79%

1226 0 0 0 0 2 0 0 4 0 4 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 13 Alphaproteobacteria 91-99% UIentified 38%

688 0 2 0 0 0 1 0 1 0 0 0 6 0 0 1 0 0 2 0 0 0 0 0 0 0 13 Eukaryota (most UI) 32-83% UIentified 68%

2395 2 2 0 0 1 0 1 0 0 0 0 2 0 0 3 0 0 2 0 0 0 0 0 0 0 13 Eukaryota 96-100% Bacillariophyta 94-100%

3467 2 0 0 2 1 4 0 1 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 13 Alphaproteobacteria 100% Porphyrobacter 54-98%

31 0 1 0 0 0 0 0 1 0 2 0 5 0 0 1 0 0 3 0 0 0 0 0 0 0 13 Eukaryota (most UI) 43-87% UIentified 86%

49 0 0 0 0 1 0 3 1 0 2 0 0 0 0 1 0 0 5 0 0 0 0 0 0 0 13 Alphaproteobacteria 97-100% UIentified 55%

217 0 0 0 0 0 0 1 1 0 2 0 2 0 0 2 0 0 5 0 0 0 0 0 0 0 13 Alphaproteobacteria 97-100% UIentified 65%

503 0 1 0 0 0 0 2 0 0 4 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 13 Alphaproteobacteria 94-100% UIentified 79%

17247 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 4 0 5 3 0 0 0 0 0 13 Gammaproteobacteria 99-100% Thiothrix 92-100%

10418 0 0 0 0 0 0 0 0 0 0 4 0 1 0 0 2 1 0 1 4 0 0 0 0 0 13 Gammaproteobacteria 67-100% Thiothrix 57-99%

1314 0 0 0 0 0 0 0 0 0 1 1 0 4 0 0 0 0 6 0 0 1 0 0 0 0 13 Alphaproteobacteria 99-100% Rhodobacter (most UI) 57-98%

2423 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 4 1 3 1 0 1 0 0 0 0 13 Spirochaetes (most UI) 44-96% Spirochaeta (most UI) 84-96%

14235 0 0 0 0 0 0 0 0 0 0 3 0 0 3 0 0 1 0 3 1 2 0 0 0 0 13 Gammaproteobacteria 92-100% Thiothrix 86-100%

8951 0 0 0 0 0 0 0 0 0 0 5 0 2 3 0 0 0 0 0 0 1 2 0 0 0 13 UIentified 44% UIentified

37934 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 11 0 0 0 13 UIentified 27-78% UIentified

893 0 0 0 4 0 0 0 0 1 2 0 0 0 0 1 0 0 4 0 0 0 0 1 0 0 13 Eukaryota 91-100% Bacillariophyta 90-100%

9903 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 4 0 0 3 0 2 0 1 0 0 13 Gammaproteobacteria 94-100% Thiothrix 91-100%

8955 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 1 1 0 4 0 0 2 1 0 0 13 Deltaproteobacteria 96-100% Geobacter 93-100%

76975 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 8 1 0 0 13 Epsilonproteobacteria 77-100% UIentified 69%

10761 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 4 0 0 0 0 2 2 2 0 0 13 Gammaproteobacteria 86-100% UIentified 89%

77178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 7 2 0 0 13 Epsilonproteobacteria 84-98% UIentified 82%

8483 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 4 2 0 0 1 0 0 3 0 0 13 Gammaproteobacteria 91-100% Thiothrix 89-100%

75930 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13 0 0 13 Bacteroidetes 78-100% UIentified 30%

10776 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 10 0 1 0 13 UIentified 75% UIentified

4051 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 1 1 1 2 0 3 2 0 13 Gammaproteobacteria 86-100% Thiothrix 84-100%

27973 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 6 3 3 0 13 UIentified Proteobacteria 48-78% UIentified 25%

11428 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 0 6 3 0 13 Alphaproteobacteria 100% Rhodovulum (most UI) 23-97%

22535 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 1 0 0 0 0 3 1 4 0 13 Chloroflexi 67-100% UIentified 60%

22491 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 2 0 1 4 1 0 1 13 Bacteroidetes 61-98% UIentified 17%

45645 8 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 87-100% UIentified 52%

54119 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 65-100% GpI 84-99%

4568 0 11 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Gammaproteobacteria 99-100% Aeromonas 85-100%

42680 4 0 6 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 61-99% UIentified 25%

51348 5 0 1 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria (most UI) 31-91% UIentified 35%

46538 1 0 2 0 7 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 73-100% UIentified 40%

52948 7 0 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 94-100% UIentified 13%

43206 2 0 3 0 1 0 4 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria (most UI) 60-97% UIentified 27%

65201 0 0 0 0 11 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 UIentified 43-77% UIentified

62754 5 0 0 0 5 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Cyanobacteria 81-97% UIentified 44%

56316 0 0 0 2 1 0 3 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 85-97% UIentified 42%

53648 0 0 0 11 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 12 Gemmatimonadetes (most UI) 45-91% UIentified 91%

36131 0 0 0 0 0 0 0 0 0 0 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 12 Gammaproteobacteria 68-97% UIentified 16%

31171 0 0 0 0 2 0 0 9 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 68-92% UIentified 23%

30277 0 0 0 0 0 1 0 1 2 3 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 80-93% UIentified 81%

29258 0 0 0 10 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 12 UIentified 24-64% UIentified

29181 1 0 0 3 0 3 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 99-100% UIentified 69%

30625 0 0 0 2 0 0 0 0 3 1 0 4 0 0 2 0 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria (most UI) 60-89% UIentified 32%

7461 0 1 0 0 0 1 1 0 0 0 0 3 0 0 6 0 0 0 0 0 0 0 0 0 0 12 Eukaryota 46-95% UIentified 81%

5415 0 2 0 0 0 0 0 0 0 3 0 0 4 0 0 3 0 0 0 0 0 0 0 0 0 12 Alphaproteobacteria 93-100% UIentified 70%

9892 0 0 0 0 0 0 0 0 0 0 6 0 1 2 1 1 1 0 0 0 0 0 0 0 0 12 Gammaproteobacteria 99-100% Thiothrix 98-100%

19745 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 10 1 0 0 0 0 0 0 0 0 12 Bacteroidetes 100% Flavobacterium (most UI) 74-95%

3820 0 0 0 0 4 1 3 1 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 12 Gammaproteobacteria (most UI) 57-92% UIentified

3491 0 0 0 0 1 1 3 2 0 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 12 Gammaproteobacteria (most UI) 71-88% UIentified 49%

3261 0 4 0 0 1 0 0 3 0 1 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 12 Eukaryota 94-100% Bacillariophyta 94-100%

3834 0 0 0 0 0 0 0 8 0 0 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 12 Eukaryota 59-94% UIentified 92%

2517 0 0 0 2 1 1 0 0 0 1 0 2 0 0 4 0 0 1 0 0 0 0 0 0 0 12 Alphaproteobacteria 91-100% UIentified 66%

481 6 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 12 Alphaproteobacteria (most UI) 65-86% UIentified 25%

1707 0 0 0 1 0 2 0 0 1 4 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 12 Alphaproteobacteria 100% UIentified 66%

914 0 0 0 0 0 0 1 3 0 3 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 12 Planctomycetes 62-97% Phycisphaera 95%

2978 0 1 0 0 1 0 0 2 0 0 0 3 0 0 3 0 0 2 0 0 0 0 0 0 0 12 Eukaryota (most UI) 54-85% UIentified 80%

2360 0 0 0 0 0 0 0 3 0 4 0 0 1 0 1 0 0 3 0 0 0 0 0 0 0 12 Betaproteobacteria 99-100% Thiobacillus (most UI) 76-94%

3958 0 0 0 1 0 0 0 0 0 1 0 1 0 0 6 0 0 3 0 0 0 0 0 0 0 12 Eukaryota 97-100% Bacillariophyta 97-100%

1457 0 0 0 0 0 0 3 0 0 1 1 0 1 0 0 1 0 5 0 0 0 0 0 0 0 12 Alphaproteobacteria 99-100% UIentified 72%

710 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 9 0 0 0 0 0 0 0 12 Alphaproteobacteria 100% UIentified 77%

3081 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 5 4 1 0 1 0 0 0 0 0 12 UIentified 31-69% UIentified

54637 0 0 0 3 0 3 1 1 0 2 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 12 Alphaproteobacteria 99-100% Porphyrobacter 82-100%

28489 0 0 0 0 0 0 0 3 0 0 0 2 0 0 6 0 0 0 0 0 1 0 0 0 0 12 Eukaryota (most UI) 54-90% UIentified 81%

645 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 1 0 3 0 0 1 0 0 0 0 12 Gammaproteobacteria 89-100% Thiothrix (most UI) 86-100%

11099 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 2 2 0 4 0 1 0 0 0 0 12 Gammaproteobacteria 84-100% UIentified 70%

19978 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 9 0 1 0 0 0 0 12 Gammaproteobacteria 78-100% Thiothrix 75-100%

3544 0 0 0 3 0 0 0 0 0 1 0 2 0 0 0 3 0 2 0 0 0 0 1 0 0 12 UIentified Proteobacteria 31-77% UIentified 33%

15915 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 2 0 2 1 0 0 1 0 0 12 Gammaproteobacteria 98-100% Thiothrix 97-100%

183 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 0 1 4 0 1 1 1 0 0 12 Gammaproteobacteria 84-100% Thiothrix (most UI) 25-98%

78269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 10 1 0 0 12 UIentified 34-75% UIentified

76543 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 3 0 0 12 Alphaproteobacteria 100% UIentified 80%

12817 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 2 3 0 4 0 0 12 Gammaproteobacteria 79-100% Thiothrix 100%

1119 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 4 1 5 0 0 12 Alphaproteobacteria 99-100% UIentified 91%

23691 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 8 0 0 12 Gammaproteobacteria 84-100% Thiothrix (most UI) 63-100%

103 0 1 0 2 0 0 0 2 0 0 0 1 0 0 1 0 0 4 0 0 0 0 0 1 0 12 Eukaryota 100% Bacillariophyta 100%

65934 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 4 2 1 0 12 Epsilonproteobacteria 74-99% UIentified 86%

9241 0 0 0 0 0 0 0 0 0 0 1 3 2 0 0 0 0 0 0 0 1 1 3 1 0 12 Alphaproteobacteria 98-100% UIentified 43%

9097 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 4 0 0 1 0 0 1 1 2 0 12 Gammaproteobacteria 74-100% UIentified 77%

39818 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 5 0 1 5 0 12 Alphaproteobacteria 88-100% Rhodovulum (most UI) 9-98%

20185 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 1 0 4 0 0 0 0 0 2 12 Bacteroidetes 85-99% UIentified 38%

23473 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 6 0 0 2 0 0 3 12 Cyanobacteria 72-99% UIentified 44%

57733 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 11 12 Cyanobacteria 86-99% UIentified 88%

5093 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 95-100% Aeromonas 100%

43330 3 0 7 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 67-90% UIentified 18%

52458 4 0 2 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 77-100% UIentified 91%

91861 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Eukaryota 72-99% UIentified 93%

53669 0 0 0 10 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 98-100% UIentified 38%

44543 2 0 5 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 66-95% UIentified 24%

48277 2 0 2 0 5 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 58-100% UIentified 80%

80088 2 0 0 0 5 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 90-100% UIentified 82%

83158 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Eukaryota 70-100% Bacillariophyta 100%

83590 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 100% UIentified 89%

68419 0 0 0 0 2 2 0 4 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Planctomycetes 77-100% Planctomyces (most UI) 55-97%

88425 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Firmicutes 100% Staphylococcus 82-98%

88332 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Actinobacteria 100% Corynebacterium 96-100%

88594 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Actinobacteria 95-100% UIentified 87%

8206 0 2 0 0 2 6 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% UIentified 86%

6992 0 1 0 0 6 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 68-100% UIentified 40%

47328 3 0 1 0 2 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria (most UI) 16-89% UIentified 20%

51263 1 0 3 0 3 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 UIentified 77% UIentified

45547 3 0 1 0 2 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria (most UI) 54-87% UIentified 52%

32765 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Eukaryota 100% Bacillariophyta 100%

54500 0 0 0 4 2 2 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Cyanobacteria 92-100% UIentified 52%

55172 0 0 0 5 0 0 0 1 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% UIentified 63%

8076 0 1 0 0 0 0 0 4 0 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 11 Eukaryota (most UI) 40-93% UIentified 82%

11098 0 0 0 3 0 1 4 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 11 Bacteroidetes 97-100% UIentified 40%

32366 0 0 0 0 0 0 0 0 0 0 10 0 0 1 0 0 0 0 0 0 0 0 0 0 0 11 Eukaryota 98-100% Bacillariophyta 98-100%

9956 0 0 0 0 0 0 0 0 0 0 1 0 7 3 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 74-100% UIentified 19%

11134 0 0 0 0 0 0 0 0 0 0 2 0 1 8 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 78-97% UIentified 10%

10867 0 0 0 0 0 0 0 0 0 1 0 0 2 8 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 81-97% UIentified 27%

8839 0 0 0 0 0 0 0 0 0 0 0 0 1 10 0 0 0 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 69-95% UIentified 32%

31556 0 0 0 0 0 0 1 5 0 3 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 11 Betaproteobacteria 97-100% UIentified 74%

5696 0 2 0 0 0 0 0 7 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 11 Nitrospira 70-98% Nitrospira (most UI) 81-98%

29070 0 0 0 0 1 0 1 0 7 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 97-100% Hyphomicrobium (most UI) 42-97%

5089 0 5 0 0 0 1 0 2 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 11 Alphaproteobacteria 96-100% UIentified 30%

29977 0 0 0 1 2 0 0 5 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 11 UIentified 76% UIentified

6157 0 2 0 0 0 7 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 11 UIentified 51% UIentified

28921 0 0 0 1 2 0 0 0 0 3 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 11 Eukaryota 96-100% Bacillariophyta 82-100%

7072 0 1 0 1 1 0 0 0 0 3 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 11 Verrucomicrobia 99-100% Luteolibacter 98-100%

7662 0 1 0 0 0 1 0 0 0 0 0 2 1 0 6 0 0 0 0 0 0 0 0 0 0 11 Eukaryota 73-93% UIentified 57%

11863 0 0 0 0 0 0 0 7 0 1 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 11 Betaproteobacteria 98-100% UIentified 75%

32803 0 0 0 0 0 0 0 0 0 0 9 0 0 1 0 1 0 0 0 0 0 0 0 0 0 11 Bacteroidetes (most UI) 39-80% UIentified 24%

8833 0 0 0 0 0 0 0 0 0 0 1 0 3 5 0 1 1 0 0 0 0 0 0 0 0 11 Gammaproteobacteria 28-95% UIentified 71%

11397 0 0 0 0 0 0 0 0 0 1 0 0 1 5 0 3 1 0 0 0 0 0 0 0 0 11 Betaproteobacteria 98-100% UIentified 47%
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2187 0 0 0 0 1 0 0 0 0 3 6 0 0 0 0 0 0 1 0 0 0 0 0 0 0 11 Alphaproteobacteria 98-100% UIentified 79%

619 0 0 0 0 8 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 11 Eukaryota 96-100% Bacillariophyta 91-100%

302 0 0 0 4 0 0 1 1 0 1 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 11 UIentified 56% UIentified

132 0 0 0 3 0 1 0 1 0 0 0 4 1 0 0 0 0 1 0 0 0 0 0 0 0 11 Alphaproteobacteria (most UI) 25-93% UIentified 25%

1860 0 0 0 0 0 0 0 7 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 11 Eukaryota (most UI) 65-81% UIentified 51%

2447 0 3 0 0 0 3 0 1 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 11 Eukaryota 90-100% Bacillariophyta 100%

1903 0 2 0 0 0 1 1 0 0 0 0 2 0 0 4 0 0 1 0 0 0 0 0 0 0 11 Eukaryota (most UI) 35-92% UIentified 69%

762 0 2 0 0 0 0 1 0 0 0 0 1 0 0 6 0 0 1 0 0 0 0 0 0 0 11 UIentified 79% UIentified

785 0 0 0 1 0 0 2 2 0 1 0 2 1 0 0 1 0 1 0 0 0 0 0 0 0 11 Gammaproteobacteria 99-100% UIentified 51%

3346 0 0 0 0 0 0 1 1 0 7 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% UIentified 53%

3865 0 1 0 1 0 0 2 2 0 0 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 11 Eukaryota 100% Bacillariophyta 98-100%

1221 0 0 0 0 0 0 0 0 0 0 0 5 0 0 4 0 0 2 0 0 0 0 0 0 0 11 Alphaproteobacteria 83-100% UIentified 47%

805 0 0 0 0 0 0 0 0 0 2 0 1 1 0 3 1 0 3 0 0 0 0 0 0 0 11 Alphaproteobacteria 100% UIentified 50%

437 0 0 0 0 1 0 0 1 0 1 0 4 0 0 0 0 0 4 0 0 0 0 0 0 0 11 Nitrospira 98-100% Nitrospira 98-100%

577 0 1 0 0 0 0 0 3 0 0 0 1 0 0 2 0 0 4 0 0 0 0 0 0 0 11 Eukaryota 97-100% Bacillariophyta 95-100%

2107 0 0 0 1 0 0 0 0 0 2 0 1 0 0 2 0 0 5 0 0 0 0 0 0 0 11 Cyanobacteria 99-100% UIentified 50%

20115 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 2 0 2 0 0 0 0 0 0 11 UIentified 78% UIentified

24755 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 5 0 0 0 0 0 0 11 Gammaproteobacteria 87-100% UIentified 75%

12712 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 8 0 0 0 0 0 11 Bacteroidetes 100% UIentified 56%

12071 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0 11 SR1 (most UI) 13-91% UIentified 91%

1336 0 0 0 0 0 0 0 0 0 1 1 0 5 0 0 0 0 3 0 0 1 0 0 0 0 11 Alphaproteobacteria 98-100% UIentified 65%

54050 0 0 0 3 0 1 0 0 5 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 11 Cyanobacteria (most UI) 54-86% UIentified 54%

2508 0 0 0 0 0 0 0 2 0 2 0 1 0 0 4 0 0 1 0 0 0 1 0 0 0 11 UIentified 61% UIentified

952 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 3 0 3 1 0 0 2 0 0 0 11 Gammaproteobacteria 94-100% UIentified 78%

106739 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 4 0 0 0 11 Epsilonproteobacteria 94-100% UIentified 87%

31807 0 0 0 5 0 0 0 0 0 0 1 3 0 0 1 0 0 0 0 0 0 0 1 0 0 11 Betaproteobacteria 78-100% Rubrivivax (most UI) 58-99%

13274 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 3 0 3 3 0 0 11 Alphaproteobacteria 97-100% UIentified 55%

26559 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 9 0 0 11 Epsilonproteobacteria (most UI) 52-87% UIentified 25%

32831 0 0 0 2 2 0 1 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 1 0 11 Bacteroidetes 95-100% UIentified 47%

12013 0 0 0 0 0 0 0 0 0 0 0 0 1 4 3 1 0 0 1 0 0 0 0 1 0 11 Cyanobacteria  (most UI) 25-94% UIentified 55%

10899 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 5 0 0 2 0 0 0 0 1 0 11 Gammaproteobacteria 93-100% UIentified 83%

24521 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 5 0 0 1 1 1 0 11 Cyanobacteria 72-99% UIentified 68%

37722 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 1 4 1 1 0 11 Deltaproteobacteria 100% UIentified 72%

3504 0 0 0 0 0 0 0 0 0 2 0 0 2 1 0 1 0 1 0 0 0 1 0 3 0 11 Gammaproteobacteria 85-99% UIentified 71%

21262 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 1 1 0 0 0 0 0 0 5 0 11 Cyanobacteria 61-98% UIentified 48%

26081 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 2 0 5 0 11 Cyanobacteria (most UI) 48-91% UIentified 58%

25803 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 6 0 0 2 11 Cyanobacteria 52-99% UIentified 71%

8528 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 4 1 0 1 1 1 2 11 Cyanobacteria 91-99% UIentified 40%

4447 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 92-100% Aeromonas 98-100%

42622 5 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UIentified 79% UIentified

91810 8 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria (most UI) 46-86% UIentified 33%

5105 0 8 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 97-100% Aeromonas 77-97%

53778 0 0 0 9 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 95-100% GpI 93-100%

48037 1 0 3 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria (most UI) 40-90% UIentified 47%

43666 2 0 4 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 44-97% UIentified 42%

53619 0 0 0 8 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 78-100% GpI 95-100%

56317 0 0 0 1 1 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 98-100% Bacillariophyta 93-100%

68621 0 0 0 0 0 1 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Alphaproteobacteria 91-100% UIentified 18%

88557 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 94-100% UIentified 34%

88561 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UIentified 42% UIentified

6506 1 1 0 0 4 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota (most UI) 69-98% UIentified 56%

54056 0 0 0 6 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Alphaproteobacteria 98-100% UIentified 50%

32407 0 0 0 0 1 0 1 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UIentified 62% UIentified

4543 0 3 0 0 0 1 0 1 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Planctomycetes 74-100% Gemmata (most UI) 67-95%

5531 0 2 0 0 1 0 0 3 0 1 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 68-98% UIentified 91%

32516 0 0 0 0 0 0 0 0 0 0 9 1 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 77-99% UIentified 80%

54190 0 0 0 6 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UIentified 79% UIentified

88377 0 0 0 0 0 0 0 0 8 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 10 UIentified 68% UIentified

53659 0 0 0 5 0 0 0 1 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Betaproteobacteria 74-90% UIentified 22%

6546 0 5 0 0 2 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Verrucomicrobia 82-100% UIentified 84%

4610 0 3 0 0 0 0 0 2 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 47-84% UIentified 68%

54064 0 0 0 2 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 100% Bacillariophyta 95-100%

11608 0 0 0 0 0 0 0 3 0 4 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota (most UI) 48-91% UIentified 84%

9053 0 0 0 1 1 0 0 2 0 0 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 98-100% Bacillariophyta 98-100%

6838 0 1 0 1 0 6 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 10 Alphaproteobacteria 97-100% UIentified 55%

8789 0 0 0 0 0 0 0 1 0 1 1 0 5 2 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria (most UI) 67-92% UIentified 14%

8830 0 0 0 0 0 0 0 0 0 0 1 0 7 2 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 95-100% UIentified 59%

10375 0 0 0 0 0 0 0 0 0 2 2 0 1 5 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 78-93% UIentified 11%

10925 0 0 0 0 0 0 0 0 0 0 1 0 3 6 0 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 80-97% UIentified 22%

31555 0 0 0 0 2 0 0 7 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 99-100% Bacillariophyta 99-100%

30598 0 0 0 0 1 0 0 7 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 99-100% Bacillariophyta 99-100%

6669 0 1 0 0 0 0 1 0 0 0 7 0 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Cyanobacteria 95-100% UIentified 80%

30756 1 0 0 4 2 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Alphaproteobacteria 89-100% UIentified 21%

30815 0 0 0 3 0 0 0 4 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 82-96% UIentified 27%

28960 0 0 0 2 0 0 0 0 0 0 0 5 0 1 2 0 0 0 0 0 0 0 0 0 0 10 Gammaproteobacteria 84-100% UIentified

5008 0 1 0 0 0 3 2 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 10 Eukaryota 92-100% Bacillariophyta 91-100%

2532 0 0 0 1 0 3 1 1 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 10 Alphaproteobacteria 99-100% UIentified 87%

3588 0 1 0 0 0 0 0 2 0 0 0 4 2 0 0 0 0 1 0 0 0 0 0 0 0 10 Eukaryota (most UI) 41-87% UIentified 77%

4314 0 2 0 0 0 1 0 0 0 2 0 0 3 1 0 0 0 1 0 0 0 0 0 0 0 10 Alphaproteobacteria 99-100% UIentified 41%

2114 0 0 0 0 0 0 1 5 0 1 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 10 Betaproteobacteria 97-100% UIentified 60%

1760 0 0 0 1 0 0 1 2 0 2 0 1 1 0 1 0 0 1 0 0 0 0 0 0 0 10 Gammaproteobacteria (most UI) 64-91% UIentified 16%

2072 0 0 0 0 0 0 0 7 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 10 Eukaryota (most UI) 74-100% UIentified 92%

897 0 0 0 1 0 0 0 2 0 2 1 1 0 0 2 0 0 1 0 0 0 0 0 0 0 10 Bacteroidetes 81-98% UIentified 62%

1552 0 2 0 0 0 3 0 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 10 Eukaryota (most UI) 37-88% UIentified 74%

1861 3 0 0 0 1 0 1 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 10 Alphaproteobacteria 98-100% UIentified 93%

1387 0 2 0 0 0 2 1 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 10 Eukaryota (most UI) 66-96% UIentified 69%

2672 1 0 0 0 1 2 1 0 0 0 1 0 0 1 1 1 0 1 0 0 0 0 0 0 0 10 Alphaproteobacteria 98-100% Erythrobacter (most UI) 55-96%

1164 0 0 0 0 0 0 0 1 0 0 1 0 4 1 0 1 1 1 0 0 0 0 0 0 0 10 Betaproteobacteria 88-100% UIentified 59%

1436 0 1 0 0 1 0 0 3 0 3 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 10 Eukaryota 88-100% Bacillariophyta 88-100%

1661 0 0 0 0 0 0 0 5 0 2 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 10 Eukaryota 95-100% Bacillariophyta 95-100%

1372 0 1 0 0 0 4 0 0 0 1 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 10 Alphaproteobacteria 100% Hyphomonas (Most UI) 30-97%

422 0 0 0 0 0 0 0 0 0 0 0 0 5 3 0 0 0 2 0 0 0 0 0 0 0 10 Deltaproteobacteria 73-100% UIentified 62%

1948 0 0 0 0 1 0 0 6 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 10 Gammaproteobacteria 92-100% UIentified 21%

1205 0 0 0 0 0 0 0 0 0 6 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 10 UIentified 78% UIentified

1096 0 0 0 0 0 0 0 0 0 3 0 0 3 1 0 0 0 3 0 0 0 0 0 0 0 10 UIentified 72% UIentified

1394 0 0 0 0 0 0 0 0 0 2 0 4 0 0 1 0 0 3 0 0 0 0 0 0 0 10 Alphaproteobacteria 97-100% UIentified 36%

810 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 4 0 3 0 0 0 0 0 0 0 10 Gammaproteobacteria 76-99% UIentified 50%

560 0 0 0 0 0 0 0 4 0 0 0 2 0 0 0 0 0 4 0 0 0 0 0 0 0 10 Eukaryota 91-99% Bacillariophyta (most UI) 73-96%

849 0 0 0 3 0 0 0 0 2 0 0 0 0 0 1 0 0 4 0 0 0 0 0 0 0 10 Eukaryota 96-100% Bacillariophyta 83-100%

529 0 0 0 2 0 0 0 1 0 1 0 0 0 0 2 0 0 4 0 0 0 0 0 0 0 10 Eukaryota 99-100% Bacillariophyta 98-100%

84 0 1 0 2 0 0 0 0 0 0 0 1 0 0 2 0 0 4 0 0 0 0 0 0 0 10 Eukaryota 96-100% Bacillariophyta 96-100%

574 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 8 0 0 0 0 0 0 0 10 Betaproteobacteria 93-100% UIentified 68-72%

10934 0 0 0 0 0 0 0 0 0 2 5 0 2 0 0 0 0 0 0 1 0 0 0 0 0 10 Alphaproteobacteria 72-97% UIentified 52%

10496 0 0 0 0 0 0 0 0 0 0 6 0 1 0 0 2 0 0 0 1 0 0 0 0 0 10 UIentified 79% UIentified

12404 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 4 3 0 0 0 0 0 10 Gammaproteobacteria 93-100% Thiothrix 90-100%

774 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 8 0 0 0 0 10 Alphaproteobacteria 100% Rhodobacter (most UI) 29-99%

28 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 8 0 0 0 0 10 Epsilonproteobacteria 91-97% UIentified 83%

24402 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 6 0 0 1 0 0 0 10 Cyanobacteria 66-98% UIentified 50%

11148 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 4 1 0 0 2 0 1 0 0 0 10 Gammaproteobacteria 99-100% Thiothrix 99-100%

107574 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 2 0 0 0 10 Epsilonproteobacteria 82-98% UIentified 74%

105584 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 9 0 0 0 10 Epsilonproteobacteria 87-99% UIentified 75%

2995 0 0 0 0 0 0 1 0 0 2 0 2 0 0 0 0 0 4 0 0 0 0 1 0 0 10 Alphaproteobacteria 83-100% UIentified 22%

14130 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 3 0 3 1 0 0 1 0 0 10 UIentified 73% UIentified

9797 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 2 1 0 1 0 0 0 3 0 0 10 Gammaproteobacteria 90-100% Thiothrix (most UI) 82-100%

12625 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 2 0 2 3 0 0 10 Gammaproteobacteria 95-100% Thiothrix 91-100%

1479 0 0 0 0 3 0 0 4 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 10 Eukaryota 98-100% Bacillariophyta 98-100%

14596 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 1 1 0 0 0 3 0 10 UIentified 65% UIentified

39721 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 2 1 0 4 0 10 Deltaproteobacteria 100% Desulfocapsa 99-100%

65613 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 9 0 10 Alphaproteobacteria 97-100% Rhodovulum 99%

27509 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 5 2 0 1 10 Cyanobacteria 87-100% UIentified 84%

26279 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 8 10 Epsilonproteobacteria 82-99% UIentified 54%

66245 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 9 10 Cyanobacteria 66-98% UIentified 79%

65573 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 9 10 Cyanobacteria 57-100% UIentified 67%

69300 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 10 Cyanobacteria 92-100% UIentified 80%

5094 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 86-100% UIentified 88%

53714 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 99-100% UIentified 88%

54203 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 74-99% GpI (most UI) 75-98%

95973 8 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 90-100% UIentified 58%

43507 1 0 5 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria  (most UI) 52-87% UIentified 32%

55196 2 0 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 98-100% UIentified 81%

46289 3 0 1 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 88-99% UIentified 37%

43779 6 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria (most UI) 75-89% UIentified 14%

79832 0 0 0 0 2 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria (most UI) 32-94% UIentified 27%

4377 1 2 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UIentified Proteobacteria 82% UIentified 21%

53905 0 0 0 6 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 82-100% GpI (most UI) 70-98%

54274 0 0 0 4 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Betaproteobacteria 76-99% UIentified 30%

55293 0 0 0 3 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 86-94% UIentified 47%

53884 0 0 0 1 0 1 1 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Planctomycetes 30-99% Phycisphaera (most UI) 85-96%

56992 0 0 0 2 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Planctomycetes 99-100% Phycisphaera 99-100%

56298 0 0 0 1 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 77-100% UIentified 93%

88319 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Actinobacteria 95-100% UIentified 43%

88507 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 99-100% Acinetobacter 92-100%

88432 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 80-97% UIentified 92%

44268 2 0 6 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria (most UI) 65-89% UIentified 47%

43174 6 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria  (most UI) 28-80% UIentified 32%

45302 1 0 4 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria (most UI) 18-82% UIentified 33%

46481 1 0 1 0 6 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 71-95% UIentified 39%

54079 1 0 0 2 1 1 1 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria  (most UI) 51-91% UIentified 65%

45962 2 0 1 1 0 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 94-100% UIentified 47%

7088 0 1 0 1 0 3 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 99-100% UIentified 72%

55864 0 0 0 1 0 0 0 4 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria (most UI) 53-95% UIentified 21%

32819 0 0 0 1 6 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 94-100% Bacillariophyta 95-100%

32426 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Bacteroidetes 79-98% UIentified 72%

53858 0 0 0 7 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 78-96% UIentified 28%

8286 0 1 0 2 1 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 94-100% Bacillariophyta 94-100%

82994 0 0 0 0 0 0 0 8 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 49-97% Bacillariophyta (most UI) 57-97%

62837 0 0 0 0 0 0 1 3 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 98-100% UIentified 37%

53942 0 0 0 7 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UIentified Proteobacteria 26-64% UIentified 13%

53691 0 0 0 4 0 0 1 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 91-100% UIentified 12%

7613 0 1 0 1 0 2 0 1 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 9 UIentified Proteobacteria 84% UIentified 16%
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64179 1 0 0 0 4 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 95-100% Bacillariophyta 75-100%

56113 0 0 0 1 2 1 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% UIentified 90%

5962 1 1 0 1 1 2 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 9 Cyanobacteria 78-96% UIentified 52%

8517 0 0 0 0 0 0 1 0 0 0 1 0 6 1 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 70-97% UIentified 44%

8648 0 0 0 0 0 0 0 0 0 0 1 0 4 4 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 82-100% UIentified 55%

11201 0 0 0 0 0 0 0 0 0 0 1 0 1 7 0 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 84-97% UIentified 32%

37136 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 9 UIentified 79% UIentified

28405 2 0 0 1 2 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 57-99% UIentified 42%

6032 0 1 0 0 0 7 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 100% Alishewanella (most UI) 51-95%

5488 0 3 0 0 0 4 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 9 UIentified 79% UIentified

29422 0 0 0 0 0 0 0 4 0 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 9 Eukaryota (most UI) 46-82% UIentified 68%

31312 0 0 0 0 5 0 0 1 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 71-100% UIentified 32%

28913 0 0 0 5 0 0 1 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 9 UIentified 78% UIentified

32155 0 0 0 3 1 0 0 1 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 65-95% UIentified 42%

4891 0 1 0 0 0 0 0 0 0 5 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 9 Eukaryota (most UI) 62-90% UIentified 78%

32322 0 0 0 0 0 0 0 5 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 100% UIentified 67%

5608 0 1 0 0 0 3 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 60-100% Bacillariophyta (most UI) 57-95%

5153 0 1 0 0 0 1 0 0 0 0 0 0 1 0 6 0 0 0 0 0 0 0 0 0 0 9 Eukaryota 58-100% Streptophyta (most UI) 56-97%

39374 0 0 0 2 1 1 0 0 0 1 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 9 Betaproteobacteria 100% Hydrogenophaga (most UI) 76-100%

8497 0 0 0 0 0 0 1 0 0 0 2 0 4 0 0 2 0 0 0 0 0 0 0 0 0 9 Alphaproteobacteria 59-93% UIentified 25%

4977 0 1 0 0 1 3 0 1 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria 97-100% Rheinheimera 64-100%

9176 0 0 0 0 0 0 0 0 0 0 2 0 4 0 0 3 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria (most UI) 48-99% Thiothrix (most UI) 42-99%

8524 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 4 0 0 0 0 0 0 0 0 0 9 Gammaproteobacteria (most UI) 42-94% UIentified 90%

601 0 1 0 2 2 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria (most UI) 50-99% UIentified 45%

2332 0 0 0 0 1 3 2 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 9 UIentified 75% UIentified

1670 0 0 0 0 0 0 3 5 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Bacteroidetes 77-90% UIentified 32%

609 0 0 0 0 0 0 0 7 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Eukaryota 94-100% Bacillariophyta 91-100%

1596 0 1 0 1 0 0 0 3 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 9 UIentified Proteobacteria 53-84% UIentified 11%

2120 0 0 0 1 0 1 1 0 0 3 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 9 Gammaproteobacteria 90-98% UIentified 28%

2726 0 2 0 0 1 1 0 1 0 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 73-99% UIentified 16%

15 0 0 0 0 0 0 0 0 0 5 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 9 UIentified 71% UIentified

1644 0 0 0 1 1 0 0 4 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 9 Gammaproteobacteria 97-100% Thiocapsa 96-100%

2148 1 1 0 1 1 1 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 93-100% UIentified 83%

2356 0 0 0 0 0 0 0 4 0 2 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 9 Eukaryota 70-99% Bacillariophyta (most UI) 90-99%

4127 0 1 0 0 0 1 0 0 0 0 3 1 0 0 2 0 0 1 0 0 0 0 0 0 0 9 Eukaryota 95-100% Bacillariophyta 93-100%

2270 0 0 0 0 0 0 1 0 0 3 0 2 0 0 2 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 84-100% UIentified 55%

88 0 0 0 0 1 0 0 3 0 1 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 9 Eukaryota 91-100% Bacillariophyta 91-100%

1702 0 0 0 2 0 0 0 0 0 0 0 2 0 0 4 0 0 1 0 0 0 0 0 0 0 9 Alphaproteobacteria 75-100% Filomicrobium (most UI) 75-100%

261 0 0 0 0 0 3 1 2 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 9 Eukaryota 76-100% Bacillariophyta 66-100%

1404 0 0 0 0 0 1 3 1 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 90-100% UIentified 56%

2278 0 0 0 0 0 0 0 0 0 6 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 100% Porphyrobacter (most UI) 69-97%

1115 1 1 0 1 0 0 0 0 0 0 0 2 2 0 0 0 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 98-100% UIentified 47%

1422 0 1 0 0 0 2 0 2 0 0 0 1 0 1 0 0 0 2 0 0 0 0 0 0 0 9 Eukaryota 100% Bacillariophyta 100%

769 0 3 0 0 0 0 0 2 0 1 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 9 Eukaryota 97-100% Bacillariophyta 97-100%

1953 0 0 0 0 1 0 0 4 0 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 9 Eukaryota 96-100% Bacillariophyta 81-100%

2400 0 2 0 0 0 0 0 1 0 1 0 2 0 0 1 0 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 85-97% UIentified 20%

2226 0 0 0 1 0 0 2 0 0 0 0 2 0 0 2 0 0 2 0 0 0 0 0 0 0 9 Alphaproteobacteria 77-95% UIentified 14%

1871 0 0 0 0 0 0 1 0 1 2 0 1 0 0 1 0 0 3 0 0 0 0 0 0 0 9 Alphaproteobacteria (most UI) 67-88% UIentified 22%

2062 0 0 0 0 1 0 0 3 0 0 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 9 Eukaryota 97-100% Bacillariophyta 80-100%

281 0 0 0 0 2 1 1 1 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 9 Eukaryota 80-100% Bacillariophyta 79-99%

260 0 0 0 3 0 0 1 0 0 1 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 9 Alphaproteobacteria 96-100% UIentified 31%

1796 0 0 0 1 0 0 0 0 0 2 0 1 0 0 1 0 0 4 0 0 0 0 0 0 0 9 Eukaryota 88-100% Bacillariophyta 87-99%

20 0 0 0 0 1 0 2 0 0 0 0 0 0 0 2 0 0 4 0 0 0 0 0 0 0 9 Eukaryota 77-94% UIentified 86%

1313 0 0 0 0 0 0 1 0 0 1 0 1 0 0 2 0 0 4 0 0 0 0 0 0 0 9 Alphaproteobacteria 89-100% UIentified 43%

98 0 0 0 0 0 0 0 2 0 0 1 1 0 0 0 0 0 5 0 0 0 0 0 0 0 9 Alphaproteobacteria 94-100% UIentified 52%

660 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 7 0 0 0 0 0 0 0 9 Alphaproteobacteria 86-95% UIentified 35%

24703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 9 Gammaproteobacteria 88-98% UIentified 49%

8140 0 1 0 0 0 1 1 0 0 0 3 0 2 0 0 0 0 0 0 1 0 0 0 0 0 9 Eukaryota 81-100% Bacillariophyta 80-99%

10823 0 0 0 0 0 0 0 0 0 0 2 0 2 1 0 3 0 0 0 1 0 0 0 0 0 9 Gammaproteobacteria 77-100% Thiothrix 60-100%

8666 0 0 0 0 0 0 0 0 0 0 2 0 1 3 0 0 0 0 2 1 0 0 0 0 0 9 UIentified 76% UIentified

16280 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 4 2 0 0 0 0 0 9 Cyanobacteria 85-98% UIentified 90%

12495 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 9 Alphaproteobacteria 95-100% UIentified 40%

30484 0 0 0 0 0 2 4 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 9 Eukaryota (most UI) 48-90% UIentified 72%

6478 0 1 0 0 1 0 0 2 0 0 0 2 0 0 2 0 0 0 0 0 1 0 0 0 0 9 Eukaryota 86-100% Bacillariophyta 78-100%

1925 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 2 2 0 0 2 0 0 0 0 9 Alphaproteobacteria 99-100% UIentified 51%

2588 0 0 0 0 0 0 0 2 0 1 0 1 0 0 0 0 0 1 0 0 4 0 0 0 0 9 Eukaryota (most UI) 42-93% UIentified 84%

33362 0 0 0 1 0 0 1 0 0 2 3 0 0 0 0 1 0 0 0 0 0 1 0 0 0 9 Betaproteobacteria 99-100% Hydrogenophaga (most UI) 65-95%

61034 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 8 0 0 0 9 UIentified 53% UIentified

106030 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 9 UIentified 52% UIentified  

6248 0 2 0 0 0 1 0 0 0 1 0 3 0 0 1 0 0 0 0 0 0 0 1 0 0 9 Alphaproteobacteria 77-100% UIentified 70%

390 0 0 0 0 0 0 0 5 1 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 9 Eukaryota/Betaproteobacteria 89-100% Bacillariophyta 52-100%

24113 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 5 0 0 0 1 0 0 9 Gammaproteobacteria 93-100% Thiothrix 84-100%

23960 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 5 0 0 0 1 0 0 9 Gammaproteobacteria 82-100% Thiothrix (most UI) 76-100%

17416 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 3 3 0 0 1 0 0 9 Gammaproteobacteria 99-100% Thiothrix 98-100%

11237 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 5 0 0 1 0 0 9 Gammaproteobacteria 89-100% Thiothrix 84-100%

19878 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 3 0 1 0 1 0 1 0 0 9 Cyanobacteria (most UI) 50-89% UIentified 67%

8552 0 0 0 0 0 0 0 0 0 0 1 0 2 1 0 0 0 0 2 1 1 0 1 0 0 9 Gammaproteobacteria 91-100% Thiothrix 88-100%

76642 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 1 1 0 0 9 Epsilonproteobacteria 93-100% Sulfurovum (most UI) 82-95%

78117 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 4 1 0 0 9 Epsilonproteobacteria 91-100% UIentified 75%

76612 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 5 1 0 0 9 Epsilonproteobacteria 81-100% UIentified 91%

77579 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 1 0 0 9 UIentified 48% UIentified

25295 0 0 0 0 0 0 0 0 0 0 1 0 0 4 0 0 0 0 2 0 0 0 2 0 0 9 Cyanobacteria 75-89% UIentified 51%

11797 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 3 1 0 2 0 0 9 Alphaproteobacteria 60-95% UIentified 44%

23519 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 5 0 2 0 0 9 Epsilonproteobacteria 87-99% UIentified 68%

21490 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 2 2 0 0 9 UIentified 34% UIentified

76047 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 5 0 0 9 Epsilonproteobacteria 82-99% UIentified 91%

10098 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 6 0 0 9 Gammaproteobacteria 80-100% Thiothrix 76-100%

75732 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 9 Bacteroidetes 97-100% UIentified 45%

16109 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 3 2 0 0 0 1 0 9 Gammaproteobacteria 81-100% Thiothrix 80-100%

65731 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 7 0 9 Cyanobacteria 83-96% UIentified 82%

65786 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 5 9 Cyanobacteria 86-100% UIentified 76%

26495 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 8 9 Cyanobacteria 95-100% GpI 93-100%

53476 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 100% Bacillariophyta 100%

53742 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 84-99% UIentified 49%

4931 5 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 76-98% UIentified 14%

42374 5 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UIentified 77% UIentified

43853 3 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 74-94% UIentified 25%

4508 0 2 0 1 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria (most UI) 77-98% UIentified 19%

49405 5 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UIentified 79% UIentified

68889 0 0 0 0 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 26-90% UIentified 89%

53839 1 0 0 3 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UIentified 68% UIentified

46931 3 0 1 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Planctomycetes 25-95% Phycisphaera (most UI) 83-95%

4950 0 2 0 0 4 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria (most UI) 53-84% UIentified 60%

50741 5 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UIentified 78% UIentified

79853 0 0 0 0 2 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria (most UI) 25-93% UIentified 32%

53703 0 0 0 4 0 1 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UIenitified 75% UIentified

56166 0 0 0 1 0 1 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UIentified 77% UIentified

64741 0 0 0 0 6 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 UIentified 79% UIentified

45071 0 0 1 0 4 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 49-91% UIentified 40%

62500 0 0 0 0 0 0 0 6 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 96-100% Bacillariophyta 94-100%

35784 0 0 0 0 2 0 3 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 100% Bacillariophyta 100%

67757 0 0 0 0 0 7 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 96-100% Bacillariophyta 90-100%

53672 0 0 0 1 0 1 1 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 100% Bacillariophyta 100%

55777 1 0 0 1 0 0 4 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 80-98% UIentified 30%

53493 0 0 0 6 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% UIentified 42%

54116 0 0 0 5 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria (most UI) 60-85% UIentified 27%

4389 0 1 0 0 0 0 0 5 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota (most UI) 45-94% UIentified 81%

82861 0 0 0 0 0 0 0 6 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota (most UI) 62-86% UIentified 70%

55050 0 0 0 2 0 0 1 0 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 82-100% UIentified 86%

67049 0 0 0 0 1 4 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 93-100% UIentified 23%

67006 2 0 0 0 1 1 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% UIentified 92%

53730 0 0 0 4 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 97-100% UIentified 64%

55844 0 0 0 2 0 0 0 0 0 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Betaproteobacteria 78-99% UIentified 37%

63326 0 0 0 0 0 1 1 0 0 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 91-100% Chlorophyta 90-97%

7131 0 1 0 0 2 0 1 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 91-100% Bacillariophyta 89-98%

10913 0 0 0 1 0 0 0 0 5 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 99-100% Bacillariophyta 99-100%

8639 0 0 0 0 0 0 0 0 0 6 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 8 Betaproteobacteria 99-100% Malikia 87-100%

5763 0 1 0 0 2 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 97-100% UIentified 58%

38388 0 0 0 2 0 0 0 0 0 0 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 8 Deltaproteobacteria (most UI) 59-94% UIentified 29%

10890 0 0 0 0 0 0 0 1 0 2 1 0 1 3 0 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 86-98% UIentified 56%

33339 0 0 0 0 0 0 0 0 0 3 1 0 0 4 0 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 79-97% UIentified 38%

9093 0 0 0 0 0 0 0 0 0 1 1 0 2 4 0 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 82-99% UIentified 48%

10868 0 0 0 0 0 0 0 0 0 0 0 0 3 5 0 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 83-96% UIentified 18%

33723 0 0 0 0 0 0 0 0 0 0 1 0 0 7 0 0 0 0 0 0 0 0 0 0 0 8 UIentified 61% UIentified

30668 0 0 0 0 1 2 0 0 3 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 87-99% UIentified 88%

7665 0 1 0 2 1 2 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 79-100% UIentified 41%

30602 1 0 0 2 0 2 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Cyanobacteria 66-93% UIentified 76%

30292 0 0 0 0 0 1 1 2 0 1 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 100% UIentified 56%

28632 0 0 0 3 0 0 1 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 98-100% UIentified 57%

28931 0 0 0 0 0 0 0 1 0 3 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Eukaryota 97-100% Bacillariophyta 69-99%

31113 0 0 0 2 0 0 1 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 8 Alphaproteobacteria 92-100% UIentified 38%

30362 0 0 0 3 0 0 0 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 68-94% UIentified 21%

5151 0 3 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 8 Eukaryota (most UI) 44-92% UIentified 78%

34524 0 0 0 0 0 0 0 0 0 0 4 0 0 3 0 1 0 0 0 0 0 0 0 0 0 8 Bacteroidetes (most UI) 14-96% UIentified 21%

53802 0 0 0 2 0 0 0 2 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 90-98% UIentified 50%

8523 0 0 0 0 0 0 0 0 0 0 3 0 3 1 0 0 1 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 88-100% Thiothrix (most UI) 73-99%

20864 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 2 1 0 0 0 0 0 0 0 0 8 Gammaproteobacteria 96-100% Thiothrix 95-100%

3143 0 1 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 8 Eukaryota 77-99% Bacillariophyta 84-99%

2127 0 0 0 0 1 0 0 4 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 8 Betaproteobacteria 97-100% UIentified 71%

2345 0 0 0 0 1 0 0 5 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 8 Eukaryota 64-98% Bacillariophyta (most UI) 78-98%

2817 0 0 0 0 0 0 0 4 0 1 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 8 Betaproteobacteria 98-99% UIentified 56%

2914 0 1 0 1 0 0 0 1 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 8 Eukaryota 74-95% UIentified 86%

3044 0 0 0 0 0 0 0 0 0 1 0 0 6 0 0 0 0 1 0 0 0 0 0 0 0 8 UIentified 71% UIentified

3511 0 0 0 0 0 0 0 6 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Eukaryota (most UI) 46-82% UIentified 76%

4270 0 0 0 2 0 1 1 1 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 8 UIentified 60% UIentified

3767 0 0 0 2 1 0 1 0 0 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 8 UIentified 77% UIentified

505 0 0 0 1 1 1 0 1 0 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Alphaproteobacteria 93-100% UIentified 56%

1728 0 0 0 0 0 0 1 1 0 3 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 8 Bacteroidetes 99-100% UIentified 41%

875 0 0 0 0 1 0 0 3 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 8 Cyanobacteria 79-100% UIentified 81%

648 0 0 0 0 0 1 2 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 8 Eukaryota (most UI) 47-87% UIentified 55%



229 
 

 

2791 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 8 Eukaryota 89-100% Bacillariophyta 89-100%

796 0 2 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 8 Alphaproteobacteria 95-100% UIentified 34%

862 0 1 0 0 0 0 0 1 2 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 8 Planctomycetes 79-100% UIentified 48%

456 0 0 0 2 0 0 1 0 0 1 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 8 Alphaproteobacteria 99-100% UIentified 63%

2770 0 0 0 2 0 0 0 0 0 2 0 0 1 1 0 0 0 2 0 0 0 0 0 0 0 8 Gammaproteobacteria 96-100% UIentified 63%

1493 0 0 0 0 0 0 0 3 0 0 0 2 0 0 1 0 0 2 0 0 0 0 0 0 0 8 Alphaproteobacteria 86-96% UIentified 40%

2968 0 0 0 0 0 1 0 0 0 1 0 2 0 0 2 0 0 2 0 0 0 0 0 0 0 8 Alphaproteobacteria 96-100% UIentified 34%

1587 0 0 0 0 0 0 0 0 0 4 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 8 UIentified 73% UIentified

534 0 0 0 1 0 0 2 0 0 0 0 2 0 0 0 0 0 3 0 0 0 0 0 0 0 8 Alphaproteobacteria 98-100% UIentified 93%

195 0 0 0 0 2 0 0 0 0 0 0 3 0 0 0 0 0 3 0 0 0 0 0 0 0 8 Alphaproteobacteria 94-100% UIentified 6%

1830 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 4 0 0 0 0 0 0 0 8 Alphaproteobacteria (most UI) 36-89% UIentified 28%

71 0 0 0 0 0 0 0 0 0 1 1 1 0 0 1 0 0 4 0 0 0 0 0 0 0 8 Alphaproteobacteria 99-100% UIentified 93%

277 0 0 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 4 0 0 0 0 0 0 0 8 Gammaproteobacteria 80-99% UIentified 46%

1196 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 5 0 0 0 0 0 0 0 8 Alphaproteobacteria 78-97% UIentified 43%

568 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 6 0 0 0 0 0 0 0 8 Eukaryota 99-100% Bacillariophyta 97-100%

600 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 7 0 0 0 0 0 0 0 8 Alphaproteobacteria 74-100% UIentified 71%

20397 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 2 1 0 1 0 0 0 0 0 0 8 Gammaproteobacteria 98-100% Thiothrix 96-100%

21253 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 5 0 0 0 0 0 0 8 Gammaproteobacteria 94-100% Thiothrix 90-100%

24441 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 6 0 0 0 0 0 0 8 Gammaproteobacteria 95-100% UIentified 93%

14450 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 1 0 0 0 0 0 8 Bacteroidetes 74-96% UIentified 7%

13796 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 0 0 0 0 0 8 Epsilonproteobacteria 79-100% UIentified 42%

9473 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 4 0 0 0 0 1 0 0 0 0 8 Gammaproteobacteria 83-100% UIentified 72%

22669 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 1 0 0 0 1 0 0 0 0 8 Gammaproteobacteria 75-100% Thiothrix 74-100%

26 0 0 0 2 1 0 0 0 1 0 0 0 0 0 1 0 0 2 0 0 1 0 0 0 0 8 Eukaryota 100% Bacillariophyta 100%

477 0 0 0 2 0 0 0 1 0 0 0 0 0 0 2 0 0 2 0 0 1 0 0 0 0 8 Eukaryota 87-100% Bacillariophyta (most UI) 83-100%

2504 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 4 0 0 1 0 0 0 0 8 Alphaproteobacteria 100% Rhodobacter (most UI) 48-97%

9453 0 0 0 0 0 0 0 0 0 0 0 0 4 2 0 1 0 0 0 0 0 1 0 0 0 8 Gammaproteobacteria 88-100% Thiothrix (most UI) 85-100%

54330 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 0 0 8 Deltaproteobacteria 97-100% Desulfosarcina 90-98%

12740 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 1 0 0 0 8 SR1 75-100% SR1_genera_incertae_sedis 81-100%

13899 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 5 0 2 0 0 0 8 UIentified 49% UIentified

107271 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 5 0 0 0 8 Epsilonproteobacteria 87-100% UIentified 85%

105625 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 6 0 0 0 8 Epsilonproteobacteria 85-99% UIentified 73%

10023 0 0 0 0 0 0 0 0 0 0 1 0 2 2 0 0 1 0 0 1 0 0 1 0 0 8 Gammaproteobacteria 83-100% Thiothrix 68-98%

10323 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 1 0 1 1 0 0 1 0 0 8 Gammaproteobacteria 91-100% Thiothrix 90-100%

16781 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 3 1 0 0 1 0 0 8 Gammaproteobacteria 79-100% Thiothrix (most UI) 80-98%

12473 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 1 0 1 0 0 8 Gammaproteobacteria 98-100% Thiothrix 98-100%

24937 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 2 0 0 1 1 0 0 8 Gammaproteobacteria 99-100% Thiothrix 99-100%

77650 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 4 1 0 0 8 Epsilonproteobacteria 88-96% UIentified 76%

76484 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 5 1 0 0 8 Epsilonproteobacteria 90-99% Sulfurovum 71-94%

12791 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 1 1 0 0 2 0 0 8 Gammaproteobacteria 100% Thiothrix 99-100%

75613 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 4 0 0 8 Epsilonproteobacteria 85-99% UIentified 65%

808 0 0 0 1 1 0 0 0 0 1 0 1 0 0 0 0 0 3 0 0 0 0 0 1 0 8 Alphaproteobacteria 92-100% Pelagibius 76-97%

19584 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 1 0 0 0 0 1 1 1 0 8 Bacteroidetes 93-99% UIentified 15%

1568 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 3 0 8 UIentified 56% UIentified

65553 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 1 3 0 8 Deltaproteobacteria 100% Desulfocapsa 100%

39661 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 2 3 0 8 Cyanobacteria 83-96% UIentified 75%

27074 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 1 0 4 0 8 Cyanobacteria 83-99% UIentified 65%

9692 0 0 0 0 0 0 0 0 0 0 0 0 1 5 0 1 0 0 0 0 0 0 0 0 1 8 Gammaproteobacteria 84-99% UIentified 36%

40930 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 3 0 0 1 8 Deltaproteobacteria 98-100% UIentified 76%

73126 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 3 2 0 1 8 Bacteroidetes 99-100% UIentified 32%

25713 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 5 0 1 1 8 Deltaproteobacteria 98-100% UIentified 72%

27480 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 3 2 8 Cyanobacteria 69-98% UIentified 78%

69136 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 8 Bacteroidetes 76-91% UIentified 29%

69819 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 8 Cyanobacteria 99-100% UIentified 77%

54394 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 100% UIentified 39%

53841 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 72-100% GpI 91-100%

54020 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 72-100% GpI 78-99%

54156 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 81-98% UIentified 84%

48004 4 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 90-100% UIentified 25%

45604 4 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 74% UIentified

93779 4 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria (most UI) 60-95% UIentified 40%

49281 3 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 63-87% UIentified 27%

93197 2 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 87-99% UIentified 27%

91868 2 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified Proteobacteria 81% UIentified 69%

5461 0 4 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria (most UI) 51-91% UIentified 61%

46325 4 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 77% UIentified

81220 5 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified Proteobacteria 72% UIentified 20%

46107 3 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria  (most UI) 50-87% UIentified 14%

82333 3 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 73-99% UIentified 57%

43626 0 0 2 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota (most UI) 62-95% UIentified 61%

66856 2 0 0 0 1 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria (most UI) 71-96% UIentified 16%

80542 0 0 0 0 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria (most UI) 41-91% UIentified 47%

7785 0 1 0 0 0 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 74% UIentified

45819 0 0 1 0 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 87-96% UIentified 47%

8302 0 1 0 0 0 5 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified Proteobacteria 77% UIentified

46588 3 0 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 48% UIentified

50625 0 0 1 0 0 0 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 78% UIentified

53754 0 0 0 6 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 95-100% GpI 91-99%

48056 2 0 1 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria (most UI) 38-81% UIentified 26%

81287 1 0 0 0 0 0 2 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 48% UIentified

53523 0 0 0 1 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 76% UIentified

88510 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Planctomycetes (most UI) 11-94% UIentified 93%

88389 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Actinobacteria 98-100% Brachybacterium 52-97%

88489 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Actinobacteria 99-100% Brevibacterium (most UI) 58-96%

88422 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Actinobacteria 98-100% Brevibacterium (most UI) 67-100%

88742 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Bacteroidetes 99-100% UIentified 51%

88349 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 100% Alcaligenes 85-99%

88876 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 70% UIentified

88924 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 66% UIentified

4331 0 2 0 0 3 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 76-90% UIentified 50%

64215 0 0 0 0 4 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 97-100% Caulobacter 96%

54654 0 0 0 1 0 0 3 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 84-96% UIentified 28%

53963 0 0 0 1 2 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria (most UI) 66-85% UIentified 23%

63057 0 0 0 0 0 0 0 6 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 73-97% UIentified 49%

55333 1 0 0 1 1 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 95-100% UIentified 78%

64293 0 0 0 0 0 0 0 5 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 98-100% UIentified 75%

33883 0 0 0 0 0 0 0 0 0 4 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 97-100% UIentified 63%

32961 0 0 0 0 2 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 95-100% Bacillariophyta (most UI) 88-100%

32503 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 94-99% Bacillariophyta 94-99%

32667 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 73% UIentified

53900 0 0 0 6 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified Proteobacteria 16-67% UIentified 25%

44855 0 0 1 2 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 95-98% UIentified 33%

53501 0 0 0 4 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Planctomycetes 27-100% Phycisphaera (most UI) 63-100%

68276 1 0 0 0 0 1 2 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Planctomycetes 44-100% Phycisphaera 98-100%

85265 0 0 0 0 0 0 0 6 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 85-100% Bacillariophyta (most UI) 84-100%

54891 0 0 0 3 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 97-99% UIentified 7%

54329 0 0 0 2 3 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 100% Rubribacterium 99-100%

53931 0 0 0 4 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 52% UIentified

63184 0 0 0 0 0 0 0 5 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 90-100% Bacillariophyta (most UI) 89-100%

62699 0 0 0 0 0 0 0 0 5 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 76% UIentified

56912 0 0 0 1 0 1 2 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 54-93% UIentified 51%

63156 0 0 0 0 1 0 1 1 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 85-100% UIentified 32%

5603 0 1 0 0 1 0 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 73-95% UIentified 22%

53838 0 0 0 5 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria (most UI) 79-96% UIentified 24%

53744 0 0 0 4 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 80-95% UIentified 38%

55436 0 0 0 3 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 100% Bacillariophyta 100%

33279 0 0 0 0 1 0 0 0 0 1 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 75-98% UIentified 26%

54910 0 0 0 1 0 0 1 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 7 UIentified 75% UIentified

11225 0 0 0 0 0 0 0 3 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 94-100% UIentified 77%

9059 0 0 0 0 0 0 0 0 0 3 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 92-100% UIentified 74%

33467 0 0 0 0 0 0 1 2 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 99-100% Bacillariophyta 99-100%

5712 0 1 0 0 0 0 0 1 0 2 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 67-100% UIentified 90%

8940 0 0 0 0 0 0 0 0 0 0 1 0 3 3 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 86-96% UIentified 32%

11361 0 0 0 0 0 0 0 0 0 1 0 0 2 4 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 75-99% UIentified 31%

10632 0 0 0 0 0 0 0 0 0 0 0 0 2 5 0 0 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 79-97% UIentified 76%

30524 0 0 0 0 0 6 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 7 UIentified 65% UIentified

30854 0 0 1 0 0 1 1 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 99-100% UIentified 54%

29743 0 0 0 0 0 0 0 6 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 7 Betaproteobacteria 82-99% UIentified 75%

28791 0 0 0 3 1 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 97-100% UIentified 20%

31405 0 0 0 0 0 0 0 2 0 3 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 7 Eukaryota (most UI) 34-85% UIentified 79%

28322 1 0 0 2 0 1 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 86-98% UIentified 31%

4431 0 2 0 0 0 1 0 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 92% UIentified 45%

28941 0 0 0 0 0 0 0 4 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 7 Eukaryota 92-100% Bacillariophyta 90-100%

29328 0 0 0 1 0 0 0 0 2 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 7 UIentified 79% UIentified

31260 0 0 0 0 0 2 0 0 0 0 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 7 Cyanobacteria 55-100% UIentified 47%

9217 0 0 0 0 0 0 0 0 0 1 0 0 4 0 1 1 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria 96-100% UIentified 51%

31227 0 0 0 0 0 1 0 0 0 0 3 0 0 1 1 1 0 0 0 0 0 0 0 0 0 7 Alphaproteobacteria (most UI) 40-93% UIentified 25%

11242 0 0 0 0 0 0 0 0 0 0 2 0 1 1 0 3 0 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 71-99% Thiothrix (most UI) 53-96%

9067 0 0 0 0 0 0 0 0 0 0 0 0 2 4 0 0 1 0 0 0 0 0 0 0 0 7 Gammaproteobacteria 77-95% UIentified 12%

188 0 0 0 1 3 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 45-100% Bacillariophyta 100%

3730 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 99-100% Bacillariophyta 99-100%

2154 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 82-94% Bacillariophyta 81-94%

2947 0 0 0 0 2 0 0 1 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 100% Bacillariophyta 100%

1124 0 0 0 0 0 0 0 2 0 0 4 0 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 97-100% Bacillariophyta 94-100%

538 0 0 0 5 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Gammaproteobacteria 97-100% UIentified 28%

1051 0 0 0 0 2 0 1 2 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 94-99% UIentified 70%

3999 0 0 0 0 0 0 0 5 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 98-100% Bacillariophyta 98-100%

2087 0 0 0 0 0 0 0 3 0 2 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota (most UI) 66-88% UIentified 40%

3252 0 0 0 0 0 0 0 3 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 65-100% Bacillariophyta 84-100%

3020 1 0 0 2 0 0 0 0 1 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 98-100% Bacillariophyta 98-100%

424 0 0 0 0 0 0 0 0 0 2 2 0 2 0 0 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 98-100% UIentified 27%

468 0 0 0 0 0 0 0 0 0 1 0 3 2 0 0 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria (most UI) 18-92% UIentified 38%

2915 0 1 0 1 2 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 98-100% Bacillariophyta 94-100%

3777 1 1 0 0 1 0 1 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 86-100% UIentified 45%

4224 0 0 0 2 0 0 0 1 1 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 97-100% UIentified 66%

215 0 0 0 2 0 0 0 0 0 1 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 7 Alphaproteobacteria 76-98% UIentified 78%

1747 0 0 0 0 0 0 0 2 0 1 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 7 UIentified 78% UIentified

427 0 0 0 0 0 0 0 1 0 1 0 2 0 0 2 0 0 1 0 0 0 0 0 0 0 7 Gammaproteobacteria 94-99% UIentified 39%

3450 0 0 0 0 0 0 0 1 0 2 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 7 Eukaryota 95-100% Bacillariophyta 92-100%

542 0 0 0 0 0 0 0 2 0 0 0 0 1 0 1 2 0 1 0 0 0 0 0 0 0 7 Gammaproteobacteria 98-100% UIentified 86%
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1686 0 0 0 0 0 0 0 3 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 78-99% Bacillariophyta 85-99%

2218 0 0 0 0 0 0 0 1 0 3 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Alphaproteobacteria 93-99% UIentified 36%

7 0 0 0 1 0 0 0 2 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 58-92% UIentified 89%

997 0 0 0 1 0 0 2 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Alphaproteobacteria 64-89% UIentified 30%

2190 0 0 0 0 0 0 1 0 0 2 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 7 UIentified 75% UIentified

2012 0 0 0 1 0 0 0 0 0 1 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Alphaproteobacteria 64-99% UIentified 24%

3176 0 0 0 0 0 0 0 0 0 2 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 7 Eukaryota (most UI) 46-99% Chlorophyta (most UI) 70-99%

2634 0 0 0 4 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 100% Bacillariophyta 100%

56 0 0 0 0 0 0 1 0 1 0 1 1 0 0 1 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 81-100% Bacillariophyta 80-100%

789 0 0 0 0 1 0 1 0 0 0 0 2 0 0 1 0 0 2 0 0 0 0 0 0 0 7 Eukaryota 97-100% Bacillariophyta 95-100%

1085 0 0 0 0 0 0 0 1 0 0 1 2 0 0 1 0 0 2 0 0 0 0 0 0 0 7 Alphaproteobacteria 82-100% Rubribacterium (most UI) 53-97%

1914 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 7 Alphaproteobacteria 85-98% UIentified 7%

443 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 7 Alphaproteobacteria 85-100% UIentified 89%

571 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 4 0 0 0 0 0 0 0 7 Alphaproteobacteria 74-97% UIentified 19%

338 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 4 0 0 0 0 0 0 0 7 Alphaproteobacteria 95-100% UIentified 43%

1055 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 6 0 0 0 0 0 0 0 7 Alphaproteobacteria 98-100% UIentified 71%

10700 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 0 0 1 0 0 0 0 0 0 7 Gammaproteobacteria 81-99% UIentified 38%

19242 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 1 0 1 1 0 0 0 0 0 7 Gammaproteobacteria 87-100% Thiothrix 85-99%

15512 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 1 0 2 1 0 0 0 0 0 7 Gammaproteobacteria 73-100% Thiothrix 58-100%

15944 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 2 1 0 0 2 0 0 0 0 0 7 Betaproteobacteria 100% Thiomonas 97-100%

8757 0 0 0 0 0 0 0 0 0 2 1 0 1 0 0 0 0 0 0 3 0 0 0 0 0 7 Alphaproteobacteria 74-89% UIentified 44%

13012 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 7 SR1 (most UI) 12-84% UIentified 84%

13992 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 2 1 1 0 0 0 0 7 Bacteroidetes 93-98% UIentified 18-29%

1599 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 1 0 0 2 0 0 0 0 7 Alphaproteobacteria 99-100% UIentified 78%

9133 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 1 0 0 0 7 Gammaproteobacteria 92-96% UIentified 61%

8454 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 0 1 1 0 1 0 0 0 7 Gammaproteobacteria 76-100% Thiothrix 62-100%

20120 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 1 0 0 2 0 0 0 7 Cyanobacteria 56-96% UIentified 58%

105972 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 2 0 0 0 7 Epsilonproteobacteria 94-100% UIentified 76%

1001 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 4 0 0 0 7 Epsilonproteobacteria 92-99% UIentified 80%

10927 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 4 0 0 0 7 Epsilonproteobacteria 78-94% UIentified 75%

105553 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 6 0 0 0 7 Epsilonproteobacteria (most UI) 81-98% UIentified 40%

106317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 6 0 0 0 7 Epsilonproteobacteria 88-98% UIentified 83%

105548 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 7 Epsilonproteobacteria 94-98% UIentified 90%

105890 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 7 UIentified 74% UIentified

53629 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 7 Alphaproteobacteria 95-100% UIentified 80%

22380 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 2 0 0 0 0 0 1 0 0 7 Gammaproteobacteria 99-100% Thiothrix 97-100%

178 0 0 0 0 0 0 0 4 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 7 Gammaproteobacteria 95-100% UIentified

440 0 0 0 1 1 0 0 0 0 0 0 1 0 0 1 0 0 2 0 0 0 0 1 0 0 7 Eukaryota 100% Bacillariophyta 100%

24239 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 2 0 1 0 1 0 0 7 Gammaproteobacteria 92-100% Thiothrix 86-100%

9825 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 2 1 0 1 0 0 7 Gammaproteobacteria 89-100% Thiothrix 70-100%

32490 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 3 0 1 0 0 7 UIentified Proteobacteria 79% UIentified 26%

26727 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 1 0 0 2 1 0 0 7 Bacteroidetes 65-91% UIentified 27%

11220 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 0 0 0 1 0 0 0 2 0 0 7 Gammaproteobacteria 95-100% Thiothrix 92-100%

9911 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 2 0 0 1 0 0 2 0 0 7 Gammaproteobacteria 99-100% Thiothrix 97-100%

17824 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 1 1 0 0 2 0 0 7 Gammaproteobacteria 100% Thiothrix 95-100%

9495 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 0 2 0 0 7 Gammaproteobacteria 99-100% Thiothrix 95-100%

32047 0 0 0 0 0 1 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 1 2 0 0 7 Alphaproteobacteria (most UI) 73-89% UIentified 43%

21791 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 1 3 0 0 7 Alphaproteobacteria 78-98% UIentified 23%

12551 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 4 0 0 7 Gammaproteobacteria 94-100% Thiothrix 84-100%

66421 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 1 0 7 Epsilonproteobacteria 63-100% Sulfurimonas (most UI) 96%

27136 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 1 0 1 1 0 7 Chloroflexi (most UI) 63-95% UIentified 73%

669 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 0 1 1 0 7 Alphaproteobacteria 99-100% UIentified 33%

59424 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 5 1 0 7 Alphaproteobacteria 91-100% UIentified 91%

25896 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 2 0 2 0 7 Gammaproteobacteria 99-100% Thiofaba (most UI) 88-94%

55029 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 1 2 0 7 Eukaryota 100% Bacillariophyta 100%

65799 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 2 2 0 7 Bacteroidetes 88-97% UIentified 20%

65854 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 3 0 7 Alphaproteobacteria 100% Rhodovulum 67-100%

1768 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 7 Bacteroidetes (most UI) 6-85% UIentified 44%

27628 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 1 0 1 2 7 Cyanobacteria 62-100% UIentified 75%

8810 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 5 7 Cyanobacteria 91-100% GpI (most UI) 56-100%

28128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 6 7 Cyanobacteria 81-99% UIentified 84%

69693 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 6 7 Cyanobacteria 89-97% UIentified 76%

69624 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 7 Cyanobacteria 42-98% UIentified 83%

53784 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 99-100% UIentified 83%

54625 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 90-100% UIentified 68%

97028 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 39-100% UIentified 21%

46685 3 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria  (most UI) 49-96% UIentified 60%

53681 0 0 0 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 96-100% UIentified 52%

91763 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota (most UI) 38-84% UIentified 29%

45837 4 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 72-100% UIentified 12%

53982 2 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 57-96% UIentified 33%

45935 3 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 70% UIentified

5111 0 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 97-100% UIentified 75%

67205 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 64% UIentified

80171 5 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 84-98% UIentified 33%

47808 4 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 27-95% UIentified 32%

81779 3 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria  (most UI) 53-84% UIentified 21%

52619 2 0 1 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 79-100% UIentified 90%

82613 2 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 71-98% UIentified 73%

80213 1 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota (most UI) 65-92% UIentified 72%

44668 0 0 1 0 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 98-100% UIentified 67%

5561 0 4 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 89-99% UIentified 78%

47804 2 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified Proteobacteria 83% UIentified 20%

47631 0 0 1 0 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota (most UI) 36-85% UIentified 41%

54781 0 0 0 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified Proteobacteria 81% UIentified 15%

4506 0 5 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria (most UI) 52-85% UIentified 21%

87771 1 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota (most UI) 55-86% UIentified 70%

7210 0 1 0 0 2 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified Proteobacteria 68% UIentified 14%

7513 0 1 0 0 1 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 72-94% UIentified 61%

7817 0 1 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 91-100% Bacillariophyta 82-96%

79927 0 0 0 0 0 0 1 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Bacteroidetes 84-97% UIentified 24%

82878 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 45-93% UIentified 93%

84200 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 95-100% UIentified 73%

54580 0 0 0 1 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Planctomycetes 94-100% UIentified 49%

88883 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Firmicutes 92-100% Streptococcus 85-100%

88352 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 65% UIentified

89554 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 65% UIentified

53636 0 0 0 5 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 93-100% UIentified 34%

53795 1 0 0 1 0 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 95-99% UIentified 45%

64755 0 0 0 0 1 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 94-99% UIentified 39%

64861 0 0 0 0 0 0 1 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 97-100% UIentified 85%

4434 0 1 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Planctomycetes (most UI) 65-91% UIentified 68%

52427 1 0 1 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 77% UIentified

49793 0 0 1 0 1 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 59-87% UIentified 76%

55561 0 0 0 2 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 52-90% UIentified 44%

62376 0 0 0 0 0 0 0 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 87-100% Chlorophyta 87-100%

35569 0 0 0 0 0 0 0 4 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 61-96% Bacillariophyta (most UI) 84-96%

5537 0 3 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 71-99% UIentified 20%

32727 0 0 0 0 0 0 0 1 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 100% Bacillariophyta 100%

33431 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 97-100% UIentified

6520 0 4 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 62-97% UIentified 62%

53874 0 0 0 4 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 89-100% UIentified 65%

67383 0 0 0 0 0 3 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Planctomycetes 70-94% UIentified 92%

53889 0 0 0 3 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 56-96% UIentified 27%

56918 0 0 0 1 0 0 2 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 96-99% UIentified 13%

88384 0 0 0 0 0 0 0 0 5 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 53% UIentified

56047 0 0 0 3 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 87-100% Chlorophyta (Most UI) 68-96%

54519 1 0 0 2 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 96-100% UIentified 12%

62535 0 0 0 0 0 1 0 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 63-90% UIentified 40%

53897 0 0 0 2 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 66% UIentified

55529 0 0 0 2 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 98-100% UIentified 60%

54881 1 0 0 1 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 66% UIentified

62653 0 0 0 0 0 0 2 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 67-97% UIentified 20%

62949 0 0 0 0 0 0 1 0 2 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Planctomycetes 100% Rhodopirellula 99-100%

54892 0 0 0 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 88-95% UIentified 20%

50061 1 0 1 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 80-100% UIentified 41%

56634 0 0 0 2 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 UIentified 78% UIentified

64998 0 0 0 0 0 0 0 2 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 53-95% Chlorophyta (most UI) 72-94%

5087 0 2 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% UIentified 54%

4661 0 1 0 1 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 80-96% UIentified 15%

33041 0 0 0 1 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 91-100% UIentified 93%

10217 0 0 0 0 4 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 66-94% UIentified 62%

10164 0 0 0 0 0 3 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 83-97% UIentified 26%

11571 0 0 0 0 0 0 0 3 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 98-100% UIentified 47%

10788 0 0 0 0 0 0 0 0 0 1 4 0 1 0 0 0 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 99-100% UIentified 80%

8493 0 0 0 0 0 0 0 0 0 0 0 5 1 0 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 99-100% UIentified 47%

5648 0 1 0 0 0 0 0 1 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 82-94% UIentified 21%

8562 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 86-100% UIentified 73%

9381 0 0 0 0 0 0 0 0 0 1 1 0 1 3 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 85-100% UIentified 31%

35520 0 0 0 0 0 0 0 0 0 0 2 0 0 4 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 75-95% UIentified 27%

9530 0 0 0 0 0 0 0 0 0 0 1 0 1 4 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 82-92% UIentified 23%

10456 0 0 0 0 0 0 0 0 0 0 1 0 1 4 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 79-97% UIentified 10%

36266 0 0 0 0 0 0 0 0 0 1 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 76-98% UIentified 12%

5667 0 3 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 78-96% Bacillariophyta (most UI) 88-96%

30963 0 0 0 4 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 96-100% UIentified 19%

30888 0 0 0 1 1 0 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% UIentified 61%

5507 0 1 0 0 0 0 0 1 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Verrucomicrobia 96-100% Haloferula 95-100%

29155 0 0 0 0 0 0 0 0 0 5 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 UIentified 77% UIentified

30411 0 0 0 0 2 0 0 1 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 87-100% Bacillariophyta 87-100%

5307 0 4 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% UIentified 61%

31764 0 0 0 0 0 0 2 1 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 6 UIentified Proteobacteria 82% UIentified 12%

28742 1 0 0 0 1 0 1 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria 95-100% UIentified 93%

31951 0 0 0 0 0 0 1 1 0 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 6 UIentified Proteobacteria 76% UIentified 25%

4345 0 2 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 6 Eukaryota (most UI) 51-85% UIentified 81%

10282 0 0 0 0 0 0 0 0 0 3 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 6 Cyanobacteria 63-90% UIentified 69%

8852 0 0 0 0 0 0 0 0 0 1 0 0 4 0 1 0 0 0 0 0 0 0 0 0 0 6 Deltaproteobacteria 76-91% UIentified 26%

7241 0 1 0 0 0 3 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 6 Alphaproteobacteria (most UI) 63-97% UIentified 20%

29267 0 0 0 0 1 0 0 3 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 89-100% UIentified 21%

6989 0 1 0 0 0 2 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 6 UIentified Proteobacteria 78% UIentified

28290 0 0 0 0 0 0 0 3 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 92-100% Bacillariophyta 92-100%
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6430 0 1 0 0 0 0 0 0 0 0 0 1 0 0 4 0 0 0 0 0 0 0 0 0 0 6 Eukaryota 73-95% UIentified 88%

9201 0 0 0 0 0 0 0 0 0 0 1 0 2 1 0 2 0 0 0 0 0 0 0 0 0 6 Betaproteobacteria 44-96% UIentified 31%

8893 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 0 1 0 0 0 0 0 0 0 0 6 Gammaproteobacteria 75-99% UIentified 91%

21399 0 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 2 0 0 0 0 0 0 0 0 6 UIentified Proteobacteria 78% UIentified 16%

1306 0 0 0 2 2 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 96-100% Bacillariophyta (most UI) 69-96%

2058 0 0 0 3 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Cyanobacteria (most UI) 37-93% UIentified 29%

716 0 0 0 1 1 0 0 1 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 100% Bacillariophyta 100%

1652 0 0 0 1 0 0 0 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 99-100% Bacillariophyta 98-100%

2315 0 0 0 1 0 0 0 1 0 2 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Deltaproteobacteria 99-100% Nannocystaceae 51-78%

2560 0 2 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 98-100% Bacillariophyta 98-100%

4098 1 0 0 1 0 0 0 0 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 97-100% UIentified 88%

3466 0 0 0 0 0 0 0 0 0 0 4 0 1 0 0 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 99-100% Bacillariophyta 99-100%

1620 0 0 0 0 0 0 0 0 0 0 0 4 1 0 0 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria 95-98% UIentified 22%

4084 0 0 0 0 1 0 0 2 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Gammaproteobacteria 90-98% UIentified

1938 0 0 0 0 0 0 0 3 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 99-100% Bacillariophyta 99-100%

361 0 1 0 0 0 1 0 0 0 1 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Alphaproteobacteria/Eukaryota 96% UIentified 30%

4075 0 0 0 0 0 0 0 2 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 88-100% Bacillariophyta 55-100%

2659 0 0 0 0 0 0 0 2 0 1 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 6 Gammaproteobacteria 71-97% UIentified 35%

1281 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 1 0 0 0 0 0 0 0 6 Eukaryota 92-100% Bacillariophyta (most UI) 84-98%

1053 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Eukaryota 97-100% Bacillariophyta 89-100%

1745 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Gammaproteobacteria 41-100% UIentified

1121 0 1 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Eukaryota 96-100% Bacillariophyta 96-100%

545 0 0 0 0 0 0 0 1 0 2 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Eukaryota (most UI) 38-87% UIentified 82%

191 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Nitrospira 100% Nitrospira 100%

354 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria/Gammaproteobacteria93-100% Hyphomonas/UIeintfied 32-100%

207 0 0 0 1 2 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 6 Eukaryota/Alphaproteobacteria 100% Bacillariophyta/UIentified 100%

283 1 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 89-99% Rhizobium (most UI) 36-99%

10 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 6 Eukaryota/Alphaproteobacteria 99% Streptophyta/UIentified 97%

509 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 0 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 100% UIentified 76%

1880 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 1 0 2 0 0 0 0 0 0 0 6 Alphaproteobacteria 91-98% UIentified 35%

1560 0 0 0 0 0 0 1 1 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 6 Eukaryota 95-100% Bacillariophyta 95-100%

2010 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 6 Alphaproteobacteria 94-100% UIentified 70%

788 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 6 Alphaproteobacteria 90-99% UIentified 28%

732 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 4 0 0 0 0 0 0 0 6 Eukaryota 72-100% Bacillariophyta 93-100%

24980 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 1 0 0 1 0 0 0 0 0 0 6 UIentified 64% UIentified

11427 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 0 0 1 0 0 0 0 0 0 6 Gammaproteobacteria 95-100% UIentified 80%

9220 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 2 0 1 0 0 0 0 0 0 6 Gammaproteobacteria 82-100% Thiothrix 61-100%

21417 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 1 0 0 0 0 0 0 6 Gammaproteobacteria 86-100% Thiothrix 77-100%

24277 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 5 0 0 0 0 0 0 6 Cyanobacteria 32-84% UIentified 21%

23528 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 6 Planctomycetes 35-97% Phycisphaera 84-94%

13674 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 1 0 0 1 0 0 0 0 0 6 Gammaproteobacteria 100% Thiothrix 99-100%

8698 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 2 1 0 0 0 0 0 6 Gammaproteobacteria 91-100% Thiothrix 86-100%

12248 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 2 0 0 0 0 0 6 UIentified 78% UIentified

13181 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 4 0 0 0 0 0 6 UIentified 65% UIentified

53801 0 0 0 3 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 6 Betaproteobacteria 100% Thiobacillus (most UI) 51-96%

29274 0 0 0 0 0 2 1 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 6 Eukaryota 26-96% Streptophyta (most UI) 96%

31613 0 0 0 1 0 1 0 0 0 0 0 1 0 0 1 1 0 0 0 0 1 0 0 0 0 6 Verrucomicrobia 95-100% UIentified 89%

21773 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 2 0 0 0 1 0 0 0 0 6 Gammaproteobacteria 86-99% Thiothrix 84-96%

817 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 2 0 0 1 0 0 0 0 6 Alphaproteobacteria 100% UIentified 93%

309 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 6 Gammaproteobacteria 79-98% UIentified 76%

2810 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 1 1 0 0 1 0 0 0 6 Gammaproteobacteria 88-97% UIentified 73%

203 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 1 1 0 0 0 6 UIentified 48% UIentified

9552 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 1 0 0 2 0 0 0 6 Spirochaetes 48-96% Turneriella 85-96%

57920 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 2 0 0 0 6 Epsilonproteobacteria 88-95% UIentified 49%

106325 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 2 0 0 0 6 Epsilonproteobacteria 87-95% UIentified 79%

37680 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 0 0 0 6 UIentified 68% UIentified

59321 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 4 0 0 0 6 Alphaproteobacteria (most UI) 48-86% UIentified 16%

32385 0 0 0 0 0 0 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 1 0 0 6 Cyanobacteria 81-100% UIentified 93%

41195 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 1 0 0 6 Alphaproteobacteria 83-100% UIentified 18%

480 0 1 0 1 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 6 Eukaryota 100% Bacillariophyta 100%

400 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 2 0 0 0 0 1 0 0 6 Eukaryota 98-100% Bacillariophyta 98-100%

24346 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 0 0 1 0 0 0 1 0 0 6 Gammaproteobacteria 91-100% Thiothrix 73-98%

19675 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 2 0 0 0 1 0 0 6 Gammaproteobacteria 83-100% Thiothrix 79-100%

19317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 1 0 0 1 0 0 6 Gammaproteobacteria 89-100% Thiothrix 84-99%

100 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 1 0 0 1 0 1 0 0 6 Gammaproteobacteria/Alphaproteobacteria100% Thiothrix/UIentified 98%

28831 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 2 0 1 0 0 6 Epsilonproteobacteria 91-100% UIentified 26%

11941 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 3 0 1 0 0 6 Alphaproteobacteria 91-100% Rhodobacter (most UI) 29-94%

77647 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 3 1 0 0 6 Epsilonproteobacteria (most UI) 63-96% UIentified 93%

10843 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 3 0 0 6 Gammaproteobacteria 97-100% Thiothrix 97-100%

23809 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 4 0 0 6 Epsilonproteobacteria (most UI) 74-92% UIentified 68%

76090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 6 Epsilonproteobacteria 71-96% UIentified 85%

76168 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 5 0 0 6 Epsilonproteobacteria (most UI) 65-93% UIentified 27%

25818 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 2 0 1 0 6 Gammaproteobacteria 96-100% UIentified 82%

22463 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 4 0 1 0 6 UIentified 75% UIentified

65965 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 1 0 6 UIentified 73% UIentified

41331 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 0 2 0 6 Cyanobacteria 92-100% GpX (most UI) 94%

9612 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 0 2 0 6 Cyanobacteria 54-91% UIentified 65%

66382 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 2 0 6 Bacteroidetes (most UI) 69-87% UIentified 9%

40022 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 3 0 6 Deltaproteobacteria 76-98% UIentified 45%

38719 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 3 0 6 Bacteroidetes 96-99% UIentified 42%

65745 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 6 Cyanobacteria 94-100% GpXIII 93-100%

72030 0 0 0 0 2 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 6 Eukaryota 87-100% Bacillariophyta 77-96%

37448 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 1 0 0 1 6 Alphaproteobacteria 99-100% UIentified 55%

57900 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 2 0 1 6 Cyanobacteria 85-97% UIentified 54%

69205 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 6 Cyanobacteria 76-100% UIentified 93%

70685 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 6 Cyanobacteria 73-100% UIentified 42%

47779 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 90% UIentified 28%

44038 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 82% UIentified 15%

54187 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 100% GpI 100%

54561 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 98% UIentified 93%

54122 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 67% UIentified 19%

54039 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified Proteobacteria 77% UIentified 42%

53513 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Verrucomicrobia 100% UIentified 79%

92230 4 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 72% UIentified 24%

48629 2 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 77% UIentified 32%

94579 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 88% UIentified 25%

97396 2 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 90% UIentified 27%

93266 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 98% UIentified 30%

91755 1 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% UIentified 91%

52393 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 69% UIentified 19%

91622 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% UIentified 76%

53608 0 0 0 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 96% UIentified 25%

67710 1 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 99% Bacillariophyta 98%

5260 0 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% UIentified 58%

55885 1 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 55%

56903 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 72%

45874 1 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 47% UIentified 15%

82786 2 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 68% UIentified 30%

67277 2 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 89% UIentified 22%

67291 1 0 0 0 1 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 67% UIentified 46%

80598 3 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% UIentified 54%

80611 1 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 53% UIentified 14%

42852 0 0 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified Proteobacteria 57% UIentified 9%

5227 0 3 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 74% UIentified 36%

85612 0 0 0 0 4 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Verrucomicrobia 100% Luteolibacter 100%

6586 0 3 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 64% UIentified 14%

53819 0 0 0 1 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Nitrospira 100% Nitrospira 100%

80044 0 0 0 0 1 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 93% UIentified 27%

81303 0 0 0 0 1 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 90% UIentified 14%

56255 0 0 0 3 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 99% GpI 98%

68292 2 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 98% UIentified 56%

54556 0 0 0 2 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 29%

43225 0 0 1 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Verrucomicrobia 94% UIentified 21%

80525 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Planctomycetes 93% UIentified 92%

81479 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 68% UIentified 28%

89185 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Acidobacteria 90% UIentified 89%

88869 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 100% Brachybacterium 100%

88487 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 100% UIentified 92%

89195 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 100% UIentified 89%

89667 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 99% UIentified 74%

88491 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 100% UIentified 89%

88572 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 53% UIentified 32%

88840 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 73% UIentified 12%

88517 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified Proteobacteria 74% UIentified 15%

53975 2 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 79% UIentified 56%

54010 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Planctomycetes 86% UIentified 60%

53490 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 57% UIentified 30%

45230 2 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 39% UIentified 20%

64067 0 0 0 0 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 84% UIentified 38%

54597 0 0 0 1 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 65%

56516 0 0 0 2 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 44%

5699 0 3 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 55%

56726 0 0 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 88% UIentified 63%

7738 0 1 0 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 77% UIentified 48%

8440 0 1 0 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified Proteobacteria 44% UIentified 22%

63386 0 0 0 0 1 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 46%

64659 0 0 0 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 92% UIentified 20%

56664 0 0 0 2 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 54%

55292 0 0 0 1 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 99% UIentified 45%

53621 0 0 0 1 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 79% UIentified 4%

63127 0 0 0 0 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 46%

62497 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 29%

62836 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 79% UIentified 15%

4867 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 95% UIentified 67%

7173 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 94% UIentified 48%

33200 0 0 0 2 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

35618 0 0 0 0 0 2 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 97% UIentified 61%

33080 0 0 0 0 1 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 91% UIentified 0%

32889 0 0 0 0 0 0 1 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 99%

4735 0 1 0 0 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 45% UIentified 17%
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32851 0 0 0 0 0 0 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

33162 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 93% UIentified 54%

32446 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

6040 0 3 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 100% Methyloversatilis 99%

52060 1 0 1 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 70% UIentified 43%

57107 0 0 0 1 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 66% UIentified 11%

68351 0 0 0 0 3 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 90% UIentified 76%

5670 0 2 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 57% UIentified 50%

47573 0 0 1 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 51%

55961 0 0 0 1 1 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

8096 0 1 0 0 1 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 96% Bacillariophyta 94%

56627 0 0 0 3 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 99% UIentified 20%

57407 0 0 0 1 0 1 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 87% UIentified 49%

65248 0 0 0 0 1 0 0 0 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 96% UIentified 9%

7794 0 1 0 0 0 0 1 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 58% UIentified 40%

32725 0 0 0 0 0 1 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 66% UIentified 54%

33142 0 0 0 0 0 0 0 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 88% UIentified 88%

53650 0 0 0 3 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Actinobacteria 84% UIentified 29%

7008 0 2 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 74%

53539 0 0 0 2 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 46% UIentified 6%

67394 1 0 0 0 1 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 86% UIentified 14%

54610 0 0 0 2 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 61%

68029 0 0 0 0 0 1 1 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 88% UIentified 52%

83122 0 0 0 0 0 0 0 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 97% UIentified 93%

65195 0 0 0 0 0 1 1 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Planctomycetes 81% UIentified 54%

8337 0 1 0 0 0 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 22%

55347 0 0 0 1 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Planctomycetes 100% Rhodopirellula 100%

64097 0 0 0 0 0 0 0 1 0 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 70% UIentified 56%

56003 0 0 0 2 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% UIentified 77%

57123 0 0 0 1 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 94% UIentified 34%

84461 0 0 0 0 0 0 0 2 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

85187 0 0 0 0 0 0 0 2 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

64532 0 0 0 0 0 0 0 1 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 5 Verrucomicrobia 100% Luteolibacter 99%

111267 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 5 TM7 95% TM7_genera_incertae_sedis 95%

11894 0 0 0 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 90% UIentified 57%

8516 0 0 0 0 2 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 5 UIentified Proteobacteria 65% UIentified 11%

5146 0 1 0 0 0 1 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 98% Bacillariophyta 98%

9572 0 0 0 0 0 0 0 0 0 0 0 3 2 0 0 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 84% UIentified 82%

8613 0 0 0 0 0 0 0 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 92% UIentified 30%

40938 0 0 0 2 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 5 Deltaproteobacteria 100% UIentified 57%

41435 0 0 0 0 0 0 0 3 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 5 Fusobacteria 81% UIentified 33%

41299 0 0 0 0 0 0 0 3 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 61% UIentified 49%

8962 0 0 0 0 0 0 0 0 0 2 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 5 Deltaproteobacteria 85% UIentified 51%

10648 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 96% UIentified 32%

11165 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 5 UIentified Proteobacteria 84% UIentified 25%

38642 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 92% UIentified 47%

37656 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 5 UIentified 55% UIentified 32%

30317 0 0 0 4 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UIentified 78% UIentified 35%

31371 0 0 0 0 0 3 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 89% UIentified 60%

31466 0 0 0 0 3 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UIentified 76% UIentified 39%

30394 0 0 0 0 0 3 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 89% UIentified 19%

32050 0 0 0 1 1 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 98%

29059 0 0 0 0 1 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

30466 0 0 0 0 0 0 0 0 4 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UIentified 56% UIentified 35%

30231 0 0 0 0 2 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 99% UIentified 44%

31865 0 0 0 2 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 96% UIentified 72%

32282 0 0 0 0 1 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

30326 0 0 0 2 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UIentified Proteobacteria 47% UIentified 2%

31574 0 0 0 2 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 5 UIentified 74% UIentified 23%

6208 0 1 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% UIentified 24%

31330 0 0 0 0 0 0 0 2 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 100% Bacillariophyta 100%

31877 0 0 0 0 0 1 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 5 Cyanobacteria 88% UIentified 69%

11882 0 0 0 0 3 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 99% Bacillariophyta 96%

4534 0 1 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 5 UIentified 68% UIentified 65%

30130 0 0 0 0 0 2 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 5 UIentified 74% UIentified 19%

29285 0 0 0 0 1 0 0 0 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 92% UIentified 92%

28676 0 0 0 1 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 5 UIentified 59% UIentified 6%

29507 0 0 0 0 0 1 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 5 Eukaryota 91% UIentified 42%

29602 0 0 0 0 0 1 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 5 UIentified 57% UIentified 49%

29716 0 0 0 0 0 0 1 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 99% UIentified 65%

33879 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 1 0 0 0 0 0 0 0 0 0 5 UIentified 59% UIentified 11%

8711 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 1 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 92% UIentified 30%

32537 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 1 0 0 0 0 0 0 0 0 0 5 Gammaproteobacteria 92% UIentified 23%

29004 0 0 0 0 0 0 1 1 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 100% UIentified 61%

29659 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 1 0 0 0 0 0 0 0 0 0 5 UIentified 62% UIentified 15%

9000 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 100% UIentified 37%

30736 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 2 0 0 0 0 0 0 0 0 0 5 Alphaproteobacteria 98% UIentified 24%

40363 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 0 0 0 0 0 0 0 5 Betaproteobacteria 99% UIentified 39%

3159 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota 75-96% UIentified 87%

1381 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota 26-87% UIentified 86%

1544 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota 53-92% UIentified 63%

2780 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 83%

239 0 0 0 0 1 1 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota/Alphaproteobacteria 100% Bacillariophyta 100%

3360 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 99-100% UIentified 69%

885 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Betaproteobacteria 100% UIentified 90%

2670 0 3 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 97-100% UIentified 29%

162 0 0 0 1 2 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota/Betaproteobacteria 86-99% Bacillariophyta 100%

169 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 85-94% UIentified 12%

2171 0 0 0 1 2 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 60-92% UIentified 46%

127 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota/Betaproteobacteria 84-99% Bacillariophyta 97%

1743 0 0 0 0 0 0 0 1 1 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 41-100% UIentified 59%

2843 0 0 0 0 0 1 0 1 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Actinobacteria 77-99% Ilumatobacter (most UI) 90-97%

3885 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 5 Eukaryota 80% UIentified 76%

1806 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 5 UIentified 70% UIentified

1854 0 0 0 0 1 0 0 1 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 5 Bacteroidetes 92-99% UIentified 34%

3573 0 0 0 1 0 0 0 1 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 5 Gammaproteobacteria 92-100% UIentified 18%

3570 0 0 0 2 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 93-99% UIentified 20%

4157 0 0 0 1 0 0 0 2 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 41%

867 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Eukaryota (most UI) 49-82% UIentified 72%

818 0 0 0 2 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 5 UIentified 75% UIentified

864 0 0 0 1 0 0 1 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 98-100% UIentified 24%

3254 0 0 0 0 1 0 0 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% Rubribacterium (most UI) 76-95%

3120 0 0 0 0 0 0 1 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 97-100% UIentified 59%

425 0 0 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 98-100% UIentified 77%

436 0 0 0 0 0 0 0 1 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Gammaproteobacteria 98-100% Haliea (most UI) 94%

3914 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 1 0 0 0 0 0 0 0 5 Gammaproteobacteria 94% UIentified 50%

4176 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 1 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 44%

3097 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 1 0 0 0 0 0 0 0 5 Alphaproteobacteria 91-100% UIentified 47%

3705 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 Alphaproteobacteria 98% UIentified 29%

415 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 Eukaryota 85-100% Bacillariophyta 100%

594 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 UIentified 54% UIentified

1453 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 5 Eukaryota 98-100% Bacillariophyta 93-97%

1108 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 5 Alphaproteobacteria 42-99% UIentified 23%

1625 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 5 Alphaproteobacteria 99-100% Hyphomonas (most UI) 37-99%

2942 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 5 Alphaproteobacteria 97-100% UIentified 37%

438 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 5 Eukaryota 63-100% Bacillariophyta 100%

1229 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 5 Eukaryota 83-99% UIentified 85%

1639 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 2 0 0 0 0 0 0 0 5 Gammaproteobacteria 89-99% UIentified 52%

1690 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 5 Alphaproteobacteria 97-100% UIentified 62%

347 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 5 Eukaryota/Alphaproteobacteria 100% Bacillariophyta 100%

417 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 5 Eukaryota/Alphaproteobacteria 100% Bacillariophyta 100%

1400 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 5 Alphaproteobacteria 66-100% Hyphomonas (most UI) 61-97%

1674 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 5 Alphaproteobacteria 91-100% UIentified 26%

2467 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 5 Alphaproteobacteria 99-100% UIentified 87%

2897 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 3 0 0 0 0 0 0 0 5 Alphaproteobacteria 99-100% UIentified 67%

1052 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 0 0 0 0 0 0 0 5 Alphaproteobacteria (most UI) 69-96% UIentified 26%

1015 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 5 Eukaryota 96-100% Bacillariophyta 95-100%

23755 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 1 0 0 0 0 0 0 5 Spirochaetes 92% UIentified 84%

11487 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 0 1 0 0 0 0 0 0 5 Gammaproteobacteria 99% Thiothrix 99%

20217 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 1 0 1 0 0 0 0 0 0 5 Gammaproteobacteria 100% Thiothrix 100%

22467 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 1 0 0 0 0 0 0 5 Gammaproteobacteria 100% Thiothrix 100%

24573 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 0 0 0 0 0 0 5 Gammaproteobacteria 95% UIentified 67%

451 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 5 Alphaproteobacteria 100% UIentified 55%

12974 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 2 0 0 0 0 0 5 UIentified 36% UIentified 36%

15778 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 2 0 0 0 0 0 5 Cyanobacteria 97% GpI 94%

13529 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 5 UIentified 26% UIentified 26%

63646 0 0 0 0 1 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 5 Betaproteobacteria 100% UIentified 39%

3230 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 5 Eukaryota 95-100% Bacillariophyta 95-100%

58124 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 1 0 0 0 5 Gammaproteobacteria 96% Thiothrix 94%

106362 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 1 0 0 0 5 Epsilonproteobacteria 96% UIentified 75%

84419 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 5 Deltaproteobacteria 100% UIentified 62%

3207 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 2 0 0 0 5 Gammaproteobacteria 85-100% Thiothrix 71-99%

107234 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 2 0 0 0 5 UIentified 52% UIentified 33%

34864 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 5 Firmicutes 100% Streptococcus 100%

107532 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 4 0 0 0 5 Epsilonproteobacteria 94% UIentified 69%

106688 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 5 UIentified Proteobacteria 74% UIentified 54%

32583 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 5 Gammaproteobacteria 99% Thiothrix 94%

11425 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 1 0 0 0 0 0 0 1 0 0 5 Gammaproteobacteria 100% Thiothrix 100%

41632 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 1 0 0 5 Gammaproteobacteria 98% Thiothrix 94%

4206 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 0 0 0 0 1 0 0 5 Alphaproteobacteria 99% UIentified 44%

10350 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 1 0 0 0 1 0 0 5 Gammaproteobacteria 85% UIentified 82%

9357 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 1 0 0 1 0 0 5 Gammaproteobacteria 99% Thiothrix 99%

14611 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 2 0 0 1 0 0 5 Gammaproteobacteria 100% Thiothrix 99%

12055 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 1 0 0 5 Gammaproteobacteria 99% Thiothrix 99%

76229 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 5 Alphaproteobacteria 100% UIentified 87%

60218 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 1 0 0 5 Gammaproteobacteria 100% Thiothrix 98%

76964 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 1 0 0 5 Epsilonproteobacteria 97% UIentified 84%

79685 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 1 0 0 5 UIentified 77% UIentified 60%

78703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 1 0 0 5 Epsilonproteobacteria 96% UIentified 58%

76053 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 1 0 0 5 UIentified Proteobacteria 84% UIentified 51%
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1114 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 5 Alphaproteobacteria 100% Rhodobacter (most UI) 68-97%

266 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 5 Gammaproteobacteria/Eukaryota 100% Thiothrix 99%

25849 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 2 0 0 5 Gammaproteobacteria 95% UIentified 93%

35883 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 2 0 0 5 Gammaproteobacteria 90% UIentified 59%

75865 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 2 0 0 5 Epsilonproteobacteria 93% UIentified 75%

25530 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 2 0 0 5 Gammaproteobacteria 100% Thiothrix 100%

76773 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 5 Alphaproteobacteria 100% UIentified 64%

77370 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3 0 0 5 Epsilonproteobacteria 99% UIentified 82%

75606 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 0 0 5 Epsilonproteobacteria 94% UIentified 89%

75722 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 5 UIentified Proteobacteria 82% UIentified 71%

56245 0 0 0 1 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 5 Deltaproteobacteria 97% UIentified 39%

66454 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 5 Cyanobacteria 100% UIentified 62%

59243 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 1 0 5 UIentified 46% UIentified 26%

510 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 1 0 0 0 0 0 1 0 5 Gammaproteobacteria 67-98% UIentified 56%

24116 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 1 0 5 UIentified 74% UIentified 22%

58409 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 1 0 5 Deltaproteobacteria 92% UIentified 50%

3372 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 1 0 5 Cyanobacteria 45-90% UIentified 42%

21980 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 1 1 0 5 Gammaproteobacteria 100% Thiofaba 96%

26343 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 1 0 5 Cyanobacteria 98% UIentified 79%

54601 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 5 Eukaryota 98% UIentified 88%

38557 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 5 Betaproteobacteria 100% UIentified 89%

36932 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 2 0 5 Deltaproteobacteria 100% Desulfocapsa 100%

10320 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 2 0 5 Bacteroidetes 100% UIentified 9%

22104 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 2 0 5 UIentified 75% UIentified 33%

40405 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 0 5 Cyanobacteria 92% UIentified 33%

65477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 5 Cyanobacteria 100% UIentified 44%

75521 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 1 5 UIentified Proteobacteria 58% UIentified 24%

23660 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 1 5 UIentified Proteobacteria 78% UIentified 22%

41845 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 2 1 5 UIentified 34% UIentified 3%

15907 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 2 5 Cyanobacteria 95% UIentified 89%

17800 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 4 5 Cyanobacteria 92% UIentified 86%

69033 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 5 Cyanobacteria 95% UIentified 79%

69284 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 5 Cyanobacteria 98% UIentified 76%

99968 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 70% UIentified 33%

102002 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 43% UIentified 20%

4876 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 91% UIentified 27%

6420 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 100% UIentified 88%

6178 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 91% UIentified 31%

5858 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% UIentified 73%

5081 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 88% UIentified 55%

44973 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% Rhodomicrobium 96%

45827 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 83% UIentified 6%

44152 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 96% UIentified 29%

54335 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 86% UIentified 30%

53353 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 17% UIentified 13%

53656 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 68%

53711 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 19%

53934 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 15%

54287 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 91% UIentified 20%

56031 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 96% UIentified 42%

55197 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 97% UIentified 93%

55950 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 100% UIentified 71%

53984 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 89% UIentified 70%

53894 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 97% UIentified 51%

55838 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% UIentified 59%

54384 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 94% UIentified 26%

55203 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gemmatimonadetes 80% UIentified 80%

53544 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 77% UIentified 61%

53575 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 59% UIentified 57%

55450 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 76% UIentified 69%

49769 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 72% UIentified 11%

54152 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 31% UIentified 30%

45955 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 67% UIentified 34%

94201 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 89% UIentified 51%

7670 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 86% UIentified 11%

92162 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 97% Bacillariophyta 96%

93244 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 39% UIentified 7%

92237 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 65% UIentified 8%

4400 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 52% UIentified 17%

5005 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 61% UIentified 7%

54782 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 91%

7972 0 1 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% UIentified 60%

6646 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 28% UIentified 7%

56078 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 32%

66732 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% UIentified 75%

66785 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 41% UIentified 28%

81990 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 52% UIentified 15%

43142 1 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 72% UIentified 35%

48380 1 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 74% UIentified 16%

55945 0 0 0 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 70% UIentified 10%

81153 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 80% UIentified 36%

81674 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 93% UIentified 36%

80992 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 85% UIentified 26%

43776 0 0 1 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 94% UIentified 21%

67641 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 56% UIentified 21%

80157 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% UIentified 8%

80184 1 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 97% UIentified 35%

79842 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 76% UIentified 16%

5618 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 79% UIentified 64%

5935 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 78% UIentified 32%

55542 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% UIentified 76%

5728 0 1 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 65%

4812 0 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% Aquimonas 100%

80066 0 0 0 0 1 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 77% UIentified 20%

84824 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

83335 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 93% UIentified 93%

83064 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

83084 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 86% UIentified 85%

81922 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 74% UIentified 24%

84649 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 98% UIentified 37%

85095 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Deltaproteobacteria 100% UIentified 45%

84686 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 87% UIentified 69%

53865 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 39% UIentified 17%

54727 0 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 36% UIentified 6%

56346 0 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 80% UIentified 11%

80561 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 99% UIentified 64%

89012 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Actinobacteria 99% UIentified 93%

89147 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 57%

88994 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% UIentified 71%

88720 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 85% UIentified 20%

88541 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 TM7 98% TM7_genera_incertae_sedis 98%

88559 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 66% UIentified 13%

88605 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 50% UIentified 10%

90536 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 48% UIentified 23%

88309 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 79% UIentified 13%

53684 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% UIentified 58%

54810 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 94% UIentified 32%

52906 1 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 48% UIentified 12%

55984 0 0 0 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% UIentified 26%

7829 0 1 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 96% Bacillariophyta 95%

63335 0 0 0 0 2 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 76% UIentified 17%

45084 0 0 1 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 39% UIentified 39%

52069 1 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% UIentified 17%

54214 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 63% UIentified 19%

55352 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 68% UIentified 45%

62849 0 0 0 0 1 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 94% UIentified 31%

64112 0 0 0 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 20%

64360 0 0 0 0 0 0 1 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Verrucomicrobia 100% Luteolibacter 99%

62392 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 91% UIentified 10%

64186 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 46%

62721 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 65% UIentified 2%

4908 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 99% UIentified 47%

6473 0 1 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 58% UIentified 5%

35640 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 99% UIentified 25%

32759 0 0 0 2 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 72%

32512 0 0 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 43% UIentified 8%

34398 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 100% UIentified 50%

33065 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

33528 0 0 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 86% UIentified 34%

35045 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 93% UIentified 93%

32525 0 0 0 0 0 0 0 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

33096 0 0 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 97% UIentified 51%

32488 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 93% UIentified 90%

5192 0 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 89% UIentified 31%

54984 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 90% UIentified 38%

53494 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 51% UIentified 51%

54976 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 53% UIentified 40%

54807 1 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 32% UIentified 15%

67602 1 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 73% UIentified 21%

55178 0 0 0 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 23%

53867 0 0 0 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 60% UIentified 27%

6779 1 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Erythrobacter 99%

54366 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 6%

56477 0 0 0 1 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 61% UIentified 28%

80877 0 0 0 0 1 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 99% Bacillariophyta 99%

5554 0 1 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% UIentified 11%

84133 0 0 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 99% UIentified 47%

83228 0 0 0 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 96% UIentified 65%

55109 0 0 0 1 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 71% UIentified 13%

4471 0 1 0 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 51%
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55511 0 0 0 2 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 84% UIentified 24%

64404 0 0 0 0 1 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 91%

64639 0 0 0 0 1 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 93%

62895 0 0 0 0 0 0 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 73% UIentified 68%

63453 0 0 0 0 0 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 64% UIentified 12%

34353 0 0 0 0 0 2 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 44% UIentified 27%

35933 0 0 0 0 1 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 38% UIentified 25%

6124 0 1 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 60%

54364 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 92% UIentified 38%

54489 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 29%

5529 0 1 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 24%

56670 0 0 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

83666 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 68% UIentified 51%

56060 0 0 0 1 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 57% UIentified 48%

53576 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 90% UIentified 63%

55795 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 60%

57482 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 79%

54544 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

57099 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% UIentified 28%

95382 0 0 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 83% UIentified 79%

111254 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 84% UIentified 55%

110506 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 99% UIentified 17%

109927 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 44% UIentified 30%

8911 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 4 Deltaproteobacteria 89% UIentified 89%

7550 0 1 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 100% UIentified 38%

9853 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 30% UIentified 26%

10356 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 90% UIentified 19%

40484 0 0 0 0 2 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 94% UIentified 32%

32498 1 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 23%

32921 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 87% UIentified 62%

32628 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 76% UIentified 11%

9050 0 0 0 0 0 0 0 0 0 1 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 64% UIentified 43%

8982 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 88% UIentified 31%

36043 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 87% UIentified 37%

35913 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 91% UIentified 32%

5482 0 1 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 79% UIentified 2%

10804 0 0 0 0 0 0 0 0 0 1 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 87% UIentified 32%

10894 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 98% UIentified 85%

8998 0 0 0 0 0 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 80% UIentified 30%

40660 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 86% UIentified 22%

11064 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 94% UIentified 14%

10522 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 79% UIentified 19%

37201 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 98% Thiothrix 95%

37714 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 4 UIentified 55% UIentified 13%

37388 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 69% UIentified 28%

37993 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 84% UIentified 55%

30639 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Verrucomicrobia 99% Haloferula 97%

30222 0 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 88% UIentified 34%

31156 0 0 0 2 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Verrucomicrobia 97% Luteolibacter 96%

30356 0 0 0 1 0 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Cyanobacteria 80% UIentified 38%

30982 0 0 0 1 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 UIentified 46% UIentified 7%

29136 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 100% UIentified 48%

29948 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 100% UIentified 44%

30738 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 61%

31978 0 0 0 1 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 UIentified 60% UIentified 5%

28739 0 0 0 0 0 1 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 89% UIentified 72%

6756 0 2 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 4 UIentified 41% UIentified 24%

31035 0 0 0 2 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 26%

7573 0 1 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 42%

7477 0 1 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 92% UIentified 68%

28996 0 0 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 92% UIentified 19%

31268 0 0 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 4 UIentified 75% UIentified 15%

10577 0 0 0 2 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 90% UIentified 26%

9917 0 0 0 0 0 1 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 4 UIentified 61% UIentified 59%

12042 0 0 0 0 0 0 0 0 0 2 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 33%

29664 0 0 0 0 0 0 1 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 4 UIentified 76% UIentified 31%

5377 0 1 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 UIentified 48% UIentified 39%

28445 0 0 0 0 1 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 UIentified 45% UIentified 8%

30704 0 0 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 86% UIentified 67%

5454 0 1 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 99% Bacillariophyta 98%

29985 0 0 0 1 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 50%

30607 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 4 UIentified 28% UIentified 24%

30594 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 21%

8307 0 1 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 95% UIentified 89%

8899 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 83% UIentified 76%

29168 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 83% UIentified 10%

30912 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 99% Bacillariophyta 98%

29033 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 20%

11602 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 17%

29051 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

60132 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 4 Betaproteobacteria 100% UIentified 82%

56952 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 71%

10218 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 1 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 89% UIentified 23%

36202 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 19%

37059 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 4 Gammaproteobacteria 100% Thiothrix 100%

37534 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 0 0 0 4 UIentified 58% UIentified 29%

57890 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 45% UIentified 9%

8710 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 4 UIentified 66% UIentified 61%

9915 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 44% UIentified 7%

9046 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 0 0 0 0 0 0 0 0 0 4 UIentified 45% UIentified 5%

36342 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 0 0 4 Bacteroidetes 100% UIentified 6%

58380 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 4 UIentified 67% UIentified 57%

21576 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 1 0 0 0 0 0 0 0 0 4 UIentified Proteobacteria 84% UIentified 18%

3856 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 34%

3390 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 41%

396 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 95% UIentified 33%

253 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 78%

2613 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 100% UIentified 93%

4286 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 20%

300 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 97% UIentified 90%

3462 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 28%

492 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Betaproteobacteria 97% UIentified 34%

40 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

2122 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

4321 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 98% Bacillariophyta 98%

274 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 52%

3121 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Betaproteobacteria 100% UIentified 30%

36 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 UIentified 71% UIentified 28%

2445 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 96% Bacillariophyta 96%

3472 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 45%

450 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Rubribacterium 99%

3917 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 50%

442 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 44%

3654 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 88%

1548 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 UIentified 53% UIentified 40%

3561 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 70%

335 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Cyanobacteria 100% UIentified 85%

2589 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Deltaproteobacteria 99% UIentified 24%

3056 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

593 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 32%

3186 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 11%

1815 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 4 UIentified 30% UIentified 30%

1989 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 4 UIentified Proteobacteria 83% UIentified 18%

3457 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 76%

1189 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 0 0 4 Planctomycetes 98% Phycisphaera 98%

1152 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 4 UIentified 71% UIentified 34%

2059 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 4 Betaproteobacteria 89% UIentified 55%

3859 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UIentified 78% UIentified 2%

4023 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UIentified 50% UIentified 17%

2541 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 97% UIentified 90%

1076 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 90% UIentified 58%

4227 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UIentified 79% UIentified 49%

2661 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 89%

1930 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 4 UIentified Proteobacteria 59% UIentified 53%

1937 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 13%

2299 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 97%

2231 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 62%

3399 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 4 UIentified Proteobacteria 73% UIentified 20%

2453 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 4 UIentified 62% UIentified 62%

1411 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 0 0 4 UIentified 64% UIentified 5%

179 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 4 UIentified 69% UIentified 27%

1423 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 1 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% UIentified 18%

2488 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 47%

2147 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

1241 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Eukaryota 100% Bacillariophyta 100%

216 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 76%

375 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 90% UIentified 21%

383 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 92% UIentified 3%

3601 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 97% UIentified 35%

2656 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Eukaryota 91% UIentified 91%

408 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 UIentified 39% UIentified 9%

1584 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Hyphomicrobium 96%

1201 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 10%

265 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Cyanobacteria 90% UIentified 51%

64 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 96% UIentified 46%

120 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 4 UIentified 44% UIentified 27%

2155 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 27%

297 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 87% UIentified 10%

1046 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 43%

3482 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 4%
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2756 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 80%

126 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 0 0 0 0 0 0 4 UIentified Proteobacteria 67% UIentified 8%

19 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 0 0 0 0 0 0 0 4 Alphaproteobacteria 95% UIentified 91%

1905 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Hyphomonas 100%

137 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 32%

2712 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 18%

333 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Eukaryota 84% UIentified 78%

211 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 98% UIentified 14%

219 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 89% UIentified 26%

2045 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Eukaryota 94% UIentified 71%

842 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% Pelagibius 95%

457 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 0 0 4 Alphaproteobacteria 100% UIentified 79%

512 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 4 UIentified Proteobacteria 51% UIentified 27%

270 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 4 Alphaproteobacteria 91% UIentified 16%

587 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 4 Alphaproteobacteria 99% UIentified 83%

9073 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 1 0 0 0 0 0 0 4 Gammaproteobacteria 98% Thiothrix 96%

23711 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 4 UIentified Proteobacteria 68% UIentified 56%

23848 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 4 Alphaproteobacteria 100% Roseospira 100%

9642 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 4 Betaproteobacteria 99% UIentified 77%

13132 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 4 Gammaproteobacteria 99% UIentified 83%

14058 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 0 0 4 Cyanobacteria 84% UIentified 55%

16568 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 0 0 0 0 0 4 UIentified 77% UIentified 72%

13539 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 4 Gammaproteobacteria 100% Thiothrix 100%

13534 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 4 Alphaproteobacteria 90% UIentified 35%

3924 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 4 Alphaproteobacteria 88% UIentified 16%

3860 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 4 Alphaproteobacteria 95% UIentified 44%

1926 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 1 0 0 0 0 4 Alphaproteobacteria 100% UIentified 72%

10201 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 2 0 0 0 0 4 Alphaproteobacteria 100% UIentified 34%

59593 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 0 0 4 UIentified Proteobacteria 70% UIentified 67%

1867 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 0 0 0 0 4 Alphaproteobacteria 99% UIentified 44%

113442 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 4 UIentified Proteobacteria 84% UIentified 56%

53695 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 UIentified 47% UIentified 2%

328 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 1 0 0 0 4 UIentified 59% UIentified 6%

24745 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 1 0 0 0 4 Cyanobacteria 91% UIentified 61%

107969 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 4 Bacteroidetes 98% UIentified 6%

37361 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 2 0 0 0 4 Bacteroidetes 100% UIentified 30%

59720 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 4 UIentified 57% UIentified 15%

61705 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 4 UIentified Proteobacteria 79% UIentified 12%

19356 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 2 0 0 0 4 UIentified 45% UIentified 29%

108739 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 0 4 Epsilonproteobacteria 100% UIentified 93%

109504 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 0 4 Epsilonproteobacteria 91% UIentified 84%

107010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 0 4 UIentified Proteobacteria 82% UIentified 69%

107685 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 4 Epsilonproteobacteria 97% UIentified 76%

106097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 4 Epsilonproteobacteria 88% UIentified 45%

105727 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 0 0 4 Epsilonproteobacteria 87% UIentified 41%

106771 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 4 UIentified 66% UIentified 1%

33437 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 1 0 0 4 Betaproteobacteria 100% Hydrogenophaga 100%

10408 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 1 0 0 4 Gammaproteobacteria 89% UIentified 87%

57807 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0 4 Gammaproteobacteria 100% Thiothrix 100%

2432 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 1 0 0 4 Firmicutes 99% Clostridium XI 97%

463 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 1 0 0 4 UIentified Proteobacteria 64% UIentified 30%

23823 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 1 0 0 4 Gammaproteobacteria 100% Thiothrix 100%

24337 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 1 0 0 4 UIentified 62% UIentified 43%

8712 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 1 0 0 4 UIentified Proteobacteria 83% UIentified 76%

8965 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 1 0 0 4 Epsilonproteobacteria 96% UIentified 35%

4302 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 1 0 0 4 Alphaproteobacteria 100% UIentified 55%

77977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 4 Betaproteobacteria 94% UIentified 14%

61520 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 1 0 0 4 Gammaproteobacteria 100% UIentified 82%

76429 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1 0 0 4 UIentified Proteobacteria 83% UIentified 43%

19909 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 2 0 0 4 UIentified 61% UIentified 30%

6068 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 4 Alphaproteobacteria 100% UIentified 19%

26982 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 2 0 0 4 Gammaproteobacteria 98% UIentified 68%

22360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 2 0 0 4 Gammaproteobacteria 93% UIentified 91%

23447 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 4 UIentified Proteobacteria 76% UIentified 29%

17004 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 0 0 4 Gammaproteobacteria 98% Thiothrix 98%

10041 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 2 0 0 4 UIentified Proteobacteria 63% UIentified 47%

57946 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 0 4 Gammaproteobacteria 91% UIentified 88%

59562 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 3 0 0 4 UIentified 70% UIentified 64%

20860 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 4 Betaproteobacteria 100% Propionivibrio 98%

22912 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 3 0 0 4 Epsilonproteobacteria 96% UIentified 83%

909 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 4 Alphaproteobacteria 100% Methylocystis 100%

76651 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 4 Epsilonproteobacteria 92% UIentified 38%

76621 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 4 Epsilonproteobacteria 96% UIentified 89%

75901 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 4 Gammaproteobacteria 97% UIentified 53%

57146 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 Alphaproteobacteria 100% UIentified 63%

62952 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4 Gammaproteobacteria 99% UIentified 21%

59487 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 4 Gammaproteobacteria 99% UIentified 63%

41122 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 1 0 4 UIentified 45% UIentified 9%

41268 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 1 0 4 Bacteroidetes 98% UIentified 27%

65597 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 4 Epsilonproteobacteria 97% UIentified 83%

11976 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 1 0 4 Alphaproteobacteria 92% UIentified 71%

36199 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 1 0 4 Deltaproteobacteria 94% UIentified 63%

56183 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 4 Alphaproteobacteria 100% UIentified 36%

20294 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 0 4 Bacteroidetes 100% UIentified 32%

2429 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 4 Alphaproteobacteria 100% UIentified 79%

53952 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 4 Cyanobacteria 99% UIentified 31%

41512 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 0 4 Bacteroidetes 95% UIentified 42%

65565 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 0 4 UIentified Proteobacteria 78% UIentified 40%

65584 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 4 Cyanobacteria 99% GpXIII 98%

65593 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 4 Cyanobacteria 99% GpXIII 98%

65608 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 4 Deltaproteobacteria 91% UIentified 24%

28097 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 1 4 UIentified 79% UIentified 65%

27176 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 1 4 UIentified Proteobacteria 77% UIentified 21%

75355 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 4 UIentified Proteobacteria 74% UIentified 24%

26017 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 1 1 4 Cyanobacteria 83% UIentified 61%

13975 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 4 Epsilonproteobacteria 89% UIentified 37%

66304 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 4 Cyanobacteria 88% UIentified 65%

69086 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 4 Cyanobacteria 97% UIentified 75%

70146 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 4 Cyanobacteria 88% UIentified 72%

99159 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 93% UIentified 12%

5845 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 98% UIentified 69%

6221 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Aeromonas 99%

4440 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% UIentified 89%

4470 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 96% UIentified 69%

4465 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 88% UIentified 12%

8057 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 64% UIentified 38%

48101 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 70% UIentified 14%

52548 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 59% UIentified 9%

46162 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 81% UIentified 22%

49150 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 96% UIentified 64%

48537 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 80% UIentified 26%

43399 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 19% UIentified 9%

53987 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 33% UIentified 9%

7957 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 35% UIentified 12%

4745 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 63%

54100 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 21%

54227 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Phenylobacterium 100%

53649 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 90% UIentified 30%

53724 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 94% UIentified 58%

54246 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 6%

54256 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 11%

54365 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 22%

54723 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 36%

55567 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 89% UIentified 43%

57021 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 18%

53661 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% UIentified 93%

54013 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 98% UIentified 81%

54452 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 94% UIentified 11%

54492 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 96% UIentified 12%

54612 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 84% UIentified 78%

54562 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 100% UIentified 56%

53824 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 84% UIentified 74%

53675 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 83% UIentified 48%

54112 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 98% UIentified 36%

53582 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 59% UIentified 21%

53603 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 75% UIentified 33%

53862 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 74% UIentified 70%

54060 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 72% UIentified 20%

54241 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 69% UIentified 6%

54897 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 79% UIentified 74%

55015 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 24% UIentified 24%

55535 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 20% UIentified 20%

55097 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 73% UIentified 12%

55164 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 54% UIentified 13%

55301 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 75% UIentified 10%

56118 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 60% UIentified 9%

56496 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 63% UIentified 11%

54385 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 80% UIentified 77%

93732 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 84% UIentified 22%

46104 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 91% UIentified 12%

48694 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 88% UIentified 27%

49650 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 58% UIentified 19%

44818 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 62% UIentified 13%

50725 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 72%

54252 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

97738 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 95% UIentified 38%

93592 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 77% UIentified 29%

94298 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 77% UIentified 46%

47086 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 71% UIentified 12%

49861 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 65% UIentified 20%
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51823 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 46% UIentified 8%

93930 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 99% UIentified 85%

68149 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 77% UIentified 20%

6503 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 78% UIentified 68%

4926 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 97% Bacillariophyta 97%

6504 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 99% UIentified 83%

6314 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 34% UIentified 3%

53702 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 65%

54706 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 40% UIentified 20%

67883 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 77% UIentified 20%

6027 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 53%

54320 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 51%

56414 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 98% Cerasicoccus 94%

66958 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 66% UIentified 50%

67894 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 69% UIentified 11%

67318 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 98%

67716 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 68% UIentified 17%

67165 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 47% UIentified 7%

67901 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 78% UIentified 15%

79900 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 54% UIentified 19%

81345 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 60% UIentified 13%

81756 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 14% UIentified 4%

55985 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 97% UIentified 62%

55102 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 100% UIentified 60%

57466 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 86% UIentified 81%

54149 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 75% UIentified 57%

82530 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 79% UIentified 9%

44508 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 54% UIentified 40%

52362 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 73% UIentified 37%

53625 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 90% UIentified 67%

81120 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Planctomycetes 80% UIentified 36%

80486 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 43% UIentified 12%

82788 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 51% UIentified 13%

44171 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 100% UIentified 50%

81288 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 91% UIentified 20%

80229 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 91% UIentified 60%

80182 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 29% UIentified 5%

4373 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 10% UIentified 10%

48539 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Planctomycetes 90% UIentified 83%

57042 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Deltaproteobacteria 100% UIentified 71%

50321 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 95% UIentified 47%

54376 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 64%

56418 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 87% UIentified 8%

54266 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 60% UIentified 17%

56501 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 32% UIentified 12%

8358 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Planctomycetes 86% UIentified 82%

50545 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 95% UIentified 28%

80072 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 57% UIentified 12%

7318 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 52%

54473 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 53%

54446 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% UIentified 32%

54248 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% UIentified 59%

87255 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 85% UIentified 23%

86769 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 55% UIentified 55%

85337 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% UIentified 67%

83411 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Deltaproteobacteria 99% UIentified 80%

85101 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

86228 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 99% Bacillariophyta 99%

83606 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 99% UIentified 93%

83421 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 67% UIentified 13%

84582 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 77% UIentified 25%

84254 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 81% UIentified 8%

54816 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 89% UIentified 83%

54811 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

53729 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 45% UIentified 11%

68837 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Altererythrobacter 99%

81594 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 63% UIentified 43%

55721 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 25%

54900 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 59% UIentified 36%

55472 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 8% UIentified 4%

56408 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 17% UIentified 11%

55466 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 84% UIentified 70%

86206 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 89% UIentified 89%

88397 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 100% Brachybacterium 94%

88480 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 96% UIentified 54%

88970 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 95% UIentified 57%

89021 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 96% UIentified 57%

89130 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 98% UIentified 77%

88768 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 66%

89231 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 78%

89278 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 55% UIentified 55%

89541 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 52% UIentified 9%

89575 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 19% UIentified 3%

89851 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 48% UIentified 7%

90013 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 37% UIentified 34%

88365 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 76% UIentified 25%

64395 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 97% UIentified 44%

54945 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 86%

63843 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 87% UIentified 17%

63806 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 81% UIentified 18%

7373 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

6216 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 77% UIentified 10%

56852 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 81% UIentified 5%

55562 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Anderseniella 100%

53892 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Roseomonas 96%

54454 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 39%

54565 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 77% UIentified 25%

54840 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 71% UIentified 34%

65230 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 24%

4714 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 68% UIentified 31%

55153 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 95% UIentified 23%

57303 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 94% UIentified 70%

62656 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 76% UIentified 68%

62872 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 58% UIentified 35%

64084 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 25% UIentified 11%

63763 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 41% UIentified 20%

7316 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 98% UIentified 38%

56480 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 70% UIentified 16%

63962 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 43%

33310 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 74% UIentified 55%

56159 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 83% UIentified 4%

64399 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 30% UIentified 30%

63211 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 80% UIentified 32%

56018 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 90% UIentified 12%

56420 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 65% UIentified 3%

35315 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 78% UIentified 74%

63022 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 39% UIentified 33%

63984 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% Thiobacillus 97%

63799 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 60% UIentified 60%

65235 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 49% UIentified 14%

64540 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 61% UIentified 32%

33427 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 97% UIentified 29%

34719 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 49% UIentified 11%

55252 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Parvularcula 100%

32384 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 90% UIentified 72%

64793 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Porphyrobacter 97%

63071 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 98% UIentified 31%

62701 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 94% UIentified 15%

63580 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 23%

62771 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 84% UIentified 33%

63200 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% UIentified 77%

62351 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 55% UIentified 2%

34151 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 98% UIentified 53%

33038 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 94% UIentified 89%

33216 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 91% UIentified 85%

35263 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 99% Bacillariophyta 99%

32642 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 97% Thiothrix 94%

33157 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 66% UIentified 63%

33462 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 43% UIentified 28%

32873 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 80% UIentified 4%

33460 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 75% UIentified 17%

56193 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 37%

52441 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 27%

54587 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Acidobacteria 99% Gp4 99%

55882 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 52%

57563 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 16%

54199 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 40% UIentified 40%

54857 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 39% UIentified 6%

55028 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 68% UIentified 4%

55927 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 46% UIentified 3%

55315 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 81% UIentified 12%

55973 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 71% UIentified 12%

56360 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 41% UIentified 6%

97660 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 98% UIentified 92%

57246 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 89% UIentified 85%

57048 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 70% UIentified 17%

66821 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Rubribacterium 95%

67215 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 74% UIentified 32%

68658 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 45% UIentified 38%

80050 1 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 96% UIentified 71%
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46429 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 79% UIentified 22%

55124 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% UIentified 11%

66684 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 59% UIentified 6%

80253 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 95% UIentified 47%

54127 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 38%

55159 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 99% UIentified 21%

57555 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 78% UIentified 15%

68141 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 99% UIentified 43%

83415 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 99% UIentified 42%

84101 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 68% UIentified 49%

84802 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 49% UIentified 44%

86051 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 94% UIentified 89%

54705 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 92% UIentified 14%

53700 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% Parabacteroides 100%

54178 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% UIentified 44%

53837 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 75% UIentified 46%

34134 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 67% UIentified 56%

33208 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 74% UIentified 24%

63291 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 60% UIentified 10%

63757 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 11%

62477 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 82%

62335 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 65% UIentified 33%

62861 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 77% UIentified 36%

64400 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 64% UIentified 24%

6748 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 81% UIentified 54%

56059 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Acidobacteria 100% Gp3 100%

54506 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 17%

55534 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 40%

56006 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 40%

54768 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 46% UIentified 2%

55890 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 84% UIentified 26%

80448 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% UIentified 81%

80522 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 72% UIentified 66%

84556 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 88% UIentified 57%

82993 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 96% UIentified 14%

87869 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 83% UIentified 60%

84052 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 74% UIentified 18%

35316 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 41%

63778 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 39%

65163 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 86% UIentified 70%

63455 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 51% UIentified 6%

65277 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 80% UIentified 34%

110073 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Pelagibius 95%

110007 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 41%

110003 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

110187 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 96% UIentified 79%

110483 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 80% UIentified 78%

110599 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 91% UIentified 13%

109852 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 44% UIentified 43%

110166 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 61% UIentified 28%

11017 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 93% UIentified 23%

10381 0 0 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 97% UIentified 54%

9601 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 77% UIentified 63%

11111 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 53% UIentified 6%

8948 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

11434 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 96% UIentified 85%

10969 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 94% UIentified 42%

10959 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 75% UIentified 38%

11014 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 89% UIentified 34%

9664 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 78% UIentified 74%

9081 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 92% UIentified 53%

6499 0 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Citreicella 94%

34577 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 95% Bacillariophyta 95%

32750 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

32928 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

32767 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 77% UIentified 77%

8846 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 75% UIentified 23%

34622 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 88% UIentified 25%

32930 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 91% UIentified 43%

35606 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 93% UIentified 29%

33924 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 74% UIentified 22%

39625 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 82% UIentified 12%

37463 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 98% UIentified 48%

10754 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 90% UIentified 66%

37516 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% UIentified 41%

37774 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 83% UIentified 51%

37126 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 99% Thiothrix 99%

36481 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 43% UIentified 32%

36919 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UIentified 75% UIentified 32%

36141 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 82% UIentified 17%

36605 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 84% UIentified 28%

37515 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 65% UIentified 17%

37980 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 50% UIentified 13%

7702 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Armatimonadetes 82% UIentified 82%

4648 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 65% UIentified 44%

7533 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 50%

30623 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% UIentified 27%

31799 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 85% UIentified 17%

31857 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 98% UIentified 81%

4857 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 72% UIentified 56%

6422 0 1 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 65% UIentified 61%

29344 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 52% UIentified 19%

29960 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 43% UIentified 12%

29277 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 99% Bacillariophyta 99%

4704 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Cyanobacteria 82% UIentified 9%

29266 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 70% UIentified 3%

29248 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 40%

28882 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 100% UIentified 79%

31937 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 95% Chlorophyta 94%

30302 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 69% UIentified 66%

28853 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Actinobacteria 99% Ilumatobacter 98%

29086 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 96% UIentified 93%

31420 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Verrucomicrobia 100% UIentified 88%

31964 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 30%

29149 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 62% UIentified 11%

30099 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 80% UIentified 9%

31086 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 85% UIentified 85%

29584 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% Sandaracinobacter 99%

32024 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 54%

28542 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 95% UIentified 81%

32304 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 3 Firmicutes 88% UIentified 42%

31089 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 3 TM7 92% UIentified 92%

11545 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 100% UIentified 47%

29781 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 3 UIentified 69% UIentified 18%

7035 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 84% UIentified 45%

28389 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 UIentified 78% UIentified 78%

29036 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 UIentified 59% UIentified 50%

29506 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 UIentified 62% UIentified 56%

31320 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 21%

28508 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 97% UIentified 64%

30335 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

9859 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 3 UIentified 36% UIentified 33%

54643 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 17%

60482 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Betaproteobacteria 97% UIentified 37%

55787 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Croceicoccus 98%

33484 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 94% UIentified 48%

54451 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 30%

9100 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 81% UIentified 77%

59929 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 96% UIentified 54%

40902 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 3 Bacteroidetes 97% UIentified 34%

60842 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 88% UIentified 19%

58718 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Epsilonproteobacteria 100% Sulfurimonas 100%

57883 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% Thiothrix 96%

60143 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% UIentified 72%

58427 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 96% UIentified 59%

59379 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 76% UIentified 22%

8908 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 99% Thiothrix 98%

40779 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 3 Alphaproteobacteria 93% UIentified 39%

19709 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 3 Gammaproteobacteria 92% UIentified 82%

10431 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 3 UIentified Proteobacteria 81% UIentified 77%

22402 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 3 Bacteroidetes 98% UIentified 17%

22194 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 3 Bacteroidetes 95% UIentified 42%

19831 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 0 3 UIentified 40% UIentified 20%

2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Epsilonproteobacteria 89% UIentified 36%

4244 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 79%

458 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Bacteroidetes 100% UIentified 32%

230 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Betaproteobacteria 97% UIentified 23%

1351 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Gammaproteobacteria 100% UIentified 53%

128 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 72% UIentified 38%

1924 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 81% UIentified 4%

3598 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 83% UIentified 19%

3018 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

1845 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 91% UIentified 89%

963 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 62% UIentified 4%

3579 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 35%

341 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 85% UIentified 17%

1899 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Planctomycetes 100% UIentified 82%

2881 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 60% UIentified 22%

485 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Cyanobacteria 100% GpI 98%

1384 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 17%
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2343 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified 25% UIentified 18%

3798 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 72% UIentified 20%

2079 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Betaproteobacteria 93% UIentified 33%

2367 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

193 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 98%

3594 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 91% UIentified 91%

3951 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified 49% UIentified 49%

1557 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 23%

184 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 62% UIentified 49%

1172 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 45%

287 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 92% UIentified 16%

3418 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 43%

3839 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% Sandaracinobacter 100%

4297 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 44%

2263 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 98%

37 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Bacteroidetes 100% UIentified 38%

4264 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 94% UIentified 13%

1264 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 95% UIentified 20%

3647 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 92% UIentified 92%

151 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 9%

1391 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 32%

2421 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 58%

3802 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 94% UIentified 27%

308 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 96%

2344 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 98%

17 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 32%

2280 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Gammaproteobacteria 85% UIentified 63%

2600 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 UIentified 46% UIentified 26%

1003 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 89% UIentified 13%

3585 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 90%

4298 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Deltaproteobacteria 99% UIentified 40%

310 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 95% UIentified 89%

2921 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 94% UIentified 81%

900 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 48%

1500 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 3 UIentified 36% UIentified 19%

1012 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 3 Bacteroidetes 100% UIentified 48%

233 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 3 UIentified 69% UIentified 57%

1629 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 96% Bacillariophyta 96%

3603 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 39%

2945 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

3300 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 3 Gammaproteobacteria 90% UIentified 23%

269 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 39%

2959 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 3 UIentified Proteobacteria 72% UIentified 52%

1254 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 24%

2461 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 72%

487 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 68%

2174 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 93%

3969 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Cyanobacteria 97% UIentified 47%

182 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

1343 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 22%

823 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 3 UIentified 40% UIentified 9%

970 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 15%

1606 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 3 Alphaproteobacteria 98% UIentified 36%

3087 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 3 Eukaryota 90% UIentified 87%

1819 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 0 3 Eukaryota 100% Bacillariophyta 100%

226 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 81%

548 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 51%

1477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 96% UIentified 26%

1935 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 97% UIentified 22%

2605 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 45%

2524 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Eukaryota 98% Bacillariophyta 98%

2110 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 Eukaryota 80% UIentified 79%

852 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 3 UIentified 78% UIentified 78%

10840 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 94% UIentified 90%

24860 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 100% Thiothrix 100%

26047 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 97% UIentified 93%

11060 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 92% UIentified 79%

10173 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 88% UIentified 65%

24704 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 98% Thiothrix 97%

25269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 98% UIentified 85%

20400 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 100% Thiothrix 94%

21045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 3 Gammaproteobacteria 95% UIentified 88%

8941 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 3 UIentified 66% UIentified 11%

25231 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 3 Cyanobacteria 100% UIentified 57%

24081 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 3 UIentified Proteobacteria 84% UIentified 32%

30195 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 3 Alphaproteobacteria 99% UIentified 31%

30652 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 3 Alphaproteobacteria 100% UIentified 5%

23665 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 3 Gammaproteobacteria 100% Thiothrix 100%

29288 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 3 UIentified 50% UIentified 41%

15307 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 3 Alphaproteobacteria 88% UIentified 29%

13338 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 3 Betaproteobacteria 99% Thiomonas 99%

9900 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 3 UIentified 64% UIentified 26%

12151 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 3 Betaproteobacteria 100% UIentified 10%

13384 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 3 SR1 100% SR1_genera_incertae_sedis 100%

33394 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 Betaproteobacteria 99% UIentified 84%

10212 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 3 Betaproteobacteria 100% UIentified 85%

30070 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 3 UIentified 71% UIentified 68%

34149 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 3 Gammaproteobacteria 91% UIentified 69%

42263 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 3 UIentified 50% UIentified 30%

59404 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 3 UIentified Proteobacteria 80% UIentified 78%

20202 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 3 UIentified 29% UIentified 20%

23929 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 0 0 0 3 Deltaproteobacteria 92% UIentified 84%

55225 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 3 Betaproteobacteria 98% UIentified 33%

113898 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 3 Epsilonproteobacteria 99% Sulfurovum 99%

114366 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 3 Epsilonproteobacteria 94% UIentified 88%

113709 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 3 Epsilonproteobacteria 88% UIentified 60%

114070 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 3 Epsilonproteobacteria 86% UIentified 59%

4527 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 Alphaproteobacteria 98% UIentified 10%

41882 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 3 Cyanobacteria 85% UIentified 53%

32299 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 3 Eukaryota 97% Bacillariophyta 97%

1413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 3 Gammaproteobacteria 94% UIentified 40%

23621 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 3 Cyanobacteria 87% UIentified 57%

23618 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 3 Deltaproteobacteria 100% UIentified 60%

27507 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 3 Cyanobacteria 92% UIentified 76%

13971 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 3 UIentified 55% UIentified 55%

64303 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 1 0 0 0 3 Alphaproteobacteria 100% UIentified 85%

39264 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 3 UIentified 78% UIentified 20%

41593 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 3 UIentified 45% UIentified 10%

108328 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 3 Epsilonproteobacteria 94% UIentified 77%

63754 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 3 Epsilonproteobacteria 89% UIentified 28%

41263 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0 0 3 UIentified 74% UIentified 60%

59605 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 3 UIentified 50% UIentified 4%

24446 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 3 Bacteroidetes 97% UIentified 14%

24141 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 0 3 UIentified 56% UIentified 7%

14014 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 3 UIentified 27% UIentified 26%

107109 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 3 Alphaproteobacteria 100% UIentified 20%

106161 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 3 Epsilonproteobacteria 96% UIentified 82%

106801 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 3 UIentified 59% UIentified 17%

105797 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 3 UIentified Proteobacteria 79% UIentified 28%

56372 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 UIentified 53% UIentified 16%

64874 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 Gammaproteobacteria 100% Pseudomonas 95%

34364 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3 UIentified 60% UIentified 48%

66822 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 3 Alphaproteobacteria 98% UIentified 53%

36711 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 3 Alphaproteobacteria 100% UIentified 52%

57766 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 3 UIentified 63% UIentified 12%

488 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 3 UIentified Proteobacteria 33% UIentified 14%

2830 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 3 Gammaproteobacteria 99% UIentified 60%

20250 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 3 Gammaproteobacteria 96% Thiothrix 94%

10253 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 3 Gammaproteobacteria 85% UIentified 82%

58237 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 3 Alphaproteobacteria 99% UIentified 65%

28222 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 3 Gammaproteobacteria 100% Thiothrix 100%

76193 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 3 Alphaproteobacteria 93% UIentified 20%

78555 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 3 Alphaproteobacteria 99% UIentified 86%

79600 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 0 0 3 Epsilonproteobacteria 88% UIentified 59%

76072 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 3 Epsilonproteobacteria 94% UIentified 86%

77303 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 3 Epsilonproteobacteria 91% UIentified 66%

76237 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 3 Betaproteobacteria 100% UIentified 42%

60484 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 3 Betaproteobacteria 100% UIentified 84%

59819 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 3 UIentified Proteobacteria 83% UIentified 39%

26001 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 3 Epsilonproteobacteria 89% UIentified 43%

27174 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 3 UIentified Proteobacteria 83% UIentified 32%

76158 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 3 Epsilonproteobacteria 99% Arcobacter 98%

75814 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 3 Epsilonproteobacteria 95% UIentified 84%

76940 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 3 Epsilonproteobacteria 92% UIentified 57%

76871 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 3 Gammaproteobacteria 96% Thiothrix 96%

76459 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 3 Gammaproteobacteria 91% UIentified 87%

78715 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 3 Deltaproteobacteria 97% UIentified 53%

77007 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 Epsilonproteobacteria 100% Sulfurovum 97%

75991 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 Gammaproteobacteria 100% Thiothrix 100%

77404 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 3 UIentified Proteobacteria 47% UIentified 11%

57503 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 UIentified 66% UIentified 30%

65847 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 UIentified 47% UIentified 13%

10395 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 1 0 3 Betaproteobacteria 100% UIentified 89%

37130 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 3 Bacteroidetes 98% UIentified 28%

40313 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 3 UIentified 63% UIentified 27%

21301 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 1 0 3 UIentified 73% UIentified 28%

59010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 1 0 3 Gammaproteobacteria 100% UIentified 91%

66476 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 3 Deltaproteobacteria 98% UIentified 22%

66581 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 1 0 3 Deltaproteobacteria 98% UIentified 27%

10652 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 0 3 Deltaproteobacteria 96% UIentified 54%
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42314 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 1 0 3 UIentified 73% UIentified 55%

19723 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 3 Cyanobacteria 89% UIentified 62%

66475 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 3 Alphaproteobacteria 100% UIentified 34%

65747 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 3 Bacteroidetes 100% UIentified 9%

65628 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 3 Alphaproteobacteria 99% UIentified 81%

39857 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 3 Cyanobacteria 98% UIentified 52%

2832 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 3 Alphaproteobacteria 100% UIentified 36%

70 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 0 3 Eukaryota 100% Bacillariophyta 100%

25778 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 3 UIentified 58% UIentified 39%

66226 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 3 Cyanobacteria 99% UIentified 90%

66338 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 3 Deltaproteobacteria 97% UIentified 66%

65551 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 Alphaproteobacteria 100% UIentified 78%

66154 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 Chloroflexi 82% UIentified 62%

65440 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 Cyanobacteria 100% GpX 95%

65670 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 Eukaryota 90% UIentified 34%

65626 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 UIentified 50% UIentified 23%

65813 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 3 UIentified 48% UIentified 5%

25267 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 1 3 Gammaproteobacteria 90% UIentified 57%

73121 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 3 Epsilonproteobacteria 96% Sulfurovum 94%

69885 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1 3 Epsilonproteobacteria 88% UIentified 70%

65797 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 3 UIentified 60% UIentified 5%

66017 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 3 Alphaproteobacteria 99% UIentified 13%

65905 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 3 Gammaproteobacteria 100% UIentified 91%

37618 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 3 Cyanobacteria 100% UIentified 25%

25460 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 3 Cyanobacteria 100% UIentified 57%

26389 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 3 Cyanobacteria 94% UIentified 57%

71224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 3 Cyanobacteria 86% UIentified 66%

98909 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 64%

101057 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 97% UIentified 55%

98688 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 98% UIentified 44%

101660 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 95% UIentified 41%

100258 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 93% UIentified 67%

98985 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 15%

99049 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 69% UIentified 19%

99081 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 67% UIentified 33%

99315 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 62% UIentified 56%

99380 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 26% UIentified 16%

101006 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 40% UIentified 11%

101025 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 10% UIentified 10%

101368 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 58% UIentified 23%

8045 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 99% UIentified 62%

7115 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 98% UIentified 87%

5115 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 13% UIentified 10%

4777 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 41%

5830 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 92% UIentified 33%

4580 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 86% UIentified 20%

4429 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 52% UIentified 9%

5497 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 13% UIentified 6%

5902 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 76% UIentified 26%

6138 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 73% UIentified 19%

43806 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 87% UIentified 30%

43184 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 65% UIentified 20%

44598 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 17% UIentified 12%

47189 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 71% UIentified 29%

45480 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 48% UIentified 25%

46635 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 52% UIentified 5%

47841 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 35% UIentified 20%

7239 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 8%

6955 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 98% Bacillariophyta 96%

56167 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Acidobacteria 97% UIentified 61%

54694 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 95% UIentified 86%

53526 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 31%

53712 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 8%

53833 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 7%

53836 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 88% UIentified 35%

53909 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 22%

53932 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 71%

53937 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 58%

53980 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 14%

54000 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% UIentified 9%

54174 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 51%

54183 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 28%

54231 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 42%

54242 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 90%

54261 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 58%

54369 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 40%

54503 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 12%

54567 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 34%

55282 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 44%

55324 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 22%

55430 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 32%

55496 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 52%

55793 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 33%

55874 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 61%

55910 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 56%

56037 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 17%

56204 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% UIentified 40%

56644 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 10%

56921 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 40%

55243 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 93% UIentified 30%

56512 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% UIentified 29%

54070 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 95% UIentified 55%

54858 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 99% UIentified 41%

54090 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 95% GpI 94%

53915 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 98% UIentified 81%

57457 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 94% UIentified 67%

55360 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 89% UIentified 60%

53628 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 84% UIentified 55%

54569 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 98% UIentified 32%

54668 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 100% UIentified 46%

55323 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 89%

56849 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 66%

54943 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 92% UIentified 44%

56170 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 88% UIentified 24%

54707 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% UIentified 20%

55716 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% UIentified 14%

55668 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 11%

53590 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 22% UIentified 5%

53670 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 77% UIentified 68%

53770 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 78% UIentified 10%

54089 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 22% UIentified 3%

54283 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 4%

54375 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 62% UIentified 11%

54404 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 40%

54406 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 71%

54407 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 64% UIentified 10%

54456 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 16% UIentified 16%

54482 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 74% UIentified 45%

54501 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 38% UIentified 8%

54550 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 9% UIentified 7%

54774 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 8% UIentified 6%

54913 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 57% UIentified 11%

55158 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 17% UIentified 13%

55411 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 70%

55419 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 63% UIentified 18%

55434 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 49% UIentified 45%

55505 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 52% UIentified 2%

55669 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 14%

55776 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 43% UIentified 9%

55823 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 21% UIentified 19%

55893 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 24% UIentified 8%

55996 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 67% UIentified 64%

53475 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 44% UIentified 20%

53816 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 59% UIentified 13%

53926 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 58% UIentified 20%

54014 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 78% UIentified 30%

54147 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 80% UIentified 6%

54154 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 82% UIentified 19%

54577 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 80% UIentified 28%

54675 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 83% UIentified 18%

54889 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 36% UIentified 30%

55173 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 68% UIentified 18%

55651 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 70% UIentified 17%

56109 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 12%

56174 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 68% UIentified 23%

56286 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 61% UIentified 23%

56629 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 82% UIentified 47%

54449 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 100% UIentified 84%

5960 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 17%

7093 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 20%

4954 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 61% UIentified 19%

5450 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 48% UIentified 25%

6400 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 82% UIentified 36%

44931 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 47% UIentified 5%

48006 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 40% UIentified 24%

50651 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 69% UIentified 38%

53128 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 61% UIentified 15%

54249 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% UIentified 28%

57679 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

54226 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 21% UIentified 4%
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55977 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 68% UIentified 2%

56889 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 64% UIentified 34%

57255 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 81% UIentified 32%

93149 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Parvularcula 97%

93872 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Parvularcula 99%

93716 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 93%

92507 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 96% UIentified 41%

91251 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 82% UIentified 30%

96631 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 90% UIentified 84%

91334 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 32%

91608 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 51% UIentified 26%

92109 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 29% UIentified 5%

93074 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 8%

93281 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 78% UIentified 7%

93563 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 41% UIentified 9%

93971 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 53% UIentified 11%

94793 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 9% UIentified 6%

95763 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 33% UIentified 9%

96458 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 59% UIentified 23%

96575 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 67% UIentified 19%

96719 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 60% UIentified 20%

91233 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 55% UIentified 23%

92931 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 82% UIentified 62%

4925 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% UIentified 31%

6901 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 27%

8282 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 29%

4333 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 56% UIentified 44%

5552 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 26% UIentified 21%

7504 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 58% UIentified 5%

5655 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 90% UIentified 42%

55762 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

55602 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 43% UIentified 11%

54368 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 50% UIentified 13%

66696 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 51%

67577 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 37% UIentified 16%

66871 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 32%

68220 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 63%

66686 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% UIentified 38%

66896 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 70% UIentified 48%

67127 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 57% UIentified 30%

67178 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 70% UIentified 23%

67376 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 53% UIentified 4%

67836 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 58% UIentified 5%

67928 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 68% UIentified 14%

7109 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 10% UIentified 10%

45220 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 75%

42368 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 52% UIentified 10%

57124 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 97% GpI 96%

53633 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 96% UIentified 81%

57055 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 98% Bacillariophyta 98%

55018 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 67% UIentified 22%

55151 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 39% UIentified 37%

56891 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 71% UIentified 36%

54664 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 75% UIentified 21%

55692 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 38% UIentified 22%

82408 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% UIentified 35%

81436 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 27%

79769 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% UIentified 76%

81775 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% UIentified 75%

82825 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 92% UIentified 21%

80248 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 56% UIentified 7%

80262 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 66% UIentified 17%

81849 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 30%

81861 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 49% UIentified 12%

82703 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 45% UIentified 12%

67026 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 31%

67138 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 28%

67587 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 68%

68723 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 40%

68675 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 89% UIentified 46%

67693 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 35% UIentified 27%

68756 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 29% UIentified 19%

67863 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 70% UIentified 30%

79797 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 86% UIentified 21%

81136 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 86% UIentified 24%

81485 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 34%

82181 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 89% UIentified 9%

79926 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 38% UIentified 11%

80320 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 74% UIentified 50%

80333 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 18% UIentified 9%

81158 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 38% UIentified 37%

81166 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 71% UIentified 37%

80268 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 70% UIentified 12%

5669 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 65% UIentified 11%

5726 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 65% UIentified 56%

6530 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 39% UIentified 18%

6896 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 100% UIentified 79%

52094 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 98% Bacillariophyta 96%

55376 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% UIentified 14%

56466 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 27%

57190 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 31%

57356 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 95% Chlorophyta 95%

54899 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 87% UIentified 31%

55502 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 24% UIentified 16%

83961 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 87% UIentified 43%

87586 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 86% UIentified 18%

88212 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 20%

84086 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 96% UIentified 34%

85871 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 82% UIentified 82%

83585 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 59% UIentified 59%

85278 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 48% UIentified 30%

86089 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 30% UIentified 9%

86367 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 46% UIentified 38%

86630 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 74% UIentified 13%

88092 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 71% UIentified 20%

68508 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 85% UIentified 61%

67623 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 75% UIentified 24%

67730 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 74% UIentified 7%

67795 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 62% UIentified 10%

83051 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 29%

83830 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 16%

84288 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 15%

85307 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 34%

83473 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 95% UIentified 29%

85982 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 99% Bacillariophyta 99%

85725 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 96% Bacillariophyta 96%

83314 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 97% Bacillariophyta 94%

83303 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 93% UIentified 92%

84593 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 86% UIentified 85%

84611 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 90% UIentified 81%

83998 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 83%

83930 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 98% UIentified 59%

83011 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 73%

83120 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 16%

83311 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 19% UIentified 18%

83555 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 77% UIentified 77%

83798 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 78% UIentified 78%

84196 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 38% UIentified 21%

84363 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 75% UIentified 72%

84750 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 67% UIentified 64%

85411 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 62% UIentified 58%

86604 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 30% UIentified 7%

86634 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 70% UIentified 38%

86877 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 54% UIentified 10%

82848 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 70% UIentified 22%

83431 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 56% UIentified 7%

84026 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 77% UIentified 20%

85117 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 57% UIentified 13%

85937 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 70% UIentified 13%

43436 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 92% UIentified 44%

57248 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Sandaracinobacter 97%

55532 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% GpI 99%

56943 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 90% UIentified 43%

54832 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 87% UIentified 87%

56527 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 74% UIentified 72%

80480 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 68% UIentified 16%

86352 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

89717 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 100% Propionibacterium 99%

88682 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 99% UIentified 77%

88848 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 93% UIentified 43%

89082 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 96% UIentified 62%

90153 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 100% UIentified 51%

90462 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 100% UIentified 58%

90611 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 100% UIentified 45%

88778 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 47%

89169 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 55%

90217 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 61%

88511 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 82% UIentified 21%

89346 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 99% UIentified 17%

88710 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Alcaligenes 94%
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89935 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 97% UIentified 91%

89137 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 64%

88327 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 31% UIentified 5%

88390 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 9%

88512 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 78% UIentified 25%

88626 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 25% UIentified 8%

89358 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 77% UIentified 43%

89411 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 64% UIentified 6%

89571 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 51% UIentified 4%

89810 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 40% UIentified 8%

90382 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 22%

90440 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 71% UIentified 47%

90850 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 49% UIentified 12%

6405 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 43%

7952 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 96% Bacillariophyta 96%

49264 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 82% UIentified 30%

55621 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 91%

55719 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 72%

55902 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 61%

56148 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 86%

56832 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 20%

57213 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 26%

53707 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 90% UIentified 52%

54530 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 52% UIentified 25%

55134 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 50% UIentified 12%

55442 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 63% UIentified 32%

55635 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 53% UIentified 51%

57091 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 26%

55970 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 53% UIentified 14%

56227 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 72% UIentified 17%

55589 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 100% Haloferula 100%

63247 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

64692 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 27% UIentified 6%

64647 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 12%

65366 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 74% UIentified 31%

64265 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 26%

64333 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 69%

63045 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% UIentified 36%

65027 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 35% UIentified 22%

62329 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% UIentified 37%

62453 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 40%

63190 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 18%

63703 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 13%

65164 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 9%

63775 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 100% UIentified 74%

64090 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 36% UIentified 12%

63301 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 17%

63320 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 36%

64645 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 45%

63776 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 99% UIentified 48%

64340 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 53%

64878 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 89% UIentified 64%

63225 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 94% UIentified 88%

65270 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 97% UIentified 88%

64522 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 44%

64366 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 29%

65337 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 16%

62662 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 19% UIentified 14%

63276 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 55% UIentified 13%

63963 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 76% UIentified 76%

64608 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 61% UIentified 51%

64769 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 38% UIentified 36%

62668 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 77% UIentified 45%

64282 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 47% UIentified 24%

62395 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Actinobacteria 92% UIentified 91%

62585 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 23%

62673 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 70%

62680 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 85%

63300 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 58%

63380 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 14%

63383 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 14%

63656 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 39%

63788 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 30%

64000 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 28%

64039 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 18%

64138 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 39%

64188 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 28%

64208 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 21%

64615 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 45%

62333 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 88%

62649 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 97% UIentified 31%

64056 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 90% UIentified 26%

62951 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 92% UIentified 92%

63028 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Salinicola 100%

62345 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 63% UIentified 47%

62350 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 74% UIentified 71%

62480 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 64% UIentified 6%

62692 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 41% UIentified 6%

62783 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 31% UIentified 20%

63171 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 40% UIentified 36%

63287 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 57% UIentified 9%

63487 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 60% UIentified 37%

63539 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 39% UIentified 32%

63964 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 40% UIentified 6%

64726 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 72%

65006 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 52% UIentified 35%

62915 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 76% UIentified 46%

6206 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 37%

7730 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% UIentified 23%

5467 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 33%

6970 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 53% UIentified 13%

34862 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 93% UIentified 92%

32473 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 41%

33620 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 61% UIentified 27%

33922 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 76% UIentified 24%

34736 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 89% UIentified 87%

35751 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 90% UIentified 27%

34815 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 27%

35264 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 95% Luteolibacter 95%

35033 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% UIentified 32%

35535 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 30%

35105 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 99% Bacillariophyta 99%

32556 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 72% UIentified 25%

32953 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 27%

33750 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 19%

32383 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 94% UIentified 24%

34983 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 70% UIentified 23%

32517 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 36%

32954 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 73%

32495 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 84% UIentified 26%

33106 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 98% UIentified 78%

35498 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

34443 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 98% Bacillariophyta 97%

32625 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 77% UIentified 41%

33370 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 54% UIentified 8%

34386 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 77% UIentified 77%

4861 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 90% UIentified 60%

53751 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Acidobacteria 100% Gp16 100%

53705 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Acidobacteria 86% UIentified 69%

54427 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 31%

55030 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 77%

55232 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 45%

56013 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 23%

56417 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% UIentified 11%

56513 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 9%

56685 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 23%

57026 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 8%

57046 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 36%

57052 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 72%

57114 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 13%

57343 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 21%

57688 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 93% UIentified 8%

55032 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 96% UIentified 55%

54825 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 56%

54836 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 91% UIentified 53%

55859 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 91% UIentified 36%

54937 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 96% UIentified 29%

57157 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 16%

54703 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gemmatimonadetes 80% UIentified 80%

55734 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 99% Phycisphaera 98%

54579 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 96% UIentified 91%

54683 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 90% UIentified 73%

53569 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 24% UIentified 15%

53886 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 33% UIentified 6%

54169 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 67%

54206 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 37% UIentified 30%

54877 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 46% UIentified 22%

54936 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 41% UIentified 17%

54993 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 26% UIentified 23%

55053 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 70% UIentified 23%
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55236 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 64% UIentified 10%

55239 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 57% UIentified 57%

55415 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 7% UIentified 2%

55901 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 13% UIentified 6%

56728 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 33% UIentified 23%

53783 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 81% UIentified 17%

53977 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 80% UIentified 40%

55944 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 83% UIentified 27%

92827 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 17%

95993 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 67%

97785 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 99% Bacillariophyta 99%

92793 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 70% UIentified 1%

96634 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 34% UIentified 23%

97208 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 83% UIentified 21%

68684 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Erythromicrobium 94%

67457 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 33%

67740 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 82%

68465 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% UIentified 20%

67052 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% UIentified 10%

67032 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 9%

80735 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 51%

81473 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 85%

81913 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 87% UIentified 54%

80795 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 95% Phycisphaera 94%

81654 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 42% UIentified 3%

82413 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 71% UIentified 20%

81216 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 70% UIentified 26%

86095 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 52%

87104 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 53%

82957 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 95% UIentified 83%

86182 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 97% UIentified 74%

83533 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 96% UIentified 71%

88180 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 91% UIentified 32%

83300 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 29%

86043 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% UIentified 13%

84147 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 78% UIentified 63%

84764 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 36% UIentified 1%

85202 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 67% UIentified 65%

83713 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 16%

89330 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 67%

89987 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 24%

90180 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 86% UIentified 35%

88971 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 82% UIentified 73%

91057 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 17%

64345 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 41%

64494 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 80% UIentified 32%

65317 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 97% UIentified 27%

65194 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 93% UIentified 27%

65232 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 94% UIentified 93%

63456 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% UIentified 33%

63345 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% UIentified 80%

62945 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 59% UIentified 34%

62963 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 55% UIentified 4%

65082 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 9%

62765 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 30% UIentified 5%

34324 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 96% Bacillariophyta 96%

109854 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 91%

109886 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 83%

110006 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 28%

110024 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 60%

110091 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% UIentified 30%

110267 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 39%

110468 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 87% UIentified 68%

112088 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 13%

112295 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 11%

112370 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 11%

112856 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 43%

110873 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 98% UIentified 10%

111887 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 99% UIentified 15%

110788 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% UIentified 93%

110085 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 83% UIentified 35%

111429 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 94% UIentified 92%

110350 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 97% UIentified 88%

110354 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% UIentified 39%

111149 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% UIentified 35%

109799 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 57% UIentified 7%

109805 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 60% UIentified 38%

109899 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 32% UIentified 10%

109924 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 3%

109935 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 38%

110321 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 42% UIentified 20%

110444 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 44% UIentified 11%

110451 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 54% UIentified 21%

110479 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 75% UIentified 11%

111140 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 74% UIentified 59%

111193 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 42% UIentified 17%

111484 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 57% UIentified 17%

111490 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 30% UIentified 19%

111537 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 50% UIentified 33%

111545 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 33% UIentified 15%

111606 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 66% UIentified 21%

111737 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 45% UIentified 20%

112261 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 12% UIentified 10%

112366 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 77% UIentified 19%

112579 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 71% UIentified 71%

109983 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 75% UIentified 30%

109991 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 78% UIentified 17%

110799 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 72% UIentified 56%

110802 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 79% UIentified 29%

111178 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 76% UIentified 52%

110949 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 100% UIentified 92%

110953 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 100% UIentified 51%

10875 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 99% UIentified 67%

7346 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% UIentified 55%

4869 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 74% UIentified 4%

11673 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Skermanella 100%

10668 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 32%

11576 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 8%

8525 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 92% UIentified 72%

10622 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 39% UIentified 8%

9795 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 32%

8551 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 87% UIentified 86%

10943 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 79%

11058 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% UIentified 40%

8622 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 48%

8804 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% UIentified 16%

8976 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% UIentified 42%

9748 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 63%

11480 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% Thiothrix 98%

9043 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 90% UIentified 28%

9015 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 26%

11010 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 60% UIentified 19%

9733 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 76% UIentified 26%

9951 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 69% UIentified 66%

10327 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 65% UIentified 17%

11095 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 48% UIentified 14%

5177 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 24%

37012 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 87% UIentified 58%

41486 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 86% UIentified 83%

36521 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Epsilonproteobacteria 99% UIentified 70%

38770 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 96% UIentified 47%

39766 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 66%

38052 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 39%

41164 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 88% UIentified 14%

37706 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 77% UIentified 18%

40154 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 26%

35106 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% UIentified 84%

32844 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% Phycisphaera 100%

35763 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 33%

32808 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 48% UIentified 20%

11902 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 91% UIentified 67%

8752 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 86% UIentified 46%

11348 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 95% UIentified 41%

10152 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 90% UIentified 27%

8603 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 66% UIentified 11%

11054 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 48% UIentified 41%

10978 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 62% UIentified 21%

41148 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% UIentified 78%

38840 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 99% UIentified 39%

42090 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 95% UIentified 71%

39517 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% Thiothrix 99%

41351 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 93% UIentified 80%

39858 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 89% UIentified 67%

37141 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 52%

36500 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 69% UIentified 17%

36635 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 52% UIentified 35%

37029 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 52% UIentified 51%

37472 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 41% UIentified 12%

37725 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 70% UIentified 20%

38232 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 53% UIentified 20%
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38673 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 47% UIentified 23%

39568 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 59% UIentified 17%

39868 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 13% UIentified 4%

40071 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 47% UIentified 12%

40780 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 16%

36588 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 76% UIentified 26%

37705 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 60% UIentified 13%

38343 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 81% UIentified 29%

38897 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 83% UIentified 35%

39004 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 78% UIentified 26%

40696 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 78% UIentified 22%

7471 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 93% UIentified 93%

5821 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 95% UIentified 93%

30233 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 65%

30322 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% Cloacibacterium 99%

31726 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% Gemmata 98%

28977 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 100% Phycisphaera 100%

28933 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 49% UIentified 12%

29787 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 22% UIentified 2%

31976 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 66% UIentified 48%

30040 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 61% UIentified 26%

31845 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 42% UIentified 7%

32222 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 16%

29417 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 92% UIentified 88%

28308 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 90%

30400 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 99% UIentified 75%

30887 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 86%

31317 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 87% UIentified 33%

29045 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 94% UIentified 88%

29851 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 20% UIentified 17%

31743 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 100% UIentified 90%

30805 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% UIentified 41%

30447 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 85% UIentified 32%

31765 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 44% UIentified 43%

31023 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 81% UIentified 14%

31384 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 39% UIentified 10%

31604 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 64%

29188 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 51%

29624 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Planctomycetes 96% UIentified 88%

28332 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 60% UIentified 27%

29846 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 63% UIentified 12%

30299 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 57% UIentified 32%

30554 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 44%

30341 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 77% UIentified 24%

29845 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 36%

29964 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 88% UIentified 57%

28311 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 83% UIentified 47%

31487 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 92%

31754 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 28%

32156 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 68%

30229 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 99% UIentified 54%

28829 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 87% UIentified 50%

31083 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 85% UIentified 44%

28792 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 47% UIentified 45%

29576 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 55% UIentified 46%

30360 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 63% UIentified 62%

32010 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 55% UIentified 37%

30744 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 80% UIentified 31%

32217 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 64% UIentified 21%

9085 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 74%

11597 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 92% UIentified 33%

9517 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 59% UIentified 56%

9573 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 2 UIentified 60% UIentified 13%

31075 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Rubribacterium 94%

28643 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% UIentified 34%

29226 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 74%

30413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 95% UIentified 12%

29455 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% UIentified 45%

28357 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 99% Bacillariophyta 99%

28573 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 96% Bacillariophyta 96%

29297 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Eukaryota 92% UIentified 91%

29142 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 Firmicutes 100% UIentified 70%

29300 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 UIentified 79% UIentified 31%

29348 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 54%

30243 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 UIentified 46% UIentified 25%

28677 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 76% UIentified 35%

54634 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 17%

56217 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 84% UIentified 78%

55510 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Deltaproteobacteria 100% UIentified 57%

54793 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 97% UIentified 21%

54879 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 67% UIentified 44%

60958 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 81% UIentified 51%

58443 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Verrucomicrobia 81% UIentified 54%

33025 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 87%

35249 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 96% UIentified 76%

35669 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 UIentified 72% UIentified 22%

36074 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 UIentified 73% UIentified 23%

11749 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 85% UIentified 52%

9300 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 59%

10262 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 96% UIentified 16%

8511 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 UIentified 14% UIentified 12%

10086 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 UIentified 13% UIentified 8%

10193 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 70% UIentified 16%

38933 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 97% UIentified 29%

38389 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 99% UIentified 48%

38938 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 83% UIentified 34%

40054 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% Thiothrix 98%

42334 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% Thiothrix 98%

42152 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 73%

40317 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 UIentified 48% UIentified 44%

36212 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 67% UIentified 65%

36748 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 68% UIentified 5%

36777 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 53% UIentified 42%

33019 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 88% UIentified 21%

32181 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Thiothrix 100%

31360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% UIentified 28%

57966 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 98% UIentified 35%

59421 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Bacteroidetes 100% UIentified 89%

60727 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% Thiomonas 100%

58268 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 95% UIentified 26%

59170 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 72%

59129 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Cyanobacteria 100% GpIV 100%

59058 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% Thiothrix 100%

61274 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% Thiothrix 99%

57845 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 96% UIentified 86%

60155 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 92% UIentified 80%

59074 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 89% UIentified 51%

60721 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 46%

60895 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 89% UIentified 44%

58141 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 UIentified 45% UIentified 20%

61736 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 2 UIentified 17% UIentified 17%

6046 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 89%

21566 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 92% UIentified 92%

9997 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 83% UIentified 63%

22393 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 2 Gammaproteobacteria 93% UIentified 89%

22075 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 56% UIentified 55%

22183 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 2 UIentified Proteobacteria 48% UIentified 40%

2691 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 73%

2131 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Cyanobacteria 100% UIentified 84%

12 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Cyanobacteria 98% UIentified 68%

1374 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Cyanobacteria 96% UIentified 36%

2379 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 33% UIentified 5%

50 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 18%

22 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 83% UIentified 36%

356 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 38% UIentified 6%

467 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Actinobacteria 100% UIentified 45%

164 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% UIentified 56%

625 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 21%

984 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 43%

1054 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 25%

1585 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 50%

2306 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 30%

2564 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 17%

3759 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 43%

3891 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 48%

170 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 92%

181 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 95% UIentified 22%

228 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 94% UIentified 46%

964 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

3866 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

4313 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 99%

1039 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 93% UIentified 85%

147 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 92% UIentified 33%

615 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 54% UIentified 54%

1969 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 58% UIentified 14%

3442 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 18% UIentified 18%

4024 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 41% UIentified 36%

90 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 79% UIentified 21%

2567 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 36%

2676 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 40% UIentified 8%
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3423 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 65% UIentified 17%

4032 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 73% UIentified 15%

3303 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 96% UIentified 16%

4265 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Planctomycetes 94% UIentified 90%

661 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 61% UIentified 38%

1215 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 24% UIentified 16%

1261 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 24% UIentified 12%

1921 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 51% UIentified 14%

444 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 91% UIentified 38%

3011 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 76%

225 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 98% UIentified 29%

376 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 91% UIentified 89%

809 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 53%

91 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 60% UIentified 59%

446 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 56% UIentified 44%

576 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 39% UIentified 37%

298 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 66% UIentified 18%

1388 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 69%

1541 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 51%

2949 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 74% UIentified 43%

3063 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 44% UIentified 4%

1569 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% Rubribacterium 94%

460 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 24%

484 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 42%

606 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 86% UIentified 35%

3191 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 36%

2331 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 85% UIentified 43%

1799 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

779 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 99% Bacillariophyta 99%

4312 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 84% UIentified 84%

771 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 42%

278 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 93% UIentified 40%

2081 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 85% UIentified 40%

2612 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% UIentified 37%

3026 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% UIentified 30%

646 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 75% UIentified 75%

1523 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 54% UIentified 26%

2389 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 53% UIentified 22%

1444 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 80% UIentified 29%

3989 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 36%

43 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 42%

244 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 27%

365 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 54%

499 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 90% UIentified 37%

681 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 39%

1447 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 37%

2084 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 65%

2239 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% UIentified 21%

3049 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 30%

4240 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 36%

1463 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 100% UIentified 33%

275 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

2440 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 97%

2236 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 85% UIentified 21%

280 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 79% UIentified 66%

676 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 79% UIentified 45%

1509 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 71% UIentified 30%

24 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 65% UIentified 35%

706 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 69% UIentified 14%

118 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 82%

4092 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 82%

2020 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 98% Bacillariophyta 98%

69 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 99% Streptophyta 96%

58 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 87% UIentified 77%

55 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% Thiothrix 94%

3262 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 99% Thiothrix 94%

246 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 82%

3966 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Pelagibius 100%

68 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 17%

3291 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 82%

4242 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 33%

1704 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Bacteroidetes 100% UIentified 26%

1044 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Betaproteobacteria 89% UIentified 51%

3345 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

4317 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 93% UIentified 93%

2029 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 95% UIentified 89%

2929 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 94% UIentified 64%

1740 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 Firmicutes 100% UIentified 70%

598 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 28% UIentified 14%

3882 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified 62% UIentified 7%

1117 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 82% UIentified 8%

3764 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 75% UIentified 7%

3887 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 78% UIentified 33%

4187 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 41% UIentified 21%

23 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 14%

1653 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 2 Epsilonproteobacteria 96% UIentified 28%

1154 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 89% UIentified 9%

1564 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 30%

2871 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 83%

3618 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 39%

3428 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 Eukaryota 90% UIentified 78%

1886 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 UIentified 71% UIentified 28%

2328 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 UIentified 58% UIentified 45%

4027 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 UIentified 39% UIentified 7%

1089 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 67% UIentified 38%

1087 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 98% UIentified 92%

3280 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 2 Gammaproteobacteria 89% UIentified 55%

610 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 2 UIentified 75% UIentified 13%

3178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 74%

2213 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 2 UIentified Proteobacteria 68% UIentified 65%

2779 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Acidobacteria 93% UIentified 93%

2494 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% Azospirillum 100%

366 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 93% UIentified 17%

465 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 94% UIentified 37%

653 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 65%

1269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 21%

1471 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 29%

1626 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 97% UIentified 64%

2165 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 99% UIentified 31%

2312 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 100% UIentified 63%

2559 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Alphaproteobacteria 87% UIentified 21%

231 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Betaproteobacteria 98% UIentified 48%

87 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Eukaryota 100% Bacillariophyta 100%

3023 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Eukaryota 97% Bacillariophyta 97%

3101 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Eukaryota 97% Bacillariophyta 94%

707 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Gammaproteobacteria 98% UIentified 32%

775 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Gammaproteobacteria 94% UIentified 29%

235 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 Planctomycetes 100% Phycisphaera 95%

516 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified 69% UIentified 69%

566 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified 78% UIentified 54%

820 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified 40% UIentified 35%

1016 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified 54% UIentified 32%

1195 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified 63% UIentified 16%

2575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified 74% UIentified 68%

2760 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified 43% UIentified 19%

186 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified Proteobacteria 53% UIentified 17%

1084 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified Proteobacteria 65% UIentified 7%

1090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified Proteobacteria 47% UIentified 45%

1133 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified Proteobacteria 76% UIentified 59%

1705 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 19%

26065 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2 Gammaproteobacteria 86% UIentified 61%

9224 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 2 UIentified 71% UIentified 58%

26574 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 2 Bacteroidetes 86% UIentified 31%

25872 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 82%

23539 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 Bacteroidetes 97% UIentified 10%

26221 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 Gammaproteobacteria 98% UIentified 72%

27982 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 UIentified Proteobacteria 73% UIentified 70%

19914 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 2 Bacteroidetes 87% UIentified 16%

19791 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 2 UIentified 47% UIentified 15%

25426 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 Bacteroidetes 99% UIentified 26%

23584 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 Gammaproteobacteria 100% Thiothrix 98%

25437 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 Gammaproteobacteria 99% Thiothrix 98%

25678 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 Gammaproteobacteria 100% UIentified 88%

25114 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 Gammaproteobacteria 93% UIentified 51%

23779 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 UIentified 78% UIentified 66%

24196 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 UIentified 74% UIentified 1%

24358 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 UIentified 47% UIentified 11%

25172 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 2 UIentified 44% UIentified 12%

14537 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 Cyanobacteria 100% UIentified 78%

11471 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 2 UIentified 65% UIentified 63%

16200 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 2 UIentified 42% UIentified 41%

16977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 2 Alphaproteobacteria 86% UIentified 36%

16684 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 2 UIentified Proteobacteria 47% UIentified 38%

19444 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 2 UIentified 71% UIentified 12%

18021 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 2 Gammaproteobacteria 99% Thiothrix 97%

18127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 2 UIentified 13% UIentified 9%

16728 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 Epsilonproteobacteria 100% UIentified 91%

14381 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 UIentified Proteobacteria 80% UIentified 12%

57653 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 Cyanobacteria 94% UIentified 38%
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110504 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 2 Betaproteobacteria 100% UIentified 77%

36648 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 2 UIentified Proteobacteria 84% UIentified 51%

30116 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 2 UIentified 58% UIentified 55%

61803 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 2 Bacteroidetes 100% UIentified 42%

1785 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 Alphaproteobacteria 99% UIentified 87%

2889 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 Alphaproteobacteria 87% UIentified 34%

3258 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 Alphaproteobacteria 92% UIentified 50%

1949 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 Epsilonproteobacteria 91% UIentified 25%

977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 2 UIentified Proteobacteria 80% UIentified 17%

27381 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 2 Bacteroidetes 100% UIentified 22%

17180 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 2 UIentified 56% UIentified 6%

113852 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 Alphaproteobacteria 99% UIentified 19%

116514 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 Bacteroidetes 98% UIentified 24%

114012 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 Epsilonproteobacteria 100% Sulfurovum 95%

113428 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 Epsilonproteobacteria 98% UIentified 90%

113727 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 Epsilonproteobacteria 88% UIentified 75%

115641 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 UIentified 75% UIentified 24%

115766 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 UIentified 56% UIentified 4%

114399 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 UIentified Proteobacteria 61% UIentified 57%

114669 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 2 UIentified Proteobacteria 69% UIentified 45%

52810 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Cyanobacteria 90% UIentified 19%

49840 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Eukaryota 89% UIentified 23%

42652 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 67% UIentified 17%

48676 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 73% UIentified 29%

48902 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 11% UIentified 8%

50579 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 45% UIentified 24%

52012 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 63% UIentified 15%

48457 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified Proteobacteria 82% UIentified 18%

54285 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 99% UIentified 16%

55213 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 99% UIentified 54%

57135 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 99% UIentified 24%

55250 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Cyanobacteria 98% UIentified 49%

57515 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Eukaryota 91% UIentified 78%

55259 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Gemmatimonadetes 89% UIentified 89%

55815 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 43% UIentified 35%

91311 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 97% UIentified 28%

95321 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 99% UIentified 59%

93388 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Cyanobacteria 90% UIentified 61%

97482 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Cyanobacteria 100% UIentified 30%

92956 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Planctomycetes 91% UIentified 91%

93547 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 54% UIentified 26%

94677 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 57% UIentified 34%

95297 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 78% UIentified 14%

95323 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 71% UIentified 12%

96238 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 63% UIentified 17%

96511 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 39% UIentified 12%

96871 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 32% UIentified 4%

67686 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 97% UIentified 46%

80053 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 94% UIentified 15%

80888 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Cyanobacteria 99% UIentified 57%

80672 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 64% UIentified 31%

80910 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 53% UIentified 28%

81940 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 43% UIentified 12%

82436 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 67% UIentified 8%

84861 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 94% UIentified 26%

86851 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 97% UIentified 8%

84711 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Gammaproteobacteria 97% UIentified 37%

89356 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 Alphaproteobacteria 93% UIentified 90%

62425 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 60% UIentified 24%

107591 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 2 TM7 100% TM7_genera_incertae_sedis 100%

98624 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 2 UIentified Proteobacteria 66% UIentified 17%

41174 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 Bacteroidetes 100% UIentified 30%

41493 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 Chloroflexi 98% UIentified 41%

38059 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 25% UIentified 18%

40962 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 UIentified 13% UIentified 9%

36482 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 2 UIentified Proteobacteria 77% UIentified 52%

61688 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 2 Gammaproteobacteria 87% UIentified 67%

60388 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 2 UIentified 64% UIentified 64%

60877 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 2 UIentified Proteobacteria 75% UIentified 56%

22601 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 2 UIentified 67% UIentified 8%

564 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 2 Deltaproteobacteria 89% UIentified 69%

4147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 2 Epsilonproteobacteria 94% UIentified 49%

28079 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 2 Gammaproteobacteria 89% UIentified 82%

108509 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 Betaproteobacteria 88% UIentified 35%

108294 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 Cyanobacteria 83% UIentified 58%

107269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 Deltaproteobacteria 100% UIentified 93%

106479 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 Epsilonproteobacteria 94% UIentified 88%

108899 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 Epsilonproteobacteria 98% UIentified 34%

107206 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 UIentified 63% UIentified 50%

105892 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 UIentified Proteobacteria 76% UIentified 29%

107375 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 2 UIentified Proteobacteria 81% UIentified 39%

106477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 Bacteroidetes 97% UIentified 20%

106537 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 Bacteroidetes 94% UIentified 19%

109224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 Epsilonproteobacteria 95% UIentified 69%

105946 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 Epsilonproteobacteria 97% UIentified 33%

105876 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified 78% UIentified 41%

105983 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified 63% UIentified 13%

106329 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified 24% UIentified 20%

106634 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified 24% UIentified 5%

106662 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified 74% UIentified 72%

106860 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified 74% UIentified 57%

107509 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified 45% UIentified 12%

106869 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified Proteobacteria 36% UIentified 28%

108254 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified Proteobacteria 66% UIentified 28%

108413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 UIentified Proteobacteria 78% UIentified 30%

76771 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 Deltaproteobacteria 100% UIentified 72%

79172 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 UIentified Proteobacteria 80% UIentified 9%

34732 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 2 UIentified 10% UIentified 5%

11664 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 2 Alphaproteobacteria 100% UIentified 64%

9276 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 2 Gammaproteobacteria 90% UIentified 81%

10132 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 2 UIentified Proteobacteria 78% UIentified 50%

42087 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 2 Gammaproteobacteria 98% Thiothrix 95%

38692 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 2 UIentified 51% UIentified 51%

60660 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2 Gammaproteobacteria 100% Thiothrix 100%

59468 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2 Gammaproteobacteria 91% UIentified 63%

59066 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2 UIentified Proteobacteria 83% UIentified 80%

22094 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 Gammaproteobacteria 100% Acidithiobacillus 100%

22215 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 UIentified 71% UIentified 53%

19667 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 UIentified Proteobacteria 75% UIentified 74%

486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 Eukaryota 98% UIentified 93%

476 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 Eukaryota 83% UIentified 52%

489 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 UIentified 62% UIentified 11%

28090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 2 Epsilonproteobacteria 95% UIentified 34%

24193 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 2 Gammaproteobacteria 100% Thiothrix 100%

26305 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 2 Gammaproteobacteria 99% Thiothrix 96%

23897 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 2 Gammaproteobacteria 100% UIentified 35%

26510 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 2 UIentified 74% UIentified 33%

17748 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 Firmicutes 98% UIentified 65%

16068 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 Gammaproteobacteria 100% Thiothrix 99%

16644 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 UIentified 46% UIentified 17%

77347 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Alphaproteobacteria 95% UIentified 43%

77828 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Alphaproteobacteria 100% UIentified 69%

78768 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Alphaproteobacteria 99% UIentified 54%

76737 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Deltaproteobacteria 87% UIentified 63%

78557 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Epsilonproteobacteria 98% UIentified 92%

77493 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 Epsilonproteobacteria 99% UIentified 88%

76901 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 2 UIentified 51% UIentified 14%

77405 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 Bacteroidetes 98% UIentified 19%

78012 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 2 Epsilonproteobacteria 100% UIentified 83%

76011 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Alphaproteobacteria 95% UIentified 13%

78825 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Alphaproteobacteria 100% UIentified 63%

79314 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Alphaproteobacteria 99% UIentified 53%

76353 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Bacteroidetes 84% UIentified 23%

77575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Epsilonproteobacteria 91% UIentified 77%

76716 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Epsilonproteobacteria 90% UIentified 32%

75812 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 Gammaproteobacteria 96% UIentified 17%

75683 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified 74% UIentified 29%

76334 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified 62% UIentified 49%

76726 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified 23% UIentified 9%

77067 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified 79% UIentified 74%

76293 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified Proteobacteria 80% UIentified 29%

76546 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified Proteobacteria 78% UIentified 27%

77850 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified Proteobacteria 82% UIentified 59%

78835 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 2 UIentified Proteobacteria 64% UIentified 42%

6641 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 UIentified 41% UIentified 12%

4421 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 UIentified Proteobacteria 73% UIentified 19%

53830 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 Alphaproteobacteria 98% UIentified 24%

55260 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 Deltaproteobacteria 89% UIentified 51%

66292 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 Alphaproteobacteria 97% UIentified 47%

65502 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 2 UIentified 25% UIentified 11%

39409 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 2 UIentified 79% UIentified 47%

40178 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 2 UIentified 29% UIentified 3%

28609 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 2 Bacteroidetes 96% UIentified 22%

58255 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 2 Gammaproteobacteria 95% UIentified 73%

61105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 2 UIentified 28% UIentified 21%

1184 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 2 Alphaproteobacteria 100% UIentified 87%

3140 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 2 Betaproteobacteria 98% UIentified 21%

27795 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 2 Chloroflexi 91% UIentified 67%

23977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 2 Cyanobacteria 85% UIentified 52%

25775 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 2 UIentified 54% UIentified 6%

66003 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 Alphaproteobacteria 99% UIentified 24%
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66127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 2 Deltaproteobacteria 96% UIentified 34%

66610 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 Bacteroidetes 100% UIentified 45%

66171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 Cyanobacteria 95% UIentified 67%

65818 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 Deltaproteobacteria 100% Desulfocapsa 100%

65422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 UIentified 73% UIentified 21%

65930 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 UIentified 31% UIentified 10%

65981 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 2 UIentified 75% UIentified 47%

66230 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 Cyanobacteria 96% UIentified 87%

65455 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 Deltaproteobacteria 96% UIentified 59%

65925 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2 UIentified 22% UIentified 16%

65805 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 Cyanobacteria 81% UIentified 65%

66214 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 Deltaproteobacteria 99% Desulfocapsa 97%

65843 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 Deltaproteobacteria 91% UIentified 67%

65556 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UIentified 65% UIentified 12%

65632 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UIentified 48% UIentified 23%

66312 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UIentified 47% UIentified 8%

66390 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UIentified 63% UIentified 43%

65875 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UIentified Proteobacteria 76% UIentified 21%

65886 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 UIentified Proteobacteria 80% UIentified 36%

72860 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 Cyanobacteria 82% UIentified 55%

41929 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 2 UIentified 74% UIentified 54%

15402 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 2 Chlorobi 100% Chlorobium 98%

71910 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 Bacteroidetes 98% UIentified 16%

73734 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 Bacteroidetes 99% UIentified 36%

70831 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 Cyanobacteria 89% UIentified 78%

75512 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 2 Epsilonproteobacteria 100% UIentified 52%

73238 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 2 UIentified Proteobacteria 73% UIentified 37%

66309 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 2 Cyanobacteria 94% UIentified 63%

70802 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 Bacteroidetes 100% UIentified 18%

73506 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 Cyanobacteria 83% UIentified 76%

70810 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 Cyanobacteria 97% UIentified 70%

74828 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 Gammaproteobacteria 87% UIentified 33%

69550 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 UIentified 69% UIentified 56%

72415 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 UIentified 65% UIentified 50%

72724 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 UIentified 77% UIentified 57%

73173 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 UIentified 58% UIentified 5%

98710 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 17%

101773 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 61%

104400 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 64%

98269 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 98% UIentified 70%

102991 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 95% UIentified 41%

101713 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 98% UIentified 40%

105017 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 92% UIentified 38%

104066 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 81% UIentified 28%

102111 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 86% UIentified 56%

98674 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Streptococcus 100%

101502 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 99% UIentified 11%

98534 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 12%

98936 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 8%

98946 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 9%

99931 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 36%

100056 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 35%

100494 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 17%

100520 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 33%

100631 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 8%

100919 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 19%

101459 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 25% UIentified 15%

101523 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 24%

101571 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 41%

101610 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 47%

102026 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 16%

102270 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 22%

102303 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 37%

103214 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 12%

103573 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 24%

103708 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 28% UIentified 8%

103917 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 69%

104118 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 4%

104419 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 31%

104573 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 13%

105021 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 36% UIentified 34%

105127 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 24%

99736 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 67%

99828 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 19%

102466 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 13%

103266 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 23%

103195 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 100% UIentified 80%

4595 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 72%

4834 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 14%

4918 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 42%

5001 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 40%

5170 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 73%

5593 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 90%

5989 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 28%

6317 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 90%

6327 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 12%

7309 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 20%

7536 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 86%

7556 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 50%

8351 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 22%

6971 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Methyloversatilis 99%

5278 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 27%

8147 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 43%

7683 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 84% UIentified 77%

5421 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 88%

5961 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 85%

7760 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 74%

7769 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 64%

7112 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 57%

6094 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 51%

8146 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 39%

6792 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 38%

6968 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 35%

7423 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 27%

6496 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 86% UIentified 4%

7628 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 97% Phycisphaera 96%

4663 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 30%

5050 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 17%

5383 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 11%

5776 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 21%

6342 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 20%

6426 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 64% UIentified 56%

6590 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 18%

6629 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 45%

6647 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 18%

6750 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 18%

6982 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 56%

7322 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 32%

7610 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 26%

8015 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 14%

8027 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 13% UIentified 7%

8228 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 19%

8317 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 31%

5606 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 49% UIentified 21%

5628 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 48%

8008 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 6%

8309 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 26%

45143 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 35%

46129 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 26%

47096 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 16%

51275 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 38%

46051 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 98% UIentified 93%

43586 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 19%

44083 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 37%

44834 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 25%

44932 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 27%

45224 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 4%

45752 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 24%

46052 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 22%

47355 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 19%

49147 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 47%

50673 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 8%

50774 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 28% UIentified 28%

51548 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 8%

53091 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 15%

45762 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 28% UIentified 14%

48833 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 25%

53411 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 56% UIentified 10%

57152 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 99% Gp6 97%

56668 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 98% Gp9 97%

53478 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 82% UIentified 69%

53797 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 89% UIentified 75%

54198 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 91% UIentified 89%

56265 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 89% UIentified 87%

54319 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 99% Ilumatobacter 98%

56720 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Ilumatobacter 100%

56289 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 81% UIentified 68%

55085 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Filomicrobium 100%

57266 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Oceanibaculum 100%

54243 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Parvularcula 98%
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53798 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Roseivivax 96%

56545 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% Rubribacterium 97%

53484 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 76%

53514 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 46%

53637 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 17%

53678 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% UIentified 15%

53688 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 14%

53738 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 34%

53746 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 68%

53766 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 20%

53835 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 44%

53940 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 90%

53966 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 11%

54037 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 51%

54150 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 28%

54158 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 13%

54186 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 18%

54238 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 56%

54321 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 39%

54323 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 45%

54363 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 9%

54382 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 15%

54471 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 11%

54485 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 17%

54524 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 26%

54595 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 28%

54621 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 19%

54641 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 51%

54693 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 33%

54711 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 25%

54735 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 43%

54888 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 16%

54970 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 56%

54975 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 28%

55066 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 45%

55073 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 41%

55150 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 20%

55176 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 78%

55187 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 46%

55237 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 67%

55285 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 34%

55418 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 21%

55499 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 24%

55503 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 24%

55550 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 39%

55570 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 41%

55573 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 16%

55600 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 36%

55638 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 47%

55661 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 27%

55664 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 32%

55694 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 46%

55779 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 67%

55784 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 35%

55803 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 34%

55829 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 14%

55865 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 35%

55870 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 20%

55907 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 8%

55916 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 90%

55957 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 37%

55998 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 46%

56012 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 56%

56019 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 19%

56033 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 43%

56075 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 21%

56130 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 3%

56206 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 28%

56207 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 23%

56211 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 37%

56212 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 47%

56236 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 50%

56241 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 59%

56343 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 36%

56347 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 14%

56389 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 13%

56444 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 32%

56447 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 30%

56449 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 21%

56459 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 17%

56460 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 47%

56514 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 31%

56523 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 32%

56622 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 61%

56640 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 16%

56647 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 61%

56683 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 23%

56690 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% UIentified 19%

56722 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 22%

56737 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 17%

56770 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 22%

56811 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 44%

56815 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 7%

56871 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 17%

56906 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 19%

56919 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 35%

56938 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 86%

56961 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 48%

57074 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 42%

57094 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 66%

57126 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 40%

57221 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 68%

57222 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 44%

57229 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 19%

57243 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 9%

57245 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 22%

57259 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 24%

57263 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 4%

57270 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 62%

57301 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 54%

57311 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 87%

57333 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 34%

57351 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 47%

57359 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 37%

57387 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 20%

57408 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 19%

57439 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 35%

57459 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 22%

57495 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 21%

57519 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 62%

57539 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 33%

57576 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 90%

57589 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 41%

57595 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 59%

57632 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 9%

57639 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 22%

55767 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Haliscomenobacter 99%

53697 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% UIentified 17%

54660 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% UIentified 88%

54666 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% UIentified 10%

54716 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% UIentified 15%

54803 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 9%

54928 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% UIentified 31%

55100 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 52%

55296 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 95% UIentified 16%

55825 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 85% UIentified 45%

55850 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 92% UIentified 31%

55964 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 86% UIentified 56%

56322 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 88% UIentified 58%

56574 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 81%

56934 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 81% UIentified 1%

57239 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 96% UIentified 10%

57568 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 20%

54893 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Massilia 98%

53660 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 20%

53760 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 90% UIentified 31%

55024 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 31%

55328 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 95% UIentified 25%

55346 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 21%

55880 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% UIentified 18%

55913 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 98% UIentified 35%

56015 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 93% UIentified 53%

56320 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% UIentified 49%

56553 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 96% UIentified 11%

56582 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 63%

56730 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 96% UIentified 34%

56883 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% UIentified 39%

57429 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 87% UIentified 24%

57543 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 93% UIentified 66%

57665 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chloroflexi 82% UIentified 80%
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57598 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 97% GpI 94%

56982 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% UIentified 90%

54512 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% UIentified 89%

54954 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 98% UIentified 87%

54059 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 95% UIentified 86%

57697 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 83% UIentified 83%

54428 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 90% UIentified 79%

56686 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 83% UIentified 78%

54959 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 89% UIentified 76%

54087 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 81% UIentified 75%

56621 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 93% UIentified 64%

57550 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 89% UIentified 63%

55765 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 92% UIentified 59%

54295 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% UIentified 55%

56247 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 100% UIentified 52%

57185 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 96% UIentified 51%

57544 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 83% UIentified 47%

56940 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 92% UIentified 46%

56785 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 84% UIentified 42%

54806 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 87% UIentified 35%

56886 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 82% UIentified 16%

53826 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 92% UIentified 49%

54001 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 82%

54165 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 75%

54895 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 97% UIentified 55%

56376 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 68%

56957 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 91% UIentified 17%

57241 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 99% UIentified 53%

57268 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 76%

57545 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 91% UIentified 52%

53936 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 99% Bacillariophyta 99%

54074 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 97%

54702 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 91% UIentified 91%

57481 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% UIentified 87%

56900 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 91% UIentified 55%

57397 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 93% UIentified 50%

54411 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 30%

54843 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 90%

55657 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 92%

56154 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 98% UIentified 71%

53947 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 91%

55117 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 82%

57526 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 68%

54267 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 55%

54651 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 47%

54356 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 45%

55809 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 44%

55975 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 41%

56845 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 41%

55667 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 37%

53506 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 87% UIentified 29%

55903 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% UIentified 28%

55199 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 88% UIentified 25%

56187 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 23%

54678 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 22%

54534 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 13%

55955 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 86% UIentified 9%

55764 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Nitrospira 92% UIentified 92%

55940 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 OD1 98% OD1_genera_incertae_sedis 98%

53667 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 99% Planctomyces 97%

53728 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 81% UIentified 52%

54123 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 89% UIentified 80%

54726 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% UIentified 75%

54760 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% UIentified 43%

56119 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 92% UIentified 28%

56179 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 89% UIentified 85%

56908 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 85% UIentified 50%

57261 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 99% UIentified 73%

53958 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Zavarzinella 99%

57627 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 TM7 89% UIentified 89%

53485 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 27%

53489 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 18% UIentified 16%

53515 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 13%

53517 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 11%

53525 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 16%

53541 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 6%

53542 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 8%

53546 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 8%

53550 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 7%

53571 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 67%

53589 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 14%

53609 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 8%

53612 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 5%

53616 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 31%

53634 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 64%

53685 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 17%

53745 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 16%

53767 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 61%

53791 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 25%

53834 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 64% UIentified 7%

53873 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 41%

53907 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 14%

53916 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 7%

53957 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 13%

53967 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 14%

53991 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 10%

54007 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 37%

54045 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 71%

54054 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 18%

54108 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 21%

54213 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 20%

54228 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 41%

54233 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 11%

54245 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 21%

54272 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 27%

54273 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 15%

54317 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 32%

54333 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 10%

54350 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 62%

54389 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 44%

54417 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 12%

54420 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 28% UIentified 3%

54508 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 24% UIentified 7%

54573 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 36% UIentified 36%

54578 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 34%

54594 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 18% UIentified 10%

54605 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 19% UIentified 4%

54618 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 39%

54644 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 11% UIentified 11%

54645 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 4%

54648 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 54%

54697 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 36%

54734 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 58%

54764 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 9% UIentified 6%

54813 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 4%

54833 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 31%

54846 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 26% UIentified 5%

54859 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 17%

54866 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 17%

54872 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 2%

54933 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 55%

54953 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 14%

54985 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 36% UIentified 25%

55039 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 17%

55044 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 13%

55081 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 22%

55111 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 18%

55166 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 18%

55169 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 15%

55205 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 47%

55211 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 4%

55258 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 12%

55264 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 12%

55265 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 15%

55284 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 6%

55336 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 13%

55391 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 8%

55393 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 56%

55395 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 30% UIentified 26%

55396 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 8%

55413 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 7%

55417 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 29%

55420 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 40%

55536 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 10%

55540 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 40%

55548 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 62%

55549 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 15%

55593 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 29%

55603 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 8%

55686 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 40% UIentified 12%
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55736 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 5%

55768 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 2%

55772 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 22%

55788 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 28%

55908 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 28% UIentified 9%

55917 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 33%

55931 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 28% UIentified 10%

55936 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 10%

55952 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 33%

55966 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 41%

56010 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 46%

56011 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 29%

56024 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 58%

56041 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 27%

56049 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 14%

56062 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 18%

56071 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 37% UIentified 37%

56088 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 34% UIentified 33%

56135 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 16% UIentified 2%

56144 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 34% UIentified 14%

56268 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 35%

56276 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 25%

56277 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 69%

56336 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 18% UIentified 10%

56356 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 33%

56401 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 17%

56412 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 26%

56419 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 48%

56451 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 26%

56481 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 3%

56506 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 24% UIentified 23%

56521 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 12% UIentified 12%

56522 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 13%

56606 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 3%

56623 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 35%

56696 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 7%

56761 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 12%

56763 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 2%

56777 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 8%

56882 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 19% UIentified 19%

56890 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 25%

56897 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 51%

56910 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 45%

56949 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 45%

56960 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 42%

56970 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 25% UIentified 10%

56977 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 21%

56996 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 9%

57007 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 17%

57012 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 6% UIentified 5%

57033 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 28%

57034 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 21%

57039 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 9%

57065 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 18%

57110 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 36% UIentified 17%

57139 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 76%

57165 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 22% UIentified 13%

57174 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 8%

57267 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 32%

57283 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 46%

57323 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 34%

57334 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 14%

57339 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 5%

57345 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 32%

57363 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 8%

57404 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 34% UIentified 19%

57410 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 25%

57418 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 7%

57473 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 12%

57477 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 9%

57478 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 27%

57483 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 14% UIentified 14%

57490 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 13%

57510 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 9% UIentified 8%

57528 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 6%

57538 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 74%

57594 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 11% UIentified 6%

57596 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 50%

57604 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 33%

57641 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 18%

57664 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 36%

57666 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 19%

53715 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 24%

53871 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 30%

53877 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 14%

54124 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 35%

54143 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 22%

54193 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 47% UIentified 25%

54322 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 24%

54541 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 47% UIentified 6%

54728 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 57% UIentified 11%

54757 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 28% UIentified 19%

54801 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 53% UIentified 26%

54819 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 58%

55000 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 14%

55019 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 45%

55221 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 49% UIentified 17%

55222 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 16%

55331 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 46% UIentified 25%

55372 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 22%

55504 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 26%

55557 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 20%

55642 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 14%

55691 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 29%

55728 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 27%

55756 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 36%

55909 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 45% UIentified 14%

56014 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 56% UIentified 19%

56058 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 36% UIentified 12%

56099 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 38%

56117 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 26%

56231 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 41% UIentified 17%

56308 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 31%

56332 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 63%

56350 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 46% UIentified 30%

56485 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 13%

56577 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 65% UIentified 14%

56591 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 46% UIentified 17%

56626 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 27%

56677 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 46%

56712 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 52% UIentified 24%

56836 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 14%

57149 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 26%

57150 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 8%

57276 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 46%

57358 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 55% UIentified 15%

57420 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 52% UIentified 28%

57431 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 31%

57450 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 28%

57455 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 49% UIentified 17%

57460 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 32% UIentified 22%

57474 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 16%

57569 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 30%

57581 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 55% UIentified 14%

57636 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 65% UIentified 19%

57662 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 29%

57695 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 23%

54024 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 95% UIentified 92%

54733 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 84% UIentified 64%

56393 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 81% UIentified 47%

57389 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% UIentified 58%

92944 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% Gp17 100%

95301 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 99% UIentified 3%

92327 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 21%

94194 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 42%

94254 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 11%

95190 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 40%

95352 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 29%

95630 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 93%

96666 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 20%

96812 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 44%

96895 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 27%

97746 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 17%

95554 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 83% UIentified 15%

97864 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 86% UIentified 13%

97127 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 94% UIentified 90%

92801 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 89% UIentified 73%

92267 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 100% UIentified 68%

94357 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 81% UIentified 66%

92069 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% UIentified 58%
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95289 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% UIentified 52%

92698 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 87% UIentified 51%

97658 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 91% UIentified 46%

97004 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 88% UIentified 43%

96674 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 88% UIentified 41%

97767 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 93% UIentified 38%

95602 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 81% UIentified 11%

91183 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 89% UIentified 52%

94143 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 66%

94442 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 81% UIentified 81%

95060 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 96% UIentified 81%

93051 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 84% UIentified 80%

96862 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 91% UIentified 42%

94857 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 43%

93915 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 34%

91900 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 19%

94939 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 89% UIentified 89%

91212 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 18%

91365 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 17%

91398 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 23%

91429 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 38%

91756 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 40%

91816 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 15%

91835 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 20%

91855 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 7%

92206 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 32%

92481 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 12%

92688 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 39%

92729 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 11% UIentified 3%

93114 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 8%

93138 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 36%

93280 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 72%

93371 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 18%

93468 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 5%

93553 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 11%

94374 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 8%

94457 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 10%

94573 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 56%

94601 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 15%

94833 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 37%

95119 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 9%

95145 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 34% UIentified 19%

95156 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 55%

95385 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 22%

95444 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 22%

95654 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 4%

95683 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 14%

95727 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 4%

95769 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 24% UIentified 13%

95783 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 69%

95873 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 9%

95875 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 10%

95948 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 21%

95957 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 39%

95962 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 34%

96182 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 5%

96342 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 6% UIentified 6%

96696 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 11%

96910 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 31%

96977 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 13%

96982 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 7%

97359 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 42%

97384 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 46% UIentified 28%

97509 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 64%

97791 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 21%

97854 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 7%

97858 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 4%

91839 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 6%

92299 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 44%

93260 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 15%

93595 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 6%

93688 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 14%

93897 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 26%

95825 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 50% UIentified 13%

95849 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 28%

95905 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 10%

96198 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 53% UIentified 13%

96251 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 15%

96431 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 35%

97024 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 35%

97090 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 20%

97379 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 18%

97642 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 63% UIentified 11%

97670 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 35% UIentified 26%

97971 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 13%

96213 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 98% Luteolibacter 98%

95864 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 86% UIentified 86%

67532 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Collinsella 100%

67878 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Erythromicrobium 98%

66682 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 52%

66763 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 20%

66797 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 92%

66870 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 78%

66982 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 62%

66988 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 32%

66989 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 26%

67024 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 40%

67054 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 14%

67228 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 24%

67366 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 17%

67465 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 69%

67664 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 40%

67806 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 64%

67816 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 61%

67831 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 22%

67893 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 18%

67949 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 43%

67977 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 33%

68049 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 89%

68050 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 14%

68260 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 43%

68274 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 67%

68317 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 12%

68371 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 74%

68433 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 52%

68609 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 29%

68628 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 65%

68726 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 34%

68736 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 11%

68785 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 21%

68938 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 23%

67381 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 85% UIentified 40%

68387 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 23%

68714 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 41%

68337 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 86% UIentified 83%

67862 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 96% UIentified 78%

68400 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 97% UIentified 78%

68322 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 83% UIentified 53%

67384 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 88% UIentified 47%

67150 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 82% UIentified 45%

68786 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 91% UIentified 32%

68441 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% UIentified 26%

67081 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

67407 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

68330 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

67582 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 95%

68177 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% UIentified 89%

68584 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 80% UIentified 80%

66645 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 80% UIentified 40%

67345 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 95% UIentified 19%

67644 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 38%

68114 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 18%

67042 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Aquimonas 97%

68966 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% UIentified 64%

68763 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 49%

68357 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 18%

67588 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 15%

67650 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 9%

67671 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 83% UIentified 49%

68974 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 SR1 100% SR1_genera_incertae_sedis 100%

66631 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 15%

66656 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 61%

66765 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 45%

66875 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 79%

66909 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 12%

67023 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 15%

67053 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 23%

67094 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 4%

67310 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 21%

67356 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 17%
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67408 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 20%

67514 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 19% UIentified 8%

67615 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 29%

67721 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 20%

67764 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 18%

67857 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 13%

68006 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 5%

68096 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 16%

68097 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 46% UIentified 27%

68148 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 37%

68316 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 7%

68454 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 6%

68455 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 42%

68551 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 18%

68611 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 63%

68613 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 5%

68635 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 57%

68701 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 25%

68713 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 36%

68729 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 21%

68758 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 10%

68946 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 2%

66761 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 48% UIentified 15%

67027 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 36%

67189 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 21% UIentified 15%

67333 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 34%

67687 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 31%

68007 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 8%

68257 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 3%

68391 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 24%

68808 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 10%

68873 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 13%

68982 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 25%

66807 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 87% UIentified 44%

67235 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 82% UIentified 69%

68833 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 88% UIentified 76%

68885 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 90% UIentified 83%

80866 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Iamia 98%

79787 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 16%

79845 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 20%

80109 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 24%

80352 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 31%

80396 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 33%

80626 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 13%

80911 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 11%

81032 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 38%

81103 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 66%

81126 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 20%

81165 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 51%

81225 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 31%

81812 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 24%

81937 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 23%

82350 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 10%

82447 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 41%

82604 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 31%

82687 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 12%

82700 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 22%

82748 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 35%

82841 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 47%

80900 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Achromobacter 95%

80188 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% Ralstonia 99%

82079 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 94% UIentified 64%

81437 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 89% UIentified 39%

81572 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 83% UIentified 38%

80972 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 99%

80517 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 86% UIentified 69%

80499 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 92% UIentified 38%

81200 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 99% UIentified 12%

81277 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 34%

82513 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 79%

80552 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 28%

81222 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 24%

82542 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Phycisphaera 100%

80810 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 83% UIentified 78%

82168 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 80% UIentified 50%

79791 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 10% UIentified 10%

79801 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 22% UIentified 14%

79852 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 21%

79870 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 26% UIentified 10%

79972 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 26% UIentified 12%

79974 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 64%

80010 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 28% UIentified 14%

80016 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 13%

80228 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 7%

80254 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 59%

80365 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 18% UIentified 5%

80420 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 15%

80511 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 23% UIentified 21%

80639 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 7%

80770 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 22%

80862 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 6%

81092 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 73%

81293 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 45%

81407 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 7% UIentified 6%

81451 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 30%

81571 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 4%

81624 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 23%

81689 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 31%

81759 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 17%

81851 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 17%

82041 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 12%

82044 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 24%

82071 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 39%

82221 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 40% UIentified 39%

82226 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 6%

82314 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 34%

82373 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 9%

82399 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 25%

82517 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 13%

82737 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 28% UIentified 14%

82844 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 7% UIentified 4%

79762 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 62% UIentified 5%

79981 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 37% UIentified 19%

80266 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 40%

80674 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 54% UIentified 5%

80873 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 17% UIentified 9%

80947 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 64% UIentified 33%

80995 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 56% UIentified 14%

81089 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 61% UIentified 51%

81195 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 18%

81382 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 41% UIentified 10%

81421 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 59%

81486 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 28%

81500 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 15%

81650 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 31%

81735 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 64% UIentified 14%

81836 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 4%

82011 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 37%

82210 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 57%

82476 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 52% UIentified 43%

82750 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 22%

82065 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% UIentified 86%

85860 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 98% Gp17 98%

88258 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 80%

85087 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Roseospira 96%

84202 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Sandaracinobacter 98%

83394 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 77%

83678 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 36%

83896 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 11%

84009 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 6%

84160 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 81%

84221 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 33%

84536 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 18%

84643 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 22%

84753 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 58%

84903 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 34%

85694 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 12%

85913 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 43%

86188 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 11%

86480 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 23%

87193 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 53%

87244 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 18%

87453 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 22%

87562 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 48%

87912 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 39%

88032 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 47%

84033 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 85%

87582 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 96% UIentified 20%

87970 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% UIentified 26%

83450 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 98% UIentified 56%
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85623 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% UIentified 26%

86097 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% UIentified 29%

87033 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 90% UIentified 18%

87739 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 79%

87789 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 91% UIentified 37%

87827 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% UIentified 31%

86987 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 82% UIentified 79%

85796 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 36%

87704 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 34%

87889 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 85%

83599 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

86224 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

86801 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

86748 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 99% Bacillariophyta 99%

82901 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 97%

83967 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 97%

83985 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 98% Bacillariophyta 97%

85854 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 97%

88205 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 96% Bacillariophyta 96%

83232 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 93% UIentified 93%

86847 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 92% UIentified 92%

83859 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 96% UIentified 88%

88245 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 87% UIentified 87%

82889 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 93% UIentified 84%

85927 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 90% UIentified 83%

86433 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Fusobacteria 98% UIentified 57%

85816 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Bowmanella 100%

88089 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 75%

82945 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 72%

83164 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 62%

87117 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 59%

86460 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 86% UIentified 48%

85681 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 42%

87629 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 42%

86132 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 27%

87552 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 22%

83902 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% UIentified 20%

83942 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 87% UIentified 11%

83229 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 83% UIentified 45%

84805 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 92% UIentified 62%

86021 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 96% UIentified 82%

86096 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 86% UIentified 85%

87136 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 90% UIentified 53%

87721 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 80% UIentified 79%

82855 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 1%

82926 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 43%

82944 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 24%

82996 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 3%

83217 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 44%

83242 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 3%

83252 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 37%

83486 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 59%

83589 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 78%

83625 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 22% UIentified 22%

83785 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 52%

83835 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 40% UIentified 40%

83940 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 7%

84184 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 23%

84237 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 12%

84345 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 29%

84405 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 69%

84442 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 63%

84452 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 21%

84549 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 51%

84562 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 57%

84653 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 64% UIentified 16%

84794 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 68%

84799 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 57%

84923 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 12%

84941 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 71%

85023 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 46% UIentified 34%

85036 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 3%

85038 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 64% UIentified 13%

85040 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 37% UIentified 33%

85065 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 19%

85233 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 42%

85254 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 64% UIentified 43%

85461 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 26%

85566 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 15%

85641 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 34%

86263 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 15%

86317 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 26%

86443 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 71%

86476 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 14%

86483 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 34%

86495 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 35%

86575 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 13%

86595 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 22% UIentified 22%

86685 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 36%

86861 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 6%

86957 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 7% UIentified 6%

87008 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 50%

87360 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 17%

87396 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 7%

87475 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 18%

87628 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 61%

87774 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 26% UIentified 19%

88047 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 8%

88067 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 29%

88116 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 45%

82947 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 56% UIentified 17%

82965 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 23%

83251 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 45% UIentified 9%

83271 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 43% UIentified 23%

83553 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 36% UIentified 19%

84011 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 21%

84015 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 44%

84035 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 15%

84205 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 9%

84417 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 48%

84443 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 23%

85085 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 47% UIentified 17%

85094 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 11%

85481 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 47%

85484 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 18%

85699 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 22%

85714 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 16%

85820 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 21%

85874 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 21%

85890 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 29%

86046 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 33% UIentified 12%

86149 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 19%

86174 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 39%

86325 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 11%

86687 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 15%

86977 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 41%

87065 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 64% UIentified 10%

87478 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 9%

87532 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 13%

88007 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 62% UIentified 21%

87183 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 100% UIentified 58%

87345 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 87% UIentified 41%

88732 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% Propionibacterium 98%

88460 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 88% UIentified 39%

88597 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 35%

89008 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 56%

89026 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 92%

89462 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 59%

89559 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 99% UIentified 48%

89953 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 95% UIentified 45%

90360 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 77%

90451 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 99% UIentified 63%

90504 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 72%

90830 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 86% UIentified 58%

90837 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 87% UIentified 48%

89964 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Hyphomicrobium 99%

88940 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 54%

89154 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 65%

89333 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 28%

89391 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 40%

89623 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 23%

90205 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 47%

90366 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 76%

89133 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 81%

90867 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 54%

89452 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chlamydiae 96% UIentified 87%

89446 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 83% UIentified 82%

91087 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

89671 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 98% Bacillariophyta 98%

90328 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 97%
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88784 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 99% Streptococcus 99%

88584 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiomicrospira 99%

89766 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 86%

90497 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 83% UIentified 34%

88353 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 20%

88394 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 42%

88506 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 68%

88678 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 22% UIentified 8%

88794 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 65%

89143 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 49%

89424 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 31%

89440 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 5%

89683 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 12% UIentified 4%

89781 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 9%

89965 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 69%

89995 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 26% UIentified 13%

90041 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 40% UIentified 29%

90128 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 17%

90138 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 10%

90495 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 13%

90709 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 28%

90733 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 34% UIentified 5%

90901 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 16%

90968 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 12%

90995 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 46%

91140 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 9% UIentified 5%

88862 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 65% UIentified 13%

89360 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 54% UIentified 15%

89669 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 24%

89950 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 32% UIentified 9%

90158 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 22%

90639 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 54%

90835 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 65% UIentified 34%

65333 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% Gp18 100%

63085 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 99% UIentified 82%

63719 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 97% UIentified 55%

64636 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Altererythrobacter 97%

64730 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Sphingobium 96%

62330 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 42%

62357 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 74%

62366 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 57%

62504 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 53%

62784 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 29%

62822 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 33%

62828 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 79%

62829 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 41%

62855 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 38%

62886 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 43%

62892 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 19%

62916 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 46%

62917 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 40%

62983 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 9%

63036 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 51%

63114 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 8%

63132 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 39%

63306 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 19%

63389 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 69%

63448 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 54%

63479 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 40%

63521 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 37%

63587 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 27%

63595 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 24%

63701 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 24%

63857 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 20%

63948 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 14%

63998 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 65%

64044 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 31%

64045 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 25%

64073 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 84%

64173 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 22%

64175 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 60%

64298 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 59%

64311 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 53%

64361 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 21%

64370 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 31%

64385 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 90%

64401 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 55%

64406 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 24%

64486 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 67%

64593 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 43%

64673 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 18%

64725 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 26%

64751 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 9%

64797 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 54%

64942 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 30%

64989 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 79%

65034 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 22%

65118 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 21%

65150 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 42%

65160 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 14%

65227 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 44%

65236 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 24%

65244 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 26%

65299 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 31%

65311 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 65%

65335 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 12%

65355 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 40%

62586 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 21%

62976 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% UIentified 16%

63011 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 93% UIentified 23%

63986 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 28%

64085 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 28%

64181 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 84% UIentified 21%

64886 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 21%

65222 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 92% UIentified 19%

62785 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 93% UIentified 40%

63297 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 96% UIentified 39%

63454 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 96% UIentified 7%

63557 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 90% UIentified 31%

64271 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 47%

64479 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 98% UIentified 32%

65010 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% UIentified 70%

65070 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 69%

65393 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% UIentified 15%

63007 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 93% UIentified 91%

62603 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 87% UIentified 83%

64526 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 91% UIentified 38%

64171 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% Nannocystis 99%

63803 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

65220 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 98% Bacillariophyta 95%

64727 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 92% UIentified 91%

63292 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 87% UIentified 83%

64671 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Clostridium XlVb 99%

65120 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 23%

63231 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 17%

64858 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Nitrospira 95% Nitrospira 95%

62334 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 68%

62360 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 10%

62429 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 30% UIentified 30%

62450 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 57%

62520 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 15%

62546 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 8%

62606 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 10%

62619 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 10%

62742 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 7%

62755 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 6%

62774 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 11% UIentified 7%

62777 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 53%

62820 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 20%

62840 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 20%

62850 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 4%

62878 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 23%

62904 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 2%

62905 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 14%

63064 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 64%

63069 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 14%

63152 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 7%

63183 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 10%

63198 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 6%

63298 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 4%

63371 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 35%

63409 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 17%

63437 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 13%

63480 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 12%

63543 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 11%

63653 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 39%

63670 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 11%

63675 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 20%

63753 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 10% UIentified 9%

63802 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 21%



254 
 

 

63846 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 1%

63867 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 24%

63918 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 34%

63959 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 35%

63967 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 15% UIentified 13%

63991 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 24% UIentified 18%

64047 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 30% UIentified 11%

64049 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 12%

64132 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 12%

64189 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 72%

64312 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 74%

64319 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 0%

64336 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 54%

64396 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 56%

64430 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 7%

64463 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 4%

64590 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 32%

64635 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 20%

64695 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 19% UIentified 18%

64707 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 44%

64750 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 7% UIentified 7%

64847 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 20%

64851 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 15%

64936 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 78%

65018 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 11%

65052 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 19% UIentified 17%

65099 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 19%

65135 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 19%

65186 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 9%

65384 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 55%

62384 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 15%

62409 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 20%

62620 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 58%

62654 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 17%

62712 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 26%

62887 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 24%

62903 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 15%

62998 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 61% UIentified 17%

63047 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 42% UIentified 9%

63162 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 64% UIentified 40%

63296 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 65% UIentified 10%

63334 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 34% UIentified 7%

63415 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 47%

63702 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 19%

63780 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 27%

63901 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 54% UIentified 13%

64032 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 17%

64262 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 14%

64263 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 33% UIentified 6%

64283 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 64% UIentified 8%

64475 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 25%

64649 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 52%

64752 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 25%

64759 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 49%

64764 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 37%

64802 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 32%

64837 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 35%

65119 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 15%

65193 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 45%

65207 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 24%

65352 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 37%

64825 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 100% Haloferula 98%

63804 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 98% Luteolibacter 96%

65271 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 100% Luteolibacter 99%

63671 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 90% UIentified 87%

63961 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 92% UIentified 91%

64346 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 96% UIentified 68%

32415 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 36%

32606 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 36%

32876 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 24%

32950 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 24%

33336 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 62%

33393 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 51%

33449 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% UIentified 40%

33497 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 16%

33579 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 29%

33861 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 22%

34947 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 34%

35110 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 21%

35274 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 27%

33338 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 81% UIentified 33%

34228 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 81% UIentified 11%

35752 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 22%

33194 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 98% UIentified 37%

34102 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 98% UIentified 25%

34607 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 19%

32438 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 95% UIentified 57%

34485 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 82% UIentified 30%

34482 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

32504 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 99% Bacillariophyta 99%

34327 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 98% Bacillariophyta 98%

35347 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 98% Bacillariophyta 98%

34182 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 97%

32871 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 95%

35998 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 95%

35181 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 94% Bacillariophyta 94%

35841 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 94%

35909 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 95% Bacillariophyta 94%

32592 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 93% UIentified 93%

33109 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 93%

35512 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 86% UIentified 79%

34238 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 87% UIentified 53%

33209 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% UIentified 30%

32398 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 21%

35859 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 13%

32481 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 7%

32614 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 29%

32768 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 21%

33089 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 10%

33108 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 36%

33117 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 61%

33402 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 62%

33409 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 36%

34145 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 29%

34186 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 24%

34433 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 15%

34470 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 31%

34682 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 43%

34713 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 6%

34724 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 11%

34925 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 19%

34930 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 17%

35200 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 74%

35393 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 4%

35678 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 5%

32427 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 41%

32643 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 60% UIentified 1%

32645 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 51% UIentified 17%

32913 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 52% UIentified 41%

32995 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 39% UIentified 34%

33285 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 10%

33320 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 29% UIentified 14%

33568 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 48%

33855 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 56%

33958 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 45%

34348 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 53% UIentified 2%

34673 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 38%

35321 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 63% UIentified 13%

35415 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 36%

35591 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 23%

35592 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 71%

35862 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 41%

35953 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 10%

36088 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 49%

110364 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 97% Gp4 97%

112273 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% UIentified 48%

112881 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Acidobacteria 94% UIentified 92%

110513 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 98% UIentified 24%

110606 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 81%

112565 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Actinobacteria 95% UIentified 15%

110376 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Phenylobacterium 100%

112001 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Pseudoruegeria 97%

112458 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Rhodomicrobium 98%

109798 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 52%

109809 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 59%

109934 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 24%

110124 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 46%

110192 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 60%

110211 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 9%

110271 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 27%



255 
 

 

110335 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 16%

110359 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 79%

110388 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 86%

110414 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 28%

110430 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 35%

110581 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 50%

110603 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 30%

110683 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 67%

110846 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 61%

110886 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 9%

110971 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 12%

111068 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 20%

111079 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 32%

111080 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 14%

111081 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 47%

111273 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% UIentified 4%

111276 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 43%

111305 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 24%

111363 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 60%

111378 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 13%

111386 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 42%

111397 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 59%

111405 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 22%

111533 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 51%

111628 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 90%

111688 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 77%

111760 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 31%

111854 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 17%

111873 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 7%

111989 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 21%

112065 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 52%

112092 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 28%

112175 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 39%

112311 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 28%

112358 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 29%

112376 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 72%

112485 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 72%

112516 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 21%

112628 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 56%

112653 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 53%

112718 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 25%

112816 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 72%

112862 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 19%

112864 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 32%

112903 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 92%

112908 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 6%

112986 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 89%

112998 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 44%

113137 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 46%

113158 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 68%

113178 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 48%

113220 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 7%

113255 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 60%

109875 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% UIentified 39%

110367 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 15%

110699 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 47%

112564 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 46%

113274 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% UIentified 43%

110000 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 92%

110086 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 92%

110333 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 53%

110876 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 88%

112668 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 90% UIentified 21%

112979 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% UIentified 25%

111089 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chloroflexi 80% UIentified 32%

112039 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Chloroflexi 94% UIentified 51%

113205 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 100% UIentified 84%

111861 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 98% UIentified 63%

110098 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 91% UIentified 39%

110716 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 99% UIentified 26%

110582 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 90% UIentified 20%

112130 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% Desulfosarcina 94%

112729 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 94% UIentified 47%

111792 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

112495 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

109730 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 99% Bacillariophyta 98%

110923 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 96%

111561 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 96% Bacillariophyta 96%

110640 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 99% Bacillariophyta 95%

110279 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% UIentified 90%

110687 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 88% UIentified 87%

111803 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 80% UIentified 80%

112636 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 90% UIentified 72%

111082 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% UIentified 66%

112919 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 83% UIentified 61%

112296 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 84% UIentified 23%

111983 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% Halobacillus 94%

110703 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 96% UIentified 36%

111332 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 95% UIentified 16%

112674 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 81% UIentified 79%

109819 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 90%

110185 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 79%

111297 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 75%

111124 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 48%

111970 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 40%

113006 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 35%

110045 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 32%

110824 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 86% UIentified 28%

112336 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 19%

110789 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 14%

112561 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 13%

113089 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Gemmatimonadetes 88% UIentified 88%

112036 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 97% Phycisphaera 97%

112100 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Phycisphaera 100%

112670 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% Phycisphaera 100%

112796 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 95% Phycisphaera 95%

113105 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 98% Phycisphaera 97%

110201 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 95% UIentified 66%

113062 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 89% UIentified 30%

110028 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 TM7 95% TM7_genera_incertae_sedis 95%

112931 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 TM7 86% UIentified 86%

109731 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 69%

109802 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 23%

109821 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 13%

109822 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 46% UIentified 42%

109888 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 23%

109890 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 72%

109914 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 19%

109932 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 14%

109971 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 64% UIentified 12%

110009 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 67%

110018 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 17%

110046 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 11%

110055 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 72%

110065 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 16% UIentified 13%

110092 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 73%

110136 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 34%

110156 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 9%

110210 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 41%

110262 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 10%

110270 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 15%

110273 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 8%

110293 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 9% UIentified 9%

110341 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 33%

110352 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 12%

110394 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 18% UIentified 18%

110421 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 9%

110446 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 32%

110453 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 21%

110457 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 22%

110466 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 8% UIentified 5%

110526 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 39%

110541 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 17%

110555 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 48%

110589 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 21%

110610 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 49%

110616 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 21%

110674 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 21%

110675 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 8%

110686 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 8%

110698 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 2%

110738 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 21%

110764 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 29%

110767 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 37% UIentified 26%

110797 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 5% UIentified 5%

110809 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 17%

110834 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 38%

110843 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 12%

110860 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 31%

110868 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 27% UIentified 10%
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110904 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 10%

110916 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 20%

110937 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 41%

110938 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 63%

110961 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 17%

110993 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 26% UIentified 6%

111019 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 27%

111032 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 18%

111112 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 29%

111241 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 30% UIentified 13%

111250 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 27% UIentified 4%

111285 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 4%

111358 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 36%

111360 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 9% UIentified 9%

111446 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 10%

111458 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 20%

111495 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 12%

111550 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 30% UIentified 7%

111635 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 28%

111674 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 14%

111687 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 8%

111729 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 9% UIentified 9%

111810 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 11%

111814 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 35%

111818 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 29%

111825 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 39%

111846 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 24% UIentified 6%

111853 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 5%

111905 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 32% UIentified 10%

112054 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 7%

112069 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 71% UIentified 49%

112112 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 17%

112119 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 34%

112205 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 11%

112224 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 9%

112297 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 27% UIentified 21%

112318 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 66%

112362 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 14%

112393 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 19%

112440 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 5%

112555 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 33%

112582 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 27%

112586 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 10%

112616 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 42%

112619 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 8%

112699 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 6%

112740 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 22% UIentified 13%

112788 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 14% UIentified 14%

112793 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 13%

112842 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 22%

112855 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 38%

112875 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 66%

112891 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 21% UIentified 19%

112893 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 33%

112961 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 40%

112989 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 11%

112991 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 25%

113014 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 29%

113019 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 55%

113046 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 76%

113126 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 5%

113134 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 42%

113159 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 52%

113161 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 39%

113168 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 9%

113174 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 4%

113189 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 23%

113212 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 8%

113224 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 15%

113229 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 12%

113260 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 37% UIentified 12%

113261 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 3%

113267 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 33%

113285 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 37% UIentified 27%

109741 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 22%

109803 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 29%

109871 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 19%

109996 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 11%

110256 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 46%

110323 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 53% UIentified 25%

110560 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 32%

110564 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 10%

110779 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 24%

110832 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 39%

110928 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 20%

110935 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 33% UIentified 20%

110954 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 24%

111024 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 14%

111029 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 53% UIentified 37%

111167 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 46% UIentified 24%

111199 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 40%

111235 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 32% UIentified 5%

111333 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 22%

111485 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 16%

111513 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 38%

111631 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 70%

111748 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 32%

111774 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 65% UIentified 17%

111882 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 55% UIentified 26%

112047 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 47%

112171 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 62% UIentified 31%

112319 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 19%

112364 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 21%

112425 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 33%

112456 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 30% UIentified 6%

112532 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 10%

112537 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 16%

112613 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 19%

112730 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 17%

112822 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 62%

112956 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 14%

113003 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 54% UIentified 8%

113171 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 15%

113237 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 39%

110155 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 98% UIentified 90%

111196 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 93% UIentified 91%

111356 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 90% UIentified 83%

111973 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 96% UIentified 90%

111974 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 99% UIentified 91%

113277 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 93% UIentified 73%

8513 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Martelella 97%

8641 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 57%

8754 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 78%

9105 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 24%

9130 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 23%

9339 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 40%

9500 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 24%

9537 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 19%

10156 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 28%

11094 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 20%

11149 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 34%

9805 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% Flexibacter 95%

8587 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 92% UIentified 23%

8892 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 98% UIentified 41%

10745 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 91% UIentified 68%

11298 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 96% UIentified 71%

10284 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 96% UIentified 69%

10703 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 80% UIentified 27%

11380 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 88% UIentified 23%

9591 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 83% UIentified 83%

11374 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 87%

11694 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 87%

8968 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 84%

11351 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 61%

10493 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 54%

11547 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 88% UIentified 49%

10114 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 86% UIentified 42%

11966 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 38%

11406 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 36%

10108 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 27%

10695 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 22%

9710 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 7%

8542 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 45% UIentified 9%

9205 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 10% UIentified 10%

9214 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 11%

9502 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 43%

9535 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 15%

10016 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 3%

10024 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 15%

10168 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 50%
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10485 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 54%

10777 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 28%

10861 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 8%

11247 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 11%

11287 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 28%

11637 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 46% UIentified 45%

11955 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 59% UIentified 10%

11961 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 24%

9116 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 39%

10123 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 70% UIentified 45%

10751 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 10%

10852 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 15%

10892 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 57% UIentified 18%

10973 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 47% UIentified 27%

11526 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 60% UIentified 50%

11686 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 16%

11913 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 44%

11940 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 33% UIentified 16%

12018 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 51%

12020 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 34% UIentified 34%

37612 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 65%

39955 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% UIentified 22%

40394 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 17%

41030 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 22%

41332 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 15%

37724 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 91% UIentified 31%

37809 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 38%

37963 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 89% UIentified 20%

38066 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 88% UIentified 17%

38569 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 81% UIentified 25%

38740 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 89% UIentified 26%

39218 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 9%

39477 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% UIentified 19%

40260 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 37%

40415 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 91% UIentified 19%

41535 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 5%

38139 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 28%

38506 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 87% UIentified 30%

38386 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 92% UIentified 67%

37561 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 99% Desulfocapsa 99%

38838 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 68%

38292 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 95% UIentified 54%

42057 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 85% UIentified 52%

38912 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 100% Wolinella 100%

37204 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 98% UIentified 40%

40973 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiocapsa 100%

41863 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 83%

39250 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 70%

40106 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 88% UIentified 70%

40026 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 87% UIentified 67%

41755 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 54%

41586 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 50%

42140 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 34%

39528 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 29%

41223 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 85% UIentified 20%

37524 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 85% UIentified 15%

38363 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 11%

38383 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 1%

38505 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Planctomycetes 100% UIentified 92%

41249 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 Spirochaetes 100% Leptonema 100%

41670 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 SR1 99% SR1_genera_incertae_sedis 99%

36206 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 23% UIentified 16%

36233 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 14%

36552 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 19%

36692 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 24%

36696 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 56% UIentified 10%

36891 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 72%

36928 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 13%

37066 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 15% UIentified 14%

37605 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 52%

37620 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 29%

37669 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 13%

37671 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 11% UIentified 11%

37702 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 7%

37817 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 5%

37998 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 16%

38250 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 30%

38465 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 69% UIentified 18%

38508 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 8% UIentified 7%

38510 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 9% UIentified 7%

38948 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 16% UIentified 5%

39055 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 25%

39098 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 23%

39318 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 62% UIentified 33%

39320 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 48%

39356 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 65%

39426 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 44%

39433 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 4%

39453 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 35% UIentified 14%

39504 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 18% UIentified 17%

39634 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 24%

39761 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 54% UIentified 16%

39830 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 6%

40096 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 18% UIentified 15%

40226 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 12% UIentified 12%

40228 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 5%

40274 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 51%

40739 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 18%

40740 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 21%

40761 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 36% UIentified 10%

40793 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 36% UIentified 31%

40826 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 24% UIentified 11%

40878 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 23%

40970 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 33%

41071 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 41%

41098 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 19%

41228 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 37% UIentified 18%

41253 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 40%

41307 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 10%

41348 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 23%

41509 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 70% UIentified 11%

41514 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 21%

41620 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 18%

41630 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 11% UIentified 2%

41671 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 46% UIentified 23%

41706 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 41% UIentified 28%

41859 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 52% UIentified 7%

41938 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 11%

41983 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 78% UIentified 76%

42159 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 20% UIentified 11%

42298 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified 55% UIentified 17%

37283 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 10%

37294 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 59%

38126 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 64%

38153 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 60% UIentified 14%

38472 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 14%

39640 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 63% UIentified 43%

40120 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 27%

40610 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 48% UIentified 14%

41245 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 20%

41320 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 52% UIentified 46%

41562 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 15%

41951 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 37% UIentified 12%

28363 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 70%

28425 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 47%

28481 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 21%

28773 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 46%

29158 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 19%

29182 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 53%

29365 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 45%

29456 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 58%

29551 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 34%

29556 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 35%

30165 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 63%

30198 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 59%

30493 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 32%

31054 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 62%

31127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 36%

31319 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 69%

31769 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 23%

31881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 69%

32067 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 24%

30050 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 57%

30933 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 48%

31233 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 80% UIentified 21%

31221 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 88% UIentified 41%

31780 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 79%

30765 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 86% UIentified 76%

30340 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 81% UIentified 37%

28985 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 94% UIentified 37%
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31286 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 96% UIentified 89%

32194 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 90% UIentified 87%

31581 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 85% UIentified 81%

31610 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Eukaryota 90% UIentified 40%

31343 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 34%

30848 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 49%

30694 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 45%

31786 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 42%

29118 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 40%

31047 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 32%

30415 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% UIentified 11%

32292 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 6%

28833 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 12% UIentified 8%

28878 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 13%

29124 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 48% UIentified 15%

29176 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 39% UIentified 27%

29216 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 49%

29235 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 17%

29279 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 49% UIentified 9%

29317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 30% UIentified 17%

29495 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 42% UIentified 36%

29533 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 37% UIentified 9%

29590 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 26%

29599 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 15%

29907 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 44% UIentified 16%

30045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 76%

30255 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 34% UIentified 19%

30289 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 4%

30380 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 64% UIentified 40%

30626 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 31% UIentified 7%

30655 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 57% UIentified 14%

30692 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 47% UIentified 7%

30884 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 12%

30950 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 58%

30964 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 72%

31020 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 19%

31045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 43% UIentified 14%

31099 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 75% UIentified 73%

31264 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 63% UIentified 10%

31274 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 15%

31672 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 79% UIentified 11%

31694 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 60% UIentified 49%

31789 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 65% UIentified 14%

31820 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 15%

31823 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 15%

31953 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 3% UIentified 3%

32041 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 10% UIentified 10%

32069 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 73% UIentified 44%

32180 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified 66% UIentified 37%

28560 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 16%

29219 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 43% UIentified 32%

29543 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 20% UIentified 8%

29731 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 34%

29799 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 49% UIentified 29%

29841 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 21%

30092 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 24%

30134 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 80% UIentified 20%

30409 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 16%

31721 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 14%

29898 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 92% UIentified 56%

58147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Acidobacteria 100% Gp4 100%

58955 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 13%

61672 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% Hyphomonas 96%

57973 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 84%

57982 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 2%

58214 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 85%

58481 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 89% UIentified 25%

59734 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 54%

59881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 35%

60310 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 18%

60575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 28%

60892 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 24%

61408 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 30%

61937 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 38%

58128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 97% UIentified 20%

58440 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 99% UIentified 8%

58557 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 41%

58703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 82% UIentified 31%

58762 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 83% UIentified 9%

59406 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 91%

59465 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 98% UIentified 32%

59719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 36%

60074 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 95% UIentified 35%

60308 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 86% UIentified 4%

60533 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 24%

61378 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Bacteroidetes 82% UIentified 17%

57788 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 49%

58069 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% UIentified 73%

58343 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 92% UIentified 68%

58384 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 91%

58671 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 99% UIentified 88%

60215 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 94% UIentified 45%

60909 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 42%

61698 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 61%

61807 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 54%

61993 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Betaproteobacteria 97% UIentified 89%

59847 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 95% GpIV 95%

61183 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Cyanobacteria 88% UIentified 77%

57817 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 98% UIentified 20%

57824 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 93% UIentified 21%

59685 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 89% UIentified 85%

60878 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 95% UIentified 38%

61184 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 11%

62017 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 98% UIentified 43%

61550 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 100% Sulfuricurvum 100%

58937 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Epsilonproteobacteria 99% UIentified 77%

61289 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 97%

59773 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 38%

59579 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 100%

61892 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 100%

59116 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% Thiothrix 97%

58217 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 95% UIentified 93%

59735 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 93%

59007 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 84%

61340 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 89% UIentified 81%

58010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 77%

59588 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 75%

58026 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 90% UIentified 73%

58760 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 64%

59937 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 57%

58615 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 52%

61333 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 52%

61851 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 51%

58528 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 48%

60886 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 32%

58813 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 92% UIentified 16%

61174 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 87% UIentified 13%

57775 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Nitrospira 99% Nitrospira 99%

57777 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 29%

57814 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 53% UIentified 10%

57867 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 23%

58164 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 11%

58348 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 25%

58369 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 46% UIentified 36%

58767 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 17% UIentified 15%

58827 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 51% UIentified 15%

58948 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 68% UIentified 4%

59050 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 33% UIentified 3%

59583 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 76% UIentified 72%

59649 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 13%

60335 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 18%

60422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 50% UIentified 4%

60772 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 38% UIentified 13%

61715 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 72% UIentified 15%

61784 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 29% UIentified 18%

62072 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 67% UIentified 22%

62087 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified 74% UIentified 33%

57797 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 75%

58218 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 46% UIentified 42%

58740 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 79%

58815 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 54%

59076 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 48%

59115 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 29%

59159 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 19%

59263 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 23%

59478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 39% UIentified 21%

59693 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 63%

59923 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 79% UIentified 51%

60038 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 65% UIentified 39%

60828 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 77% UIentified 31%
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60979 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 64%

61501 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 29%

61758 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 51% UIentified 39%

61768 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 7%

61805 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 37% UIentified 28%

61516 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 Verrucomicrobia 90% UIentified 88%

20148 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Bacteroidetes 90% UIentified 9%

20511 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Deltaproteobacteria 87% UIentified 77%

20385 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Firmicutes 100% Roseburia 99%

20439 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Firmicutes 100% UIentified 85%

19747 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 100%

22478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 100%

21047 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UIentified 61% UIentified 22%

21697 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UIentified 8% UIentified 8%

21962 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UIentified 77% UIentified 7%

22416 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UIentified 58% UIentified 11%

22786 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 35%

22986 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 80%

1192 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Actinobacteria 100% UIentified 82%

1317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Actinobacteria 90% UIentified 18%

2444 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Actinobacteria 97% UIentified 62%

4120 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% Roseivivax 100%

13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 11%

129 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 58%

345 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 87%

388 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 39%

426 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 24%

473 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 22%

539 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 71%

633 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 68%

705 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 63%

708 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 72%

721 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 14%

733 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% UIentified 23%

744 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 49%

880 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 1%

905 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 30%

939 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 35%

1070 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 85% UIentified 20%

1071 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 54%

1097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 16%

1103 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 12%

1125 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 32%

1178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 31%

1227 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 14%

1294 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 38%

1323 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 15%

1341 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 44%

1354 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 9%

1442 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 3%

1484 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 22%

1525 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 17%

1558 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 38%

1589 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 53%

1741 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 27%

1791 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 76%

1856 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 40%

1881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 53%

1999 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 10%

2005 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 35%

2090 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 18%

2101 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 20%

2317 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 90% UIentified 22%

2319 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 27%

2324 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 21%

2534 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 59%

2674 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 63%

2730 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 14%

2782 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 15%

2905 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 46%

2936 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 77%

2964 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 54%

2966 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 48%

3083 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 87% UIentified 27%

3189 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 82%

3221 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 88% UIentified 12%

3417 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 13%

3436 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 48%

3449 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 76%

3500 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 38%

3503 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 36%

3563 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 99% UIentified 20%

3620 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 26%

3695 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 97% UIentified 17%

3701 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 6%

3773 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 51%

3897 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 10%

3906 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 96% UIentified 69%

4056 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 15%

4099 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 86% UIentified 42%

4101 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 43%

4144 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 100% UIentified 20%

4196 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 94% UIentified 42%

4198 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 24%

4276 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 91% UIentified 39%

4309 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 39%

224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Bacteroidetes 94% UIentified 58%

1187 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Bacteroidetes 96% UIentified 27%

1572 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Bacteroidetes 100% UIentified 81%

1517 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Betaproteobacteria 100% UIentified 47%

2294 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Cyanobacteria 91% UIentified 48%

767 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Deltaproteobacteria 88% UIentified 27%

891 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Deltaproteobacteria 87% UIentified 54%

3109 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Deltaproteobacteria 100% UIentified 53%

2061 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 100%

227 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 99% Bacillariophyta 99%

1021 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 98% Bacillariophyta 98%

3940 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 98%

2282 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 97% Bacillariophyta 95%

1206 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 94% UIentified 91%

1216 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 91% UIentified 91%

2967 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 91% UIentified 91%

3004 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 88% UIentified 88%

3490 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 88% UIentified 88%

4088 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 88% UIentified 87%

52 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 85% UIentified 81%

3765 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Eukaryota 84% UIentified 60%

386 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Firmicutes 100% Clostridium XI 97%

3632 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 99% UIentified 86%

3478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 83%

2673 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 70%

3529 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 65%

2018 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 94% UIentified 38%

4175 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 93% UIentified 26%

3670 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 23%

1904 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Gammaproteobacteria 91% UIentified 13%

1212 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Planctomycetes 100% UIentified 70%

3168 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 Planctomycetes 93% UIentified 84%

9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 56% UIentified 13%

112 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 65% UIentified 46%

115 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 62% UIentified 57%

176 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 72% UIentified 44%

289 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 45% UIentified 43%

323 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 20% UIentified 9%

353 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 57% UIentified 38%

410 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 68% UIentified 3%

575 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 13% UIentified 10%

589 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 40% UIentified 25%

831 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 35% UIentified 35%

879 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 70% UIentified 36%

881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 48% UIentified 19%

942 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 26% UIentified 7%

1050 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 55% UIentified 41%

1083 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 73% UIentified 23%

1095 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 78% UIentified 15%

1219 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 40% UIentified 20%

1224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 54% UIentified 24%

1277 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 71% UIentified 68%

1324 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 68% UIentified 23%

1613 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 61% UIentified 3%

1655 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 77% UIentified 26%

1800 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 79% UIentified 26%

2046 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 40% UIentified 9%

2055 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 78% UIentified 47%

2339 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 51% UIentified 45%

2441 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 54% UIentified 54%

2526 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 59% UIentified 17%

2648 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 52% UIentified 5%

2692 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 75% UIentified 39%

2753 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 39% UIentified 25%
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2932 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 61% UIentified 10%

3394 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 55% UIentified 10%

3629 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 27% UIentified 10%

3674 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 48% UIentified 17%

4036 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 32% UIentified 14%

4045 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 32% UIentified 20%

4097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified 47% UIentified 46%

5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 58% UIentified 19%

382 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 74% UIentified 3%

630 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 57% UIentified 11%

1033 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 68% UIentified 27%

1393 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 60% UIentified 17%

1396 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 28% UIentified 12%

1428 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 18%

1486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 14%

1510 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 24%

1571 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 26% UIentified 15%

1838 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 21%

1862 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 17%

1882 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 45%

1918 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 18%

2026 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 41%

2160 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 32% UIentified 8%

2410 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 18%

2500 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 71% UIentified 20%

2596 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 62% UIentified 26%

2658 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 24%

2824 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 38% UIentified 4%

2840 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 50% UIentified 45%

2876 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 59% UIentified 10%

2979 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 18%

3412 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 66% UIentified 51%

3451 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 55% UIentified 30%

3732 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 18%

3970 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 69% UIentified 28%

4061 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 45% UIentified 8%

4083 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 50% UIentified 21%

4086 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 41% UIentified 18%

4128 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 2%

4140 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 33% UIentified 10%

4223 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 78% UIentified 37%

4232 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 27%

26779 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Alphaproteobacteria 97% Roseospira 96%

24795 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Alphaproteobacteria 95% UIentified 26%

27105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Alphaproteobacteria 93% UIentified 88%

23451 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Bacteroidetes 90% UIentified 17%

26192 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Bacteroidetes 98% UIentified 14%

25225 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Betaproteobacteria 86% UIentified 9%

26450 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Cyanobacteria 92% UIentified 69%

26413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Cyanobacteria 100% UIentified 34%

28145 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Deltaproteobacteria 100% Desulfosarcina 99%

27360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Deltaproteobacteria 99% UIentified 92%

24895 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Epsilonproteobacteria 90% UIentified 82%

24760 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Firmicutes 100% Faecalibacterium 100%

26622 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 99% Thiothrix 99%

27438 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 100% Thiovirga 98%

25783 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 96% UIentified 93%

23983 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 97% UIentified 90%

24527 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 90%

24486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 98% UIentified 73%

25591 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 Gammaproteobacteria 85% UIentified 56%

23406 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 13% UIentified 13%

23690 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 69% UIentified 45%

24834 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 38% UIentified 3%

25171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 72% UIentified 11%

25287 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 72% UIentified 43%

25485 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 36% UIentified 14%

25628 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 77% UIentified 44%

25647 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 16% UIentified 14%

26284 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 54% UIentified 4%

27257 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 47% UIentified 11%

28203 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 63% UIentified 11%

28210 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 54% UIentified 34%

28245 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified 27% UIentified 2%

23349 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified Proteobacteria 75% UIentified 59%

24578 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified Proteobacteria 84% UIentified 56%

24744 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 80%

24801 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified Proteobacteria 73% UIentified 55%

26628 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 UIentified Proteobacteria 67% UIentified 3%

15557 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 14%

15901 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Alphaproteobacteria 92% UIentified 32%

16387 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Alphaproteobacteria 98% UIentified 52%

14691 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Bacteroidetes 83% UIentified 17%

14473 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Eukaryota 100% Bacillariophyta 99%

13382 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Firmicutes 100% UIentified 63%

14914 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Gammaproteobacteria 97% Thiothrix 97%

18977 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Gammaproteobacteria 99% Thiothrix 97%

12481 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 UIentified 74% UIentified 4%

16719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 UIentified 75% UIentified 38%

14276 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 UIentified Proteobacteria 47% UIentified 12%

14384 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 Verrucomicrobia 98% UIentified 56%

113658 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Alphaproteobacteria 86% UIentified 36%

113815 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Alphaproteobacteria 99% UIentified 31%

114836 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Alphaproteobacteria 85% UIentified 41%

113946 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 99% UIentified 40%

114377 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 98% UIentified 15%

115406 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 80% UIentified 10%

116700 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Bacteroidetes 89% UIentified 3%

113288 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 90% UIentified 14%

113892 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 100% UIentified 70%

114367 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 89% UIentified 66%

114681 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 85% UIentified 24%

116775 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Deltaproteobacteria 95% UIentified 15%

113666 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Epsilonproteobacteria 94% UIentified 85%

115294 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Epsilonproteobacteria 95% UIentified 56%

114586 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Epsilonproteobacteria 90% UIentified 44%

113901 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Epsilonproteobacteria 98% UIentified 31%

115400 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Eukaryota 93% UIentified 93%

114257 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Firmicutes 96% UIentified 67%

116025 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Firmicutes 98% UIentified 23%

113293 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Fusobacteria 93% UIentified 41%

114917 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Gammaproteobacteria 100% Thiothrix 100%

114013 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Gammaproteobacteria 86% UIentified 64%

114075 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 Gammaproteobacteria 90% UIentified 50%

115190 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 61% UIentified 45%

115453 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 79% UIentified 48%

115528 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 57% UIentified 35%

115543 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 63% UIentified 63%

115762 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 48% UIentified 20%

115890 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 9% UIentified 9%

116023 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 40% UIentified 7%

116161 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 12% UIentified 6%

116413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified 52% UIentified 17%

113443 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 72% UIentified 52%

113596 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 72%

113814 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 74%

114219 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 51%

114716 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 76% UIentified 68%

115078 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 56% UIentified 46%

115421 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 62% UIentified 41%

115456 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 81% UIentified 73%

115711 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 82% UIentified 51%

116049 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 83% UIentified 29%

116076 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 UIentified Proteobacteria 54% UIentified 38%

109051 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Actinobacteria 98% UIentified 46%

108962 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 100% Skermanella 97%

106237 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 87% UIentified 16%

106246 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 89% UIentified 27%

107138 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 96% UIentified 14%

108997 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 94% UIentified 52%

109189 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Alphaproteobacteria 96% UIentified 12%

108466 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 100% Gramella 98%

105918 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 87% UIentified 40%

106472 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 91% UIentified 23%

106568 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 92% UIentified 17%

106704 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% UIentified 34%

106706 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 96% UIentified 15%

107094 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% UIentified 5%

107292 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 97% UIentified 9%

107320 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 100% UIentified 41%

107426 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 91% UIentified 24%

107703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 100% UIentified 60%

108131 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 94% UIentified 16%

108483 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 100% UIentified 13%

108615 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 98% UIentified 16%

108745 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 96% UIentified 26%

109350 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 96% UIentified 15%

109703 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Bacteroidetes 88% UIentified 38%

108409 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Betaproteobacteria 100% UIentified 30%

106223 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Chloroflexi 100% UIentified 49%
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107301 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Chloroflexi 99% UIentified 51%

108184 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Cyanobacteria 84% UIentified 48%

107933 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Cyanobacteria 81% UIentified 38%

107343 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 99% Desulfocapsa 95%

109398 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 99% Desulfosarcina 97%

107625 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 99% Geobacter 97%

105514 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 90% UIentified 42%

107067 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 94% UIentified 72%

107412 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 99% UIentified 93%

107488 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 89% UIentified 40%

108137 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Deltaproteobacteria 98% UIentified 40%

108913 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Epsilonproteobacteria 99% Arcobacter 95%

107623 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Epsilonproteobacteria 93% UIentified 83%

106017 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Epsilonproteobacteria 87% UIentified 77%

109339 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Epsilonproteobacteria 90% UIentified 54%

108757 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Gammaproteobacteria 91% UIentified 88%

109360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Gammaproteobacteria 97% UIentified 74%

106453 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 OD1 95% OD1_genera_incertae_sedis 95%

108034 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 Spirochaetes 94% UIentified 92%

105615 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 74% UIentified 61%

105626 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 63% UIentified 21%

105662 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 25% UIentified 1%

105776 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 54% UIentified 31%

106019 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 69% UIentified 9%

106056 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 48% UIentified 39%

106212 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 57% UIentified 27%

106293 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 14% UIentified 12%

106403 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 53% UIentified 41%

106475 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 32% UIentified 18%

106567 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 66% UIentified 44%

106594 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 45% UIentified 45%

106620 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 19% UIentified 5%

106682 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 36% UIentified 8%

106719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 68% UIentified 42%

106780 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 71% UIentified 7%

106862 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 55% UIentified 55%

107112 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 20% UIentified 7%

107236 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 63% UIentified 17%

107267 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 18% UIentified 18%

107332 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 47% UIentified 22%

107403 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 45% UIentified 32%

107432 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 47% UIentified 35%

107485 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 78% UIentified 46%

107491 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 34% UIentified 8%

107528 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 78% UIentified 58%

107551 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 79% UIentified 44%

107617 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 67% UIentified 41%

107749 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 68% UIentified 9%

107760 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 55% UIentified 40%

107762 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 24% UIentified 11%

108086 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 56% UIentified 56%

108140 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 64% UIentified 35%

108150 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 71% UIentified 27%

108223 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 26% UIentified 1%

108529 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 78% UIentified 13%

108650 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 37% UIentified 13%

108676 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 64% UIentified 3%

108732 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 71% UIentified 45%

109058 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 28% UIentified 15%

109098 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 42% UIentified 4%

109156 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 57% UIentified 3%

109163 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 45% UIentified 44%

109175 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 71% UIentified 71%

109265 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 12% UIentified 10%

109366 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 45% UIentified 7%

109389 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 14% UIentified 7%

109536 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 39% UIentified 29%

109553 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 69% UIentified 6%

109564 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 10% UIentified 2%

109719 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 17% UIentified 10%

109727 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified 35% UIentified 31%

106032 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 81% UIentified 57%

106127 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 58% UIentified 36%

106769 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 78% UIentified 68%

106880 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 82% UIentified 33%

107125 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 54% UIentified 43%

107805 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 48% UIentified 8%

107825 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 46% UIentified 25%

108003 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 81% UIentified 52%

108295 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 80% UIentified 61%

109423 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 49% UIentified 15%

109425 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 67% UIentified 47%

109517 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 UIentified Proteobacteria 80% UIentified 62%

78558 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Acidobacteria 82% UIentified 78%

76255 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 97% Thalassospira 96%

76379 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 100% UIentified 28%

76828 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 97% UIentified 49%

77154 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 97% UIentified 53%

78440 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 99% UIentified 51%

78672 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 94% UIentified 16%

78734 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 100% UIentified 29%

78860 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 93% UIentified 44%

79339 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 100% UIentified 15%

79414 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 88% UIentified 51%

79656 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 93% UIentified 20%

79710 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Alphaproteobacteria 96% UIentified 18%

75611 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 99% UIentified 23%

75992 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 97% UIentified 33%

76804 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 99% UIentified 29%

77132 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 81% UIentified 15%

77645 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 97% UIentified 17%

78728 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Bacteroidetes 100% UIentified 41%

75808 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Betaproteobacteria 97% UIentified 35%

77250 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Cyanobacteria 98% UIentified 73%

79502 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Cyanobacteria 97% UIentified 55%

76954 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Deltaproteobacteria 85% UIentified 25%

78516 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Deltaproteobacteria 100% UIentified 43%

78697 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Deltaproteobacteria 90% UIentified 37%

78336 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Epsilonproteobacteria 85% UIentified 46%

78881 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Epsilonproteobacteria 99% UIentified 30%

78021 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 100% Thiofaba 96%

78798 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 99% Thiothrix 99%

78585 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 99% Thiothrix 98%

78483 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 92% UIentified 89%

78046 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 90% UIentified 88%

79380 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 91% UIentified 87%

76455 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 99% UIentified 69%

79133 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 89% UIentified 32%

77422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 100% UIentified 22%

77934 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 Gammaproteobacteria 92% UIentified 12%

76065 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 SR1 80% UIentified 80%

75625 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 67% UIentified 25%

75744 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 57% UIentified 10%

75897 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 42% UIentified 2%

76122 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 59% UIentified 56%

76373 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 36% UIentified 33%

76595 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 71% UIentified 58%

77032 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 44% UIentified 9%

77394 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 57% UIentified 9%

77556 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 58% UIentified 32%

77562 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 69% UIentified 34%

77646 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 77% UIentified 35%

78265 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 54% UIentified 17%

78316 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 56% UIentified 53%

78466 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 34% UIentified 26%

78560 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 40% UIentified 27%

78712 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 45% UIentified 9%

78713 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 27% UIentified 27%

78997 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 43% UIentified 5%

79596 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified 36% UIentified 24%

76784 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 61% UIentified 14%

76809 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 47% UIentified 22%

76931 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 78% UIentified 25%

77171 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 74% UIentified 49%

77213 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 71% UIentified 18%

77275 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 81% UIentified 65%

77538 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 67% UIentified 13%

77633 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 78% UIentified 10%

77862 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 66% UIentified 56%

78434 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 81% UIentified 64%

78590 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 77% UIentified 24%

78955 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 69% UIentified 46%

78983 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 82% UIentified 71%

79251 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 71% UIentified 24%

79341 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 50% UIentified 16%

79668 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 38% UIentified 18%

79680 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 UIentified Proteobacteria 75% UIentified 72%

65445 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Acidobacteria 99% UIentified 74%

66097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Acidobacteria 95% UIentified 64%

66387 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Actinobacteria 94% UIentified 30%
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65566 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Alphaproteobacteria 100% UIentified 54%

66172 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Alphaproteobacteria 100% UIentified 44%

66515 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Alphaproteobacteria 97% UIentified 24%

66532 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Alphaproteobacteria 94% UIentified 20%

65459 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 95% UIentified 4%

65523 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 82% UIentified 39%

65554 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 87% UIentified 34%

65878 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 93% UIentified 10%

65945 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 97% UIentified 11%

66189 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 86% UIentified 11%

66249 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 97% UIentified 14%

66261 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 100% UIentified 8%

66285 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 99% UIentified 9%

66301 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 99% UIentified 15%

66341 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 90% UIentified 16%

66407 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Bacteroidetes 94% UIentified 16%

65622 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Betaproteobacteria 95% UIentified 26%

65669 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Chloroflexi 99% UIentified 74%

66573 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Chloroflexi 81% UIentified 63%

66615 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Chloroflexi 84% UIentified 42%

65470 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 100% GpXIII 99%

66101 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 94% UIentified 88%

66437 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 100% UIentified 70%

65617 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 94% UIentified 68%

65696 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 96% UIentified 47%

66422 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Cyanobacteria 87% UIentified 46%

66223 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 99% UIentified 37%

66251 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 98% UIentified 90%

66332 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 100% UIentified 60%

66505 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Deltaproteobacteria 99% UIentified 43%

66534 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Firmicutes 82% UIentified 40%

65836 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 Gammaproteobacteria 100% UIentified 63%

65457 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 TM7 89% UIentified 89%

65487 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 63% UIentified 43%

65499 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 60% UIentified 16%

65589 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 48% UIentified 15%

65634 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 53% UIentified 40%

65639 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 39% UIentified 10%

65732 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 11% UIentified 3%

65764 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 75% UIentified 19%

65793 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 36% UIentified 13%

65849 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 40% UIentified 11%

65874 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 76% UIentified 36%

65888 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 79% UIentified 79%

65890 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 50% UIentified 9%

65914 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 67% UIentified 17%

65933 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 53% UIentified 24%

66001 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 77% UIentified 12%

66010 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 41% UIentified 10%

66022 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 68% UIentified 35%

66078 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 65% UIentified 63%

66084 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 46% UIentified 12%

66096 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 52% UIentified 9%

66100 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 78% UIentified 28%

66105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 69% UIentified 12%

66112 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 27% UIentified 12%

66121 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 16% UIentified 16%

66139 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 44% UIentified 26%

66150 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 24% UIentified 14%

66159 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 6% UIentified 4%

66236 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 22% UIentified 12%

66241 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 35% UIentified 18%

66311 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 64% UIentified 27%

66330 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 12% UIentified 12%

66355 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 29% UIentified 12%

66363 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 77% UIentified 37%

66369 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 13% UIentified 12%

66374 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 48% UIentified 16%

66383 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 61% UIentified 8%

66412 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 24% UIentified 11%

66415 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 63% UIentified 25%

66419 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 77% UIentified 22%

66458 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 56% UIentified 35%

66466 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 57% UIentified 43%

66478 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 54% UIentified 33%

66486 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 34% UIentified 17%

66488 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 45% UIentified 22%

66492 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 18% UIentified 18%

66561 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 69% UIentified 69%

66622 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified 66% UIentified 10%

65420 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified Proteobacteria 83% UIentified 55%

65511 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified Proteobacteria 82% UIentified 15%

65562 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified Proteobacteria 57% UIentified 14%

66019 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 UIentified Proteobacteria 72% UIentified 20%

71267 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 Cyanobacteria 89% UIentified 74%

68999 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 Cyanobacteria 91% UIentified 26%

70143 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 Cyanobacteria 93% UIentified 23%

72066 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 Epsilonproteobacteria 99% UIentified 61%

68997 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 60% UIentified 28%

69266 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 79% UIentified 52%

69277 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 65% UIentified 28%

69600 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 43% UIentified 24%

69902 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 70% UIentified 59%

70258 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 16% UIentified 9%

70532 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 46% UIentified 33%

71875 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 50% UIentified 18%

72004 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 79% UIentified 63%

72678 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 12% UIentified 8%

73595 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 53% UIentified 39%

73616 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 77% UIentified 22%

73970 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 70% UIentified 47%

74365 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 68% UIentified 68%

74642 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 38% UIentified 7%

75506 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified 35% UIentified 21%

69097 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified Proteobacteria 79% UIentified 23%

72257 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified Proteobacteria 36% UIentified 26%

74523 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 UIentified Proteobacteria 47% UIentified 18%

17804 5659 25641 4641 12820 3401 4870 7100 3388 3306 5409 4468 4316 10721 6512 8447 9920 4624 11509 16598 6037 6061 6653 1443 13787 205135

% of Sample % of Sample % of Sample % of Sample

0 11-20 41-50 71-80
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1-10 31-40 61-70 91-100



263 
 

 
Figure A2.1. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 

Aciobacteria

Seqs A B C OTUs A B C Seqs w/UI A B C OTUs w/UI A B C

10 0 10 0 10 0 10 0

9 0 0 2 9 0 0 2 9 3 2 3 9 3 2 3

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 1 0 2 7 1 0 1 7 2 0 4 7 2 0 2

6 0 0 1 6 0 0 1 6 0 0 3 6 0 0 3

5 7 0 13 5 4 0 9 5 7 0 16 5 3 0 10

4 2 6 10 4 1 3 2 4 3 9 14 4 1 3 1

3 20 1 2 3 13 1 1 3 32 2 3 3 14 2 1

2 0 0 0 2 0 0 0 2 1 0 0 2 1 0 0

Actinobacteria

Seqs A B C OTUs A B C Seqs w/UI A B C OTUs w/UI A B C

10 0 10 0 10 0 10 0

9 1 0 1 9 1 0 1 9 4 0 2 9 4 0 2

8 0 0 0 8 0 0 0 8 3 0 0 8 3 0 0

7 1 0 4 7 1 0 4 7 1 0 5 7 1 0 5

6 0 0 1 6 0 0 1 6 0 3 2 6 0 3 2

5 1 0 7 5 1 0 3 5 7 0 18 5 3 0 10

4 2 2 1750 4 2 2 27 4 6 3 1776 4 6 2 6

3 9 1 2 3 4 1 2 3 32 1 2 3 15 1 2

2 0 1 0 2 0 1 0 2 1 1 1 2 1 1 1

Brachybacterium

88306 A B C 88313 A B C 88397 A B C 88389 A B C 89195 A B C 90462 A B C

10 0 10 0 10 0 10 0 10 0 10 0

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0

5 0 0 0 5 0 0 0 5 0 0 0 5 0 0 0 5 0 0 0 5 0 0 0

4 0 0 834 4 0 0 172 4 0 0 11 4 0 0 9 4 0 0 5 4 0 0 2

3 0 0 0 3 0 0 0 3 0 0 0 3 0 0 0 3 0 0 0 3 0 0 0

2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0

89082 A B C 89008 A B C

10 0 10 0

9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0

5 0 0 0 5 0 0 0

4 0 0 2 4 0 0 1

3 0 0 0 3 0 0 0

2 0 0 0 2 0 0 0

Brevibacterium  

88323 A B C 88311 A B C 88324 A B C

10 0 10 0 10 0

9 0 0 0 9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 0 0

5 0 0 0 5 0 0 0 5 0 0 0

4 0 0 188 4 0 0 72 4 0 0 17

3 0 0 0 3 0 0 0 3 0 0 0

2 0 0 0 2 0 0 0 2 0 0 0

Micrococcus

88303 A B C 88848 A B C 90360 A B C 88460 A B C

10 0 10 0 10 0 10 0

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0

5 0 0 0 5 0 0 0 5 0 0 0 5 0 0 0

4 0 0 165 4 0 0 5 4 0 0 3 4 0 0 1

3 0 0 0 3 0 0 0 3 0 0 0 3 0 0 0

2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0

Propionibacterium

6153 A B C 89667 A B C 88732 A B C 89717 A B C

10 0 10 0 10 0 10 0

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0

5 0 0 0 5 0 0 0 5 0 0 0 5 0 0 0

4 1 0 194 4 0 0 5 4 0 0 2 4 0 0 2

3 0 0 0 3 0 0 0 3 0 0 0 3 0 0 0

2 0 1 0 2 0 0 0 2 0 0 0 2 0 0 0

Bacteroidetes

Seqs A B C OTUs A B C Seqs w/UI A B C OTUs w/UI A B C

10 24 10 9 10 26 10 10

9 96 55 46 9 38 22 28 9 101 55 50 9 43 22 32

8 34 39 24 8 16 10 15 8 37 45 24 8 19 15 15

7 83 26 20 7 36 15 13 7 97 29 22 7 45 18 15

6 36 97 24 6 15 37 15 6 45 119 25 6 22 48 16

5 31 605 45 5 21 16 21 5 32 675 48 5 22 30 24

4 19 37 46 4 11 16 12 4 21 38 50 4 13 17 14

3 81 15 14 3 31 4 7 3 96 23 19 3 41 9 10

2 0 10 1 2 0 3 1 2 1 12 2 2 1 3 2

Chlorobi

Seqs A B C OTUs A B C Seqs w/UI A B C OTUs w/UI A B C

10 19 10 3 10 19 10 3

9 1 0 3 9 1 0 2 9 4 2 8 9 4 1 6

8 15 1 0 8 2 1 0 8 15 1 1 8 2 1 1

7 1 1 0 7 1 1 0 7 6 1 1 7 3 1 1

6 0 4 0 6 0 2 0 6 1 6 1 6 1 3 1

5 0 0 0 5 0 0 0 5 1 0 4 5 1 0 3

4 0 0 0 4 0 0 0 4 0 4 0 4 0 2 0

3 0 0 0 3 0 0 0 3 3 0 0 3 3 0 0

2 0 0 0 2 0 0 0 2 0 2 0 2 0 1 0

Chloroflexi

Seqs A B C OTUs A B C Seqs w/UI A B C OTUs w/UI A B C

10 0 10 0 10 0 10 0

9 6 2 13 9 4 2 8 9 13 2 14 9 9 2 9

8 3 0 1 8 3 0 1 8 3 5 1 8 3 1 1

7 0 1 0 7 0 1 0 7 2 1 3 7 2 1 2

6 0 7 0 6 0 3 0 6 0 15 1 6 0 10 1

5 0 1 2 5 0 1 2 5 3 1 13 5 3 0 12

4 0 0 0 4 0 0 0 4 2 2 1 4 2 2 1

3 1 0 0 3 1 0 0 3 14 1 0 3 12 1 0

2 0 0 0 2 0 0 0 2 0 1 0 2 0 2 0
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 

Cyanobacteria

Seqs A B C OTUs A B C Seqs w/UI A B C OTUs w/UI A B C

10 13554 10 53 10 13571 10 64

9 377 58 829 9 35 23 46 9 396 66 865 9 45 31 61

8 279 41 26 8 39 11 13 8 293 44 28 8 47 14 15

7 103 85 45 7 28 12 16 7 116 99 55 7 36 17 27

6 43 363 71 6 18 39 21 6 46 399 95 6 20 56 34

5 364 188 253 5 39 31 43 5 412 214 321 5 75 40 72

4 2888 118 315 4 73 27 24 4 2945 149 325 4 124 43 35

3 1772 10576 236 3 60 81 50 3 1828 10761 298 3 98 147 82

2 17281 82 25375 2 74 22 48 2 17385 104 25470 2 129 33 86

GpI

4507 A B C 3808 A B C 5186 A B C 7798 A B C 53479 A B C 6998 A B C

10 0 10 12005 10 0 10 0 10 0 10 0

9 0 0 0 9 15 7 8 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0

8 0 1 0 8 57 11 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 13 9 1 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 1 6 5 21 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0

5 110 1 0 5 0 2 0 5 37 1 0 5 22 0 1 5 0 0 2 5 15 1 0

4 1402 2 33 4 0 1 1 4 512 1 1 4 181 0 11 4 7 0 134 4 71 0 1

3 6 6184 12 3 0 0 0 3 0 1879 2 3 1 674 2 3 803 1 1 3 0 197 1

2 10852 3 16916 2 0 0 1 2 3228 1 4988 2 1072 2 1457 2 0 0 0 2 254 2 344

42369 A B C 603 A B C 53509 A B C 9358 A B C 47508 A B C 110 A B C

10 0 10 0 10 0 10 242 10 0 10 0

9 0 0 0 9 0 0 0 9 0 0 0 9 2 0 2 9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 1 0 0

7 0 0 0 7 1 0 7 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 5

6 0 0 0 6 4 0 1 6 0 0 0 6 2 0 0 6 0 0 0 6 1 4 10

5 0 0 0 5 13 62 67 5 0 0 0 5 0 0 0 5 2 0 0 5 18 6 17

4 19 0 0 4 70 32 0 4 0 0 23 4 0 0 0 4 10 0 0 4 9 13 0

3 0 88 0 3 14 77 44 3 259 0 1 3 0 0 0 3 0 147 1 3 8 28 7

2 184 0 317 2 32 33 6 2 0 0 0 2 0 0 0 2 6 0 11 2 16 1 2

42657 A B C 9731 A B C 42420 A B C 16280 A B C 5531 A B C 40275 A B C

10 0 10 82 10 0 10 58 10 0 10 76

9 0 0 0 9 0 0 0 9 0 0 0 9 1 0 1 9 0 1 0 9 0 0 0

8 0 0 0 8 2 0 0 8 0 0 0 8 12 4 0 8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 3 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 1 2 0 6 0 0 0 6 0 2 0 6 0 1 0 6 0 1 0

5 0 0 0 5 0 1 0 5 0 0 0 5 0 0 0 5 1 8 2 5 0 0 0

4 7 0 0 4 0 0 0 4 5 0 1 4 0 0 0 4 10 3 0 4 0 0 0

3 0 26 0 3 0 0 0 3 0 15 0 3 0 0 0 3 4 30 3 3 0 0 0

2 36 0 75 2 0 0 0 2 33 0 34 2 0 0 0 2 12 3 2 2 0 0 0

53502 A B C 27417 A B C 3624 A B C 27546 A B C 53491 A B C 35843 A B C

10 0 10 72 10 0 10 69 10 0 10 54

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 4 0 1

8 0 0 0 8 1 0 0 8 0 0 0 8 1 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 1 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 1 0 6 0 0 0 6 0 0 0 6 0 2 0

5 0 0 0 5 0 0 0 5 3 10 14 5 0 0 0 5 0 0 0 5 0 1 0

4 0 0 5 4 0 0 0 4 6 11 0 4 0 0 0 4 0 0 8 4 0 0 0

3 71 0 0 3 0 0 0 3 0 6 10 3 0 0 0 3 55 0 0 3 0 0 0

2 0 0 0 2 0 0 0 2 1 8 0 2 0 0 0 2 0 0 0 2 0 0 0

45987 A B C 69142 A B C 7513 A B C 66245 A B C 28128 A B C 53607 A B C

10 0 10 47 10 0 10 42 10 40 10 0

9 0 0 0 9 1 0 0 9 0 0 0 9 1 0 1 9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 1 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0

5 1 0 0 5 0 0 0 5 2 7 2 5 0 0 0 5 0 0 0 5 0 0 0

4 10 0 0 4 0 0 0 4 5 12 0 4 0 0 0 4 0 0 0 4 0 0 4

3 0 24 1 3 0 0 0 3 0 11 6 3 0 0 0 3 0 0 0 3 37 0 0

2 12 0 2 2 0 0 0 2 2 1 0 2 0 0 0 2 0 0 0 2 0 0 0

28373 A B C 69060 A B C 53778 A B C 26370 A B C 14008 A B C 43546 A B C

10 0 10 36 10 0 10 28 10 15 10 0

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 1 0 0 9 0 0 1

8 0 0 0 8 0 0 0 8 0 0 0 8 1 0 0 8 4 6 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 2 0 0 7 2 2 0 7 0 0 0

6 0 0 9 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0

5 0 0 10 5 0 0 0 5 0 0 0 5 0 0 0 5 0 0 0 5 0 0 0

4 4 2 0 4 0 0 0 4 1 0 0 4 0 0 0 4 0 0 0 4 0 0 0

3 8 3 3 3 0 0 0 3 33 0 0 3 0 0 0 3 0 0 0 3 0 2 0

2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0 2 21 0 6

53635 A B C 6892 A B C 53556 A B C 29781 A B C 46538 A B C 41 OTUs A B C

10 0 10 0 10 0 10 1 10 0 10 63

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 1 9 0 0 0 9 1 1 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 1 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 1 0 7

6 0 0 0 6 0 0 0 6 0 0 0 6 0 2 1 6 0 0 0 6 3 2 0

5 0 0 0 5 1 3 4 5 0 0 0 5 5 2 2 5 1 0 0 5 7 10 4

4 0 0 1 4 0 4 0 4 0 0 5 4 2 4 0 4 2 0 0 4 17 5 3

3 28 0 0 3 0 0 7 3 23 0 0 3 0 2 2 3 0 14 0 3 48 65 9

2 0 0 0 2 6 2 1 2 0 0 0 2 2 0 0 2 2 0 2 2 42 2 15

GpIX

42356 A B C 42358 A B C 42753 A B C 42571 A B C 43053 A B C 43173 A B C

10 0 10 0 10 0 10 0 10 0 10 0

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0

5 0 0 0 5 4 0 0 5 0 0 1 5 3 0 0 5 2 0 0 5 0 0 0

4 11 0 0 4 114 0 2 4 1 0 0 4 14 0 0 4 8 0 0 4 11 1 0

3 0 79 0 3 0 65 2 3 24 0 22 3 0 30 0 3 0 35 0 3 0 26 1

2 113 0 167 2 47 0 49 2 121 0 16 2 53 0 27 2 36 0 33 2 43 0 27

44223 A B C 346 A B C 42340 A B C 42622 A B C 29432 A B C 30622 A B C

10 0 10 3 10 0 10 0 10 0 10 0

9 0 0 0 9 0 3 11 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0

8 0 0 0 8 7 8 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 0 0 0 7 6 10 1 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 0 0 0 6 0 53 1 6 0 0 0 6 0 0 0 6 0 0 1 6 0 0 1

5 6 0 0 5 0 5 0 5 0 0 0 5 1 0 0 5 5 0 0 5 0 0 0

4 20 0 2 4 0 0 0 4 9 0 0 4 9 0 2 4 16 0 0 4 5 0 0

3 0 31 0 3 0 0 0 3 0 31 0 3 0 18 0 3 1 30 1 3 17 1 11

2 31 0 18 2 0 0 0 2 27 0 32 2 32 0 23 2 24 0 5 2 29 0 5

44063 A B C 42873 A B C 42505 A B C 45955 A B C 12013 A B C 42685 A B C

10 0 10 0 10 0 10 0 10 3 10 0

9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 0 9 0 0 5 9 0 0 0

8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0 8 2 0 0 8 0 0 0

7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0 7 3 8 0 7 0 0 0

6 0 0 0 6 0 0 0 6 0 0 0 6 0 0 0 6 1 24 3 6 0 0 0

5 0 0 0 5 1 0 0 5 1 0 0 5 1 0 0 5 0 1 0 5 0 0 0

4 2 0 0 4 6 0 0 4 5 0 0 4 1 0 0 4 0 0 0 4 4 0 0

3 0 9 0 3 0 18 0 3 0 8 0 3 0 21 0 3 0 0 0 3 0 8 0

2 29 0 29 2 18 0 23 2 19 0 26 2 21 0 13 2 0 0 0 2 18 0 19

69010 A B C 23621 A B C 44891 A B C 19 OTUs A B C

10 39 10 24 10 0 10 13

9 0 0 0 9 1 0 1 9 0 0 0 9 0 2 0

8 0 0 0 8 1 0 0 8 0 0 0 8 2 0 1

7 0 0 0 7 0 0 0 7 0 0 0 7 1 2 0

6 0 0 0 6 0 0 0 6 0 0 0 6 0 17 1

5 0 0 0 5 0 1 0 5 0 0 0 5 5 0 4

4 0 0 0 4 0 0 0 4 0 0 0 4 26 2 0

3 0 0 0 3 0 0 0 3 0 0 0 3 8 29 1

2 0 0 0 2 0 0 0 2 24 0 2 2 35 0 25
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 

Cyanobacteria

GpX

1691 A B C 21759 A B C 40656 A B C 42774 A B C 62801 A B C 19544 A B C

10 152 10 17 10 143 10 0 10 0 10 4

9 147 1 417 9 33 2 96 9 2 0 3 9 0 0 0 9 0 0 0 9 29 0 46
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnakle Spring clustered 

using a 0.06 cutoff. 
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 
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2 2 0 2 2 0 0 0 2 0 0 0 2 0 2 0 2 0 1 0 2 0 0 0

UI-Crenarchaeota-1 OTU UI-Cyanobacteria-147 OTUs UI-Deferribacteres-1 OTU UI-Deinococcus-Thermus-5 OTUs UI-Deltaproteobacteria-224 OTUs UI-Elusimicrobia-1 OTU

A B C A B C A B C A B C A B C A B C

10 0 10 17 10 0 10 0 10 3 10 0

9 0 0 0 9 19 8 36 9 0 0 0 9 0 0 0 9 126 16 35 9 0 0 0

8 0 0 0 8 14 3 2 8 2 0 0 8 0 0 0 8 14 4 2 8 0 0 0

7 0 0 0 7 13 14 9 7 0 0 0 7 0 0 2 7 27 11 26 7 0 1 0

6 0 0 0 6 2 36 19 6 0 0 0 6 0 0 1 6 19 22 25 6 0 0 0

5 0 0 1 5 44 23 64 5 0 0 0 5 0 0 0 5 52 4 59 5 0 0 0

4 0 0 0 4 55 17 10 4 0 0 0 4 2 0 0 4 13 42 38 4 0 0 0

3 0 0 0 3 56 171 61 3 0 0 0 3 2 0 0 3 78 18 9 3 0 0 0

2 0 0 0 2 104 15 95 2 0 0 0 2 0 1 0 2 7 5 2 2 0 0 0

UI-Epsilonproteobacteria-55 OTUs UI-Eularyota-127 OTUs UI-Euryarchaeota-1 OTU UI-Firmicutes-127 OTUs UI-Fusobacteria-2 OTUs UI-Gammaproteobacteria-225 OTUs

A B C A B C A B C A B C A B C A B C

10 3 10 0 10 0 10 3 10 0 10 0

9 53 21 7 9 1 0 3 9 0 0 0 9 20 3 14 9 0 0 0 9 27 17 5

8 6 6 17 8 0 3 15 8 0 0 0 8 22 58 15 8 0 0 0 8 15 6 15

7 4 2 4 7 0 0 56 7 0 0 0 7 6 1 14 7 0 0 0 7 38 7 32

6 4 31 2 6 51 0 171 6 0 0 0 6 4 17 4 6 0 1 0 6 33 81 15

5 4 6 2 5 38 12 88 5 0 0 0 5 21 13 28 5 0 0 1 5 56 28 39

4 1 0 6 4 42 86 10 4 0 0 0 4 12 8 93 4 0 4 0 4 20 25 94

3 3 1 1 3 41 61 86 3 0 0 0 3 34 6 9 3 0 0 0 3 75 24 19

2 0 5 0 2 12 104 4 2 0 1 0 2 2 3 2 2 0 0 0 2 9 23 9

UI-Gemmatimonadetes-12 OTUs UI-Lentisphaerae-15 OTUs UI-Nitrospira-6 OTUs UI-OD1-4 OTUs UI-OP11-2 OTUs UI-Planctomycetes-104 OTUs

A B C A B C A B C A B C A B C A B C

10 0 10 0 10 0 10 0 10 1 10 1

9 0 0 0 9 4 0 1 9 0 0 0 9 2 0 0 9 0 0 0 9 11 3 0

8 0 0 0 8 0 3 0 8 0 0 0 8 0 0 0 8 0 0 0 8 1 1 1

7 0 0 0 7 0 0 1 7 0 0 1 7 0 0 0 7 0 0 0 7 0 0 16

6 0 0 3 6 0 3 0 6 0 0 1 6 0 0 0 6 0 0 0 6 0 5 12

5 1 0 7 5 3 0 6 5 2 0 4 5 0 0 1 5 0 0 0 5 29 1 50

4 2 1 0 4 3 1 0 4 1 1 0 4 0 1 0 4 0 0 1 4 22 23 39

3 31 0 0 3 1 3 0 3 5 0 2 3 0 0 0 3 0 0 0 3 56 14 9

2 1 0 3 2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0 2 12 5 0

UI-Spirochaetes-23 OTUs UI-SR1-8 OTUs UI-Synergistetes-3 OTUs UI-Tenericutes-2 OTUs UI-Thermodesulfobacteria-8 OTUs UI-Thermotogae-2 OTUs

A B C A B C A B C A B C A B C A B C

10 0 10 0 10 0 10 0 10 0 10 0

9 5 8 5 9 6 1 1 9 0 0 0 9 1 0 0 9 1 2 3 9 2 0 0

8 4 1 3 8 0 45 0 8 0 0 0 8 0 0 0 8 0 0 0 8 0 0 0

7 12 1 4 7 0 1 0 7 0 0 0 7 0 0 0 7 0 0 0 7 0 0 0

6 4 9 1 6 0 1 0 6 0 1 0 6 0 1 0 6 0 1 0 6 0 0 0

5 2 2 1 5 0 0 0 5 1 0 1 5 0 0 0 5 0 1 0 5 0 0 0

4 0 0 0 4 0 0 0 4 0 0 0 4 1 0 0 4 0 0 1 4 1 0 0

3 20 0 0 3 1 0 0 3 0 0 0 3 0 0 0 3 1 0 0 3 0 0 0

2 1 0 0 2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0 2 0 0 0

UI-Verrucomicrobia-39 OTUs

A B C

10 0

9 2 2 3

8 0 1 1

7 1 0 3

6 0 2 1

5 2 0 7

4 3 6 5

3 14 1 2

2 0 1 3
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Figure A2.1 cont. Distribution of 16S rRNA gene pyrosequences in Rattlesnake Spring clustered 

using a 0.06 cutoff. 

 

 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

UIP

Seqs A B C OTUs A B C

10 3 10 1

9 24 31 3 9 13 13 3

8 6 9 35 8 6 7 16

7 9 3 49 7 10 4 36

6 29 54 31 6 20 17 20

5 51 22 69 5 35 16 34

4 28 55 33 4 14 25 6

3 71 35 27 3 42 21 11

2 17 14 9 2 4 9 4

UIP-Alphaproteobacteria-74 OTUs UIP-Betaproteobacteria-11 OTUs UIP-Deltaproteobacteria-10 OTUs UIP-Epsilonproteobacteria-11 OTUs UIP-Gammaproteobacteria-34 OTUs

A B C A B C A B C A B C A B C

10 0 10 0 10 0 10 3 10 0

9 1 4 0 9 0 2 0 9 1 0 1 9 19 19 0 9 3 6 2

8 0 6 4 8 0 0 0 8 0 0 0 8 5 1 30 8 1 2 1

7 2 1 37 7 1 0 5 7 1 0 3 7 0 1 0 7 5 1 4

6 5 0 19 6 1 1 5 6 6 4 1 6 1 1 0 6 16 48 6

5 31 4 49 5 2 2 6 5 2 2 0 5 1 0 0 5 15 14 14

4 19 39 7 4 0 10 1 4 0 0 0 4 0 0 0 4 9 6 25

3 44 27 22 3 15 2 0 3 1 2 0 3 0 0 0 3 11 4 5

2 15 13 3 2 0 0 0 2 0 0 0 2 0 0 0 2 2 1 6

% of Sample % of Sample % of Sample % of Sample

0 11-20 41-50 71-80

<1 21-30 51-60 81-90

1-10 31-40 61-70 91-100
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Figure A2.2. Rarefaction curves of 16S rRNA pyrosequences from the 25 samples obtained from Rattlesnake Spring. 
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APPENDIX III 
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Table A3.1. Number of 16S rRNA pyrosequences (pyrotags) and taxonomic affiliations (class or 

phylum) along the Rattlesnake Spring flowpath, differentiated by genera, when possible. 

Operational taxonomic units (OTUs) defined at the 96% sequence identity level. 
 

 

0 m 
Orifice 

1.6 m 
Drop 

5.5 m 
1st Tran 

9.5 m 
2nd Tran 

14 m 
End  

Total 
Pyrotags 

OTUs* 

Alphaproteobacteria 86 66 207 802 1401 2562 460 

Hyphomonas 1  0 1 29 25 56 8 

Parvularcula 0 0 2 22  92  116 10 

Rhodobacter 7 2 5 12 13 39 6 

Rhodovulum 4 0 9 1 0  14 1* 

Other 10 3 7 80 90 190 42 

Unidentified 64 61 183 658 1181 2147 393 

Betaproteobacteria 8 12 68 924 249 1261 126 

Hydrogenophaga 0 0 5 23 23 51 5 

Thiobacillus 0 0 9 226 77 312 33 

Thiomonas 4 3 7 1 0 15 2 

Other 0 0 1 7 4 12 8 

Unidentified 4 9 46 667 145 871 78 

Deltaproteobacteria 487 24 122 66 9 708 97 

Desulfocapsa 247 10 55 0  0 312 14 

Desulfuromusa 38 0 14 0 0  52 9 

Other 12 3 2 10 0 27 9 

Unidentified 190 11 51 56 9 317 65 

Epsilonproteobacteria 1385 64 27 15 46 1537 51 

Arcobacter  0 0  0 0 43 43 6 

Sulfurimonas 8 0 0 0 0  8 * 

Sulfurospirillum 1 2 2 0 0 5 1 

Sulfurovum 25 2 3 2 0 32 3 

Wolinella 0 0 1 0 0 1 1 

Unidentified 1351 60 21 13 3 1448 40 

Gammaproteobacteria 153 11148 9090 516 3108 24015 425 

Aeromonas  0  0 0 15 2486 2501 57 

Thiofaba 59 37 268 54 11 429 19 

Thiothrix 43 6745 3273 143 12 10216 58 

Thiovirga  0 70 0  0 0  70 2 

Vibrio  0 0 0 0 30 30 1 

Other 7 0 10 13 113 143 19 

Unidentified 44 4296 5539 291 456 10626 269 
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0 m 
Orifice 

1.6 m 
Drop 

5.5 m 
1st Tran 

9.5 m 
2nd Tran 

14 m 
End  

Total 
Pyrotags 

OTUs 

Unidentified Proteobacteria 302 643 996 838 216 2995 ** 

Acidobacteria 0 0 1 9 9 19 5 

Group 3  0 0 0 1 0  1 1 

Group 4  0 0 0 5 8 13 1 

Group 9  0 0 0 0 1 1 1 

Group 17  0 0 0 1 0 1 1 

Unidentified  0 0 1 2 0 3 1 

Actinobacteria 1 0 0 2 9 12 7 

Ilumatobacter  0 0 0 1 0 1 1 

Microbacterium  0 0 0 0 1 1 1 

Propionibacterium  0 0 0 0 1 1 1 

Unidentified 1 0 0 1 7 9 4 

Bacteroidetes 312 499 305 87 97 1300 179 

Cloacibacterium  0 0 0 1 0  1 1 

Dysgonomonas  0 0 0 0 1 1 1 

Flavobacterium 1 12 4 1 5 23 6 

Unidentified 311 487 301 85 91 1275 171 

Chlorobi 347 0 4 1 0 352 18 

Chlorobium 322  0 4 1 0 327 14 

Unidentified 25  0 0 0  0 25 4 

Chloroflexi 541 24 9 1 1 576 39 

Chloroflexus 126 0 0 0 0  126 12 

Unidentified 415 24 9 1  1  450 27 

Cyanobacteria 9236 47 302 314 782 10681 261 

GpI 686 3 15 135 63 902 30 

Other 99 0 0 0 11 110 5 

Unidentified 8451 44 287 179 708 9669 226 

Firmicutes 0 3 7 8 15 33 21 

Clostridium 0 0 0 0 2 2 1 

Faecalibacterium 0 1 0 0 1 2 1 

Gemella 0 0 2 0 0 2 1 

Halobacillus 0 0 0 0 1 1 1 

Lactococcus 0 0 2 0 1 3 1 

Oscillibacter 0 0 0 1 0 1 2 

Unidentified 0 2 3 7 10 22 14 

Fusobacteria 0 0 3 15 12 30 13 

Unidentified 0 0  3 15 12 30 13 
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0 m 

Orifice 
1.6 m 
Drop 

5.5 m 
1st Tran 

9.5 m 
2nd Tran 

14 m 
End  

Total 
Pyrotags 

OTUs 

Gemmatimonadetes 1 0 0 0 1 2 2 

Gemmatimonas 1 0 0  0  0 1 1 

Unidentified  0 0  0 0 1 1 1 

Nitrospira 0 0 0 66 8 74 8 

Nitrospira 0 0 0 59 6 65 6 

Unidentified 0 0 0  7 2 9 2 

Planctomycetes 1 0 1 21 30 53 28 

Gemmata 0 0 0 1 0 1 * 

Planctomyces 0 0 0 1 7 8 2 

Rhodopirellula  0 0 0 0 2 2 * 

Unidentified 1 0 1 19 21 42 26 

Spirochaetes 104 27 37 3 3 174 21 

Leptonema 0 0 30 1 0 31 3 

Spirochaeta 16 1 0 0 0 17 3 

Treponema 0 1 0 0 0 1 * 

Turneriella 65 19 2 0 0 86 4 

Unidentified 23 6 5 2 3 39 11 

Verrucomicrobia 10 4 1 15 66 96 36 

Cerasicoccus 0 0 0 0 2 2 2 

Haloferula 0 0 0 4 0 4 4 

Luteolibacter 0 0 0 5 0 5 6 

Opitutus 0 0 0 0 1 1 * 

Subdivision3 genera 1 0 0 0 0  1 1 

Unidentified 9 4 1 6 63 83 23 

Candidate Division OP10 5 0 2 0 1 8 3 

OP10 genera 5 0 1  0 0  6 1 

Unidentified 0  0 1  0 1 2 2 

Candidate Division SR1 14 57 2 0 0 73 14 

SR1 genera 14 36 2 0 0 52 9 

Unidentified 0 21 0  0 0 21 5 

Candidate Division TM7 1 0 0 0 0 1 1 

Unidentified 1 0 0 0 0 1 1 

Candidate Division WS3 1 0 0 0 0 1 1 

Unidentified 1 0 0 0 0 1 1 

Eukaryota 1 5 68 7916 2324 10314 239 

Bacillariophyta 1 4 64 3338 633 4040 199 

Streptophyta 0 1 1 3860 1234 5096 38 

Chlorophyta 0 0 0 0 3 3 2 

Unidentified 0 0 3 718 454 1175 ** 
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0 m 

Orifice 
1.6 m 
Drop 

5.5 m 
1st Tran 

9.5 m 
2nd Tran 

14 m 
End  

Total 
Pyrotags 

OTUs 

Total       60279 3092 

        

        

*Group affiliation with OTUs is based on the most abundant pyrosequences in the OTUs. Many 
OTUs at the genus level contain 16S rRNA sequences with identified genera and unidentified 
16S rRNA sequences. As a result some lesser abundant genera reside in OTUs predominated by 
unidentified sequences and are accounted for in the unidentified bacteria OTUs. 
**Unidentified Proteobacteria and Eukaryota OTUs are accounted for in unidentified bacteria. 
Other refers to those genera within a major group in which only a few 16S rRNA sequences 
were found in the entire spring. 
Unidentified refers to those sequences that were less than 80% similar to a major group or less 
than 94% similar to a genus. 
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Figure A3.1. Rarefaction curves 16S rRNA gene pyrosequences from Rattlesnake Spring. (A) 

16S rRNA gene pyroseqeunces for July 2010 microbial mat and sediment samples, and (B) 16S 

rRNA pyrosequences from October 2010 samples, and (C) soxB gene clones from all samples 

taken from Rattlesnake Spring, Oklahoma. 
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