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Abstract: Microbe-microbe interactions — of central importance in biological systems — can be antagonistic or synergistic,
acting to benefit or detriment of a host. Pederin-producing endosymbionts (PPE) are considered protective mutualists in
their Paederus fuscipes (rove beetle) hosts but little is known about whether PPE affect other aspects of host fitness as well
as host microbial diversity. We find strong deleterious costs of PPE infections on hosts related to an extended development
time, smaller and shorter lifespan of females, as well as a lower hatching rates of progeny. 16S rRNA data reveal that PPE
affect the microbiome of P, fuscipes depending on gender and organ, resulting in a decrease in the number of the potentially
beneficial symbiotic bacteria Apibacter and the reproductive manipulator Wolbachia and an increase in the conditional
pathogenic bacterium Bartonella. Predicted microbe functions related to metabolism, longevity, immunity and resistibility
are enriched in uninfected females, potentially contributing to fitness costs of PPE infections. We further sequence and
annotate the first complete genome of PPE and compare the pederin biosynthetic gene cluster (ped) with the pederin family
biosynthetic gene cluster from other bacterial-eukaryote symbioses. This study highlights the fitness costs of PPE infec-
tions to P, fuscipes, even though the defensive pederin compound produced by PPE helps protect the host. The ecology and
evolution of this mutualism is shaped by costs, not just the benefits they confer. Changes in the microbial community within

infected rove beetles may mediate the negative impacts of PPE on fitness.
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1 Introduction

The field of microbial ecology provides insights into the eco-
logical and evolutionary dynamics of microbial communities
underpinning every ecosystem on Earth. A leading ques-
tion in this field (Antwis et al. 2017) concerns the primary
mechanisms within a host that mediate microbe-microbe and
host-microbe interactions. Associations with bacteria within
insects are thought to have contributed to host life history
traits such as behaviour, fitness, reproduction, detoxification,
immunity and nutrient compensation (McCutcheon et al.
2019; Willing et al. 2011). In return, insects are thought to
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have evolved ways of facilitating the colonization and pro-
liferation of some bacteria (Douglas 1998). Despite the sig-
nificance of insect-microbe interactions, microbe-microbe
interactions within insects represent an important, complex,
dynamic network that warrants deeper investigation (Geller
& Levy 2023). These have not been studied much because
the complexity of the insect microbiome has hindered the
direct evidence for the association between the target micro-
bial species or strains.

Our recent study (Fang et al. 2023) discovered a facul-
tative mutualism involving an insect-endosymbiont asso-
ciation, where endosymbionts in the rove beetle Paederus
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fuscipes produce the toxic substance pederin (Kellner 2001),
which protects the beetles from insect and arachnid predators.
The beetle host, in return, provides a favorable environment
for the colonization of Gram-negative pederin-producing
endosymbionts (PPE) in female reproductive tissues (Fang
et al. 2023). However, Teoh & Singham (2022) predicted
the function of the microbiota of P. fuscipes and found some
functions related to metabolism enriched in PPE uninfected
females which are fitness advantage possibilities in sustain-
ing the population in the absence of predation. A substan-
tial body of work has demonstrated that defensive toxins
are often costly for prey in the absence of predation risk
(Zvereva & Kozlov 2016). In other host-endosymbiont sys-
tems, Cardinium and the combined Cardinium + Wolbachia
infections were connected to negative fitness effects on their
host, the planthopper Sogatella furcifera, which reduced
microbiome diversity and affected host metabolism and
fecundity (Li et al. 2022). The P. fuscipes-PPE association
might therefore be complicated and we address this with
the following questions. (i) Is there a fitness cost for PPE
infections and what are the specific symbiont-mediated phe-
notypes of P. fuscipes? (ii) Could the fitness costs of PPE
involve interactions with the host microbiome?

PPE is closely related to the well-known human pathogen
Pseudomonas aeruginosa. Kellner (2001) found a putative
pederin biosynthetic gene cluster (ped) from the genome of
P, fuscipes and traced it to this bacterial symbiont. Based on
fluorescence in situ hybridization (FISH), PPE are noted in
female reproductive tissues of the rove beetle and concen-
trated in ovaries, but rare in male reproductive tissues (Fang
et al. 2023; Kador et al. 2011). However, pederin is found
widespread in different parts of the insect’s body. Bhandari
et al. (2015) used mass spectrometry imaging to locate
pederin mainly in the defensive gland with reservoirs located
at the posterior border of the 41 sternite, malpighian tubules,
midgut, rectum, and ovaries of the female rove beetle. Some
of the pederin in the glandular reservoir of the defensive
gland protecting against predators is probably carried inside
cells by norspermine because the vector for norspermine was
detected in a high concentration close to pederin (Stromgaard
etal. 2001). Other pederin is absorbed by malpighian tubules
from the hemolymph and discharged to the transition of the
midgut and rectum, where it may influence the composition
and relative abundance of gut bacteria. A summary of the
current understanding of these interactions in the rove beetle
is outlined in Fig. 1.

We postulate here that PPE through the production
of pederin may have a direct effect on the diversity of the
microbiome in reproductive organs and an indirect effect
on the diversity of the gut microbiome, and that this may
indirectly alter the fitness of rove beetles. We firstly exam-
ine total development time, adult life span, body length and
weight of the rove beetles with or lacking PPE. We then use
16S ribosomal RNA (rRNA) gene amplicon sequencing to
examine the diversity and composition of the microbiome

in reproductive organ and gut of P. fuscipes with a different
gender and PPE infection status. Finally, we sequenced the
genome of PPE and explored the genomic features associ-
ated with pederin production.

2 Materials and methods

2.1 Fitness effects of PPE

In order to assess PPE effects on fitness of the rove beetles,
two P. fuscipes lines with a different infection status were
established: a PPE-infected line (abbreviated as PIL) and
a PPE-uninfected line (abbreviated as PUL). The two lines
were established from 12 pairs of adult beetles collected
in the same farmland of Nanyang, Henan province, China
(N 34°39'; E 112°23") in May, 2022. We divided the eggs
laid by each pair into two groups. Eggs of the first PIL group
were kept individually in perforated plastic boxes containing
moistened cotton. Since P. fuscipes larvae take up PPE via
feeding on eggshells harboring PPE, the eggs of the second
PUL group were soaked in a tetracycline solution (5 mg/mL)
3 times (10 min per time) to eliminate PPE from the shell
surface (Song et al. 2024). Then they were soaked in ster-
ile water to remove any remaining tetracycline solution and
kept individually in perforated plastic boxes as for PUL. The
two lines were reared at 25 °C, 60% relative humidity, a pho-
toperiod of 14 h of light and 10 h of darkness. We used 100
eggs from each line to measure fitness following published
protocols (Bong 2012). Once a larva emerged, it was sup-
plied with sterilized mixed feed [ingredients: larvae of flour
weevil (Tenebrio molitor), pork liver powder and honey =
1:3:1]. At least one larva from each pair set up was used to
confirm the infection status. The ketosynthase gene (PKS)
was amplified for PPE detection according to Piel (Table S1;
Piel 2002).

The egg incubation period, development (1% larval instar,
2nd Jarval instar and pupa), and survival of larvae and adults
were recorded daily. Survival rates were calculated accord-
ing to the Kaplan-Meier method. The corresponding p-value
was computed using the log-rank (Mantel-Cox) test. The
weight and body length of 2nd larval instars (the 5% day of
the stage), pupae (the 5 day) and adults (the 10 day) were
measured. After checking for normality and homoscedastic-
ity of the data, we used parametric statistical tests (t-tests)
to compare the egg incubation period, development time
(1st larval instar, 27 larval instar and pupa), adult longevity,
weight and body length between PIL and PUL, as well as a
¥ test to examine any departure from a 1:1 adult sex ratio.
The analyses were conducted using GraphPad Prism v.7®
(GraphPad Software, Inc., La Jolla, USA).

For testing differences in reproduction, beetle pairs were
kept in perforated plastic boxes as described by Kellner &
Dettner (1995) with some leaves for shelter, and a small dish
containing moistened cotton in which to lay eggs. Two types
of crosses (PIL male x PUL female and PUL male x PIL
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Fig. 1. Potential tripartite interactions among insect, PPE endosymbiont and gut microbiota. PPE produces the toxic substance
pederin, which protects the beetles from insect and arachnid predators. The beetle host, in return, provides a favorable environment
for the colonization of PPE in female reproductive tissues. Meanwhile, PPE has an effect on the diversity of the gut microbiome by
production of pederin and may indirectly alter the fithess of rove beetles. Electron-microscope (SEM) micrographs of a 2-day-old

oviposited Paederus egg were taken from Kador et al. (2011).

female) were set up in the plastic boxes, with one pair in
each box. Crosses within the PIL and PUL lines were also
set up. There were 15 replicates for each cross. The small
dishes with moistened cotton were checked and eggs were
collected and counted every day. The larvae were counted
until the last viable egg hatched. Fecundity was expressed
as the number of eggs laid in 30 days by the pairs. The hatch
rate was expressed as the proportion of hatched eggs over the
total number of eggs. We compared fecundity and hatch rate
among the four crosses by ANOVA followed by a multiple
comparison test (Tukey’s posthoc test). All dead individuals
expected to be infected were saved and scored again to con-
firm PPE status after the experiments were finished.

2.2 Microbiota diversity and PPE density

in reproductive organs and gusts of

P. fuscipes
The rove beetles from PIL (3 females and 3 males) and
PUL (3 females and 3 males) were dissected. The intes-
tine (including foregut, midgut, and hindgut) and genitalia
(including gonads and glands) were cut up and frozen in
70% ethanol at —20 °C. DNA was extracted from 24 speci-
mens respectively with a QIAamp DNA Mini kit (Qiagen,

Hilden, Germany) and used for microbiome analysis (Jiang
et al. 2018). A 450-bp portion of the 16S rRNA gene was
amplifed using the primers (357F and 806R; Table S1) cov-
ering the V3—V4 hypervariable regions of bacteria. The
library was purified using a DNA gel extraction kit (Axygen,
USA) and sequenced by 2*250 bp paired-end sequencing
on the Novaseq platform using Novaseq 6000 SP 500 Cycle
Reagent Kit (Illumina, USA) at TinyGen Bio-Tech Co., Ltd.
Sequences were pre-processed, quality filtered and clustered
into operational taxonomic units (OTU) at the 97% sequence
similarity level using UPARSE (Edgar 2013). They were
annotated and classified utilizing the Silva 138 database with
confidence scores > 0.6. The principal component analysis
(PCA) of OTU (97% similarity) was done based on relative
abundance with prcomp() by built-in R stats package.

The diversity indices (Shannon, Simpson, Chao and
ACE) were calculated and plotted by vegan package in R.
Significant shifts in the indices were identified using t-tests
(Shannon et al. 1950; Cameron et al. 2021). Linear discrimi-
nant analysis effect size (LefSe) was used to determine the
magnitude of the effect of species abundance on variation in
female gut microbiota associated with PIL and PUL, thereby
identifying biomarkers that differed significantly in abun-
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dance between the two groups. An LDA (linear discriminant
analysis) score of > 3 was considered significantly different.
PICRUSt was used to investigate the functional profiles of
the predictive female gut microbiota associated with PIL and
PUL (Langille et al. 2013). The line comparison involved
Welch’s t-tests with Bonferroni correction to assess differ-
ences in the relative abundance of KEGG pathways (level 3)
using Statistical Analysis of Metagenomic Profiles (STAMP)
(Parks et al. 2014).

To reinforce and confirm metabarcoding data, the relative
PPE densities were detected by quantitative PCR (qPCR). It
was performed in triplicate for each sample using Platinum
SYBR Green (Thermo Fisher Scientific, California, USA)
referring to the manufacturer’s protocol. The reactions were
performed in a total volume of 20 ul comprising 10 pl of 2X
Platinum SYBR Green, 0.4 ul (5 pM) of each primer and
1 pl (final 5 ng) template DNA. Following Ali et al. (2018),
the relative PPE density was calculated as the ratio of Cq
values between PKS and the host’s endogenous control gene
ribosomal protein S3 (RPS3), which is synonymous to the
number of PPE per host cells because both genes occur as a
single copy per haploid genome. The short fragment length
(157 bp) of PPE targeted primer pair (KS1-F and KS1-R;
Table S1) was used and normalized with a 191bp fragment
length of the reference gene (RPS3-F and RPS3-R; Table S1)
(Piel 2002; Zhang et al. 2017). The temperature profile of the
gPCR was 96 °C for 5 minutes, 35 cycles of 96°C for 30 s,
57°C for 30 s, and 72 °C for 1 min with fluorescence acquisi-
tion of 72°C at the end of each cycle, then a melting curve
analysis after the final cycle. Assays were conducted as three
technical replicates. We checked for normality and homosce-
dasticity of the data prior to using parametric statistical tests.
We compared PPE infection densities in reproductive organ
and gut of P. fuscipes with a different gender and PPE infec-
tion status by ANOVA followed by a multiple compari-
son test (Tukey’s posthoc test) using GraphPad Prism v.7®
(GraphPad Software, Inc., La Jolla, USA).

2.3 PPE genome sequencing and gene contents
Pseudomonas sp. Pf01 was isolated from the reproductive
tissue of a female P. fuscipes from Nanyang, China. The
ovaries were dissected, homogenized and streaked out on
Columbia agar (Oxoid, UK) supplemented with 5% sheep
blood (Solarbio, China). Colonies were screened using
exotoxin A (ETA) and PKS genes sequencing (Table S1;
Piel 2002; Gray et al. 1984), where the strain was identi-
fied as closely related to Pseudomonas species. For PacBio
sequencing, high molecular weight DNA was extracted from
EasyPure Bacteria Genomic DNA Kit (TransGen Biotech,
China) following the 15-20 kb SMRTbell Libraries Protocol.
The libraries were sequenced using the P6-C4 chemistry on a
PacBio Sequel II sequencing platform (PacBio) at Shanghai
OE Biotech Co., Ltd (Shanghai, China). For genome rese-
quencing, the NGS libraries were constructed with TruSeq
Nano DNA LT Sample Preparation Kit (Illumina, San Diego,

CA, USA) and sequenced on the Illumina HiSeq X Ten tech-
nology platform (Illumina Inc., San Diego, CA, USA) and
150 bp paired-end reads were generated.

Hierarchical Indexing for Spliced Alignment of
Transcripts (HISAT) v2.10.2 (Kim et al. 2015) was used
to check the quality of the raw reads and to align to the
genome. The filtered clean reads were subjected to de novo
genome assembly using Wtdbg2 (Ruan & Li 2020), which is
a third-generation assembly technology. The PF01 genome
was assembled using K-mer Analysis Toolkit (KAT) v2.4.1
with parameters “-m 27 to estimate the K-mer (Margais
& Kingsford 2011) distribution. GenomeScope was used
to calculate estimates for genome size and heterozygosity.
N50 size, contig number, and genome size were just a few of
the metrics considered in choosing the best genome assem-
bly for downstream analysis. The PFO1 genome was anno-
tated with Rapid Annotation using Subsystem Technology
(RAST) (Aziz et al. 2008). The genomic synteny involved
in pederin family compound biosynthesis genes including
symbiont bacterium Profftella armatura of Asian citrus psyl-
lid Diaphorina citri diaphorin biosynthesis gene (Genbank
accession number CP003468), symbiont bacterium PPE
of P fuscipes pederin biosynthesis gene (Genbank acces-
sion number AY426537, AH013687), symbiont bacterium
Entotheonella sp. of Theonella swinhoei onnamide bio-
synthesis gene (Genbank accession number AY688304),
symbiont bacterium Nostoc sp. of Peltigera membranacea
cyanobiont nosperin biosynthesis gene cluster (Genbank
accession number GQ979609) and free-living cyanobac-
terium Cuspidothrix issatschenkoi cusperin gene cluster
(Genbank accession number MG518226). They were tan-
demly compared using Easyfig and the BLASTn algorithm
(Sullivan et al. 2011). BLAST comparisons (BLASTn)
between multiple genomic regions can be generated, visual-
ized and interactively coloured by Easyfig.

2.3.1 Data availability statement

The 16S rRNA sequences determined in this study were
deposited in the Bioproject of The National Center for
Biotechnology Information (NCBI) under accession number
PRINA1037296 (https://www.ncbi.nlm.nih.gov/bioproject/
PRINA1037296). The raw genomic data for genome anno-
tation reported in this paper have been deposited in the NCBI
database under accession number PRINA1037318 (https://
www.ncbi.nlm.nih.gov/bioproject/PRINA1037318).

3 Results

3.1 Fitness assessments

In this study, more than 95% of the eggs hatched. The devel-
opment time of every individual and age-stage survival rate
were recorded daily (Table S2; S3), as illustrated by the
overlapping curves shown in Fig. 2a. Except for the 15t lar-
val instar stage, the development time of the other immature
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stages; (f) fecundity and (g) egg hatching rate of the four crosses. Please find the number of individuals in each line and statistical
testin Table 1.
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stages (egg, 2" larval instar and pupa) as well as that of the
total immature stage differed significantly between PIL and
PUL (Table 1). The adult sex ratios of PIL (31 females and
31 males) and PUL (32 females and 35 males, ¥2 = 0.004,
p=0.950) did not vary from 1:1 expectation. After the adults
emerged, survival rate of both lines leveled off for 45 d
and then decreased gradually (Fig. 2b and 2c). PPE infec-
tion had no significant effect on the male adult’s life span
(p=0.055) by a Log-rank Mantel-Cox test but greatly reduced
the female adult’s life span (p = 0.008). The weight of PIL
2nd Jarval instars, male adults and female adults was signifi-
cantly less than those from the PUL line (Fig. 2d). There was
no impact of the infection on pupal weight (Table 1; S4). The
body length of PIL female adults was significantly shorter
than those from the PUL line (Fig. 2e; Table 1; S5). The
PPE infection decreased weight and constrained body length
of PIL female adults. Fecundity did not differ significantly
among the four crosses (F(354) = 1.463, p = 0.235; Fig. 2f;
Table S6). However, the egg hatching rates varied among
the four crosses (F(3 54) = 8.303, p = 0.0001; Table S7). The
hatching rates of the crosses PUL male x PIL female and PIL
male x PIL female were lower than those of the other two
crosses (Fig. 2g).

3.2 PPE are shaping the gut microbiome of
P. fuscipes

Raw sequences of 16S rRNA were used to characterize com-
munity diversity and these clustered into 606 operational tax-
onomic units (OTUs) across the 24 samples tested. Sufficient
sequencing data were obtained based on the plateaued rar-
efaction curves of clearly defined species (Fig. S1). Based on
the OTU abundance information (97% similarity), the rela-
tive abundance of each OTU in each sample was calculated,
and PCA of OTU was done based on relative abundance
(Fig. S2). PCA analysis showed variation in community
composition in eight groups. The OTUs were annotated into
19 phyla, 33 classes, 70 orders, 115 families and 203 genera
(Table S8), of which 14 OTUs were shared among the eight
groups (Fig. S3) and 5 OTUs were shared across all samples
(Fig. S4). They were Apibacter adventoris (relative abun-
dance, 29.54%), Sphingobacterium (20.54%), Bartonella
(11.67%), Wolbachia (11.17%) and Dysgonomonas (3.24%).
When adding the dominant bacterial PPE in female repro-
ductive organs (15.38%), these six phylotypes accounted
for 91.54% of the sequences from all samples. The relative
abundance of every remaining bacterium was less than 1%,
which showed an uneven structure of the bacterial communi-
ties in P, fuscipes samples.

Table 1. Development time of immature stages, adult longevity, weight and body length of PIL and PUL. L1, 1st larval instar; L2,

2nd [arval instar.

Initial eggs in both PIL PUL ..

lines = lg()g(] = Mean 2 SE N Mean L SE Statistical Results

Dev. time (d)

Egg 98 5.66 +0.78 95 474+ 0.74 X2=99.27;df=1; p <0.001 ***
L1 98 9.69 +2.49 95 9.63+1.03 X2=40913;df=1;p=0.057
L2 73 20.67 +1.28 77 1847 +1.19 X2=284.63; df=1; p <0.001 ***
Pupa 66 1041 +1.94 72 11.90 + 1.80 X2=16.05;df=1;p<0.001 ***
Total immature 62 4498 +£3.67 68 43.81 £2.46 X2=3.675;df=1; p<0.001 ***
Adult longevity (d)

Male 31 53.97 £33.92 35 68.74 + 43.68 X2=3.675;df=1; p=0.055
Female 31 45.87+£26.16 33 65.13 £39.54 X?2=6.878; df =1; p=0.008 **
Weight (mg)

L2 73 2.61+0.43 77 2.78 +£0.48 t=2.447;df=148;p=0.016 *
Pupa 66 2.64+0.23 72 2.68 +0.35 t=0.820; df = 136; p=0.414
Male 31 4.46 £ 0.85 35 4.84+0.54 t=2.165; df = 64, p=0.034 *
Female 31 4.63+£0.53 33 4.96+0.33 t=2.943; df = 62; p = 0.005 **
Body length (mm)

L2 73 4.26+0.53 77 4.40 +£0.44 t=1.662; df = 148; p= 0.099
Pupa 66 3.72+£0.38 72 3.82+0.34 t=1.665; df = 135; p=0.098
Male 31 6.32+0.71 35 6.52+0.51 t=1.253; df=64; p=0.215
Female 31 6.31+£0.55 33 6.68 +£0.53 t=2.700; df = 62; p=0.009 *




Bacterial species diversity showed a significant difference
among the eight groups (Fig. S5). The relative abundance of
specific groups also varied (Table S9). The 16S rRNA gene
data revealed microbial community structure across groups
at the genus level (Fig. 3). Notably, the five core bacteria
showed effects of PPE. The relative abundance of PPE in
reproductive organs was positively associated to Bartonella
in the guts, but was inversely related to Apibacter in guts,
as well as Wolbachia and Sphingobacterium in reproductive
organs (Fig. 3). In the LefSe analysis, Flavobacteriaceae at
the class level, Flavobacteriales at the order level were abun-
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dant in the female gut of PUL. Apibacter was elevated, and
Bartonella and Lactobacillus were reduced at the genus level
in the female gut of PUL (LDA score > 3, P <0.05) (Fig. S6).
Among the 157 affiliated KEGG pathways, 35 were signifi-
cantly different at P < 0.001 (Fig. S7, Table S10). Notably,
significant elevation in ABC transporters, polyketide prod-
ucts biosynthesis and metabolism of xenobiotics by cyto-
chrome P450 pathways was observed in PIL. On the other
hand, pathways related to host fitness advantages (e.g.
metabolism, longevity regulating pathway, MAPK signaling
pathway and vancomycin resistance) was increased in PUL.

unclassified

Apibacter (29.54%)
Sphingobacterium (20.54%)
PPE (15.38%)

Wolbachia (11.17%)
Bartonella (11.67%)
Dysgonomonas (3.24%)
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----4

Fig. 3. Bacterial 16S rRNA gene composition in terms of gender (males and females), organs (guts and reproductive organs) of
P. fuscipes. Eight groups were separated with dashed lines (PIL, PPE-infected line; PUL, PPE-uninfected line). Each group consisted
of 3 replicates. The relative abundance of only five annotated genera were over 1%. PPE and Wolbachia were the core bacteria in
reproductive organs, and Apibacter, Sphingobacterium, Bartonella and Dysgonomonas were the core bacteria in guts. +++, high con-
tent (> 50%); ++, medium content (20-50%); +, low content (0-20%); —, n/a.
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The PPE density analyzed through qPCR targeting the
specific PKS gene along with an endogenous control gene
RPS3 varied significantly (F(764)=50.26, p < 0.0001) across
the reproductive organs and guts of P, fuscipes with a differ-
ent gender. The infection density in reproductive organs of
PIL females was significantly higher than in any other group
and some PPE were examined in reproductive organs of PIL
males (Fig. S8). The results correspond well with metabar-
coding data of 16S rRNA.

3.3 PPE genome sequencing and gene contents

Whole-genome sequencing using PacBio and Illumina
technologies led to the assembly of a circular 6.66 Mb
Pseudomonas sp. Pf01 symbiont genome, containing 6109
coding sequences (CDS), 66.3% GC content and with a
BUSCO completeness score of 89.44% (Fig. S9; Table S11).
The genome showed full completeness and was similar to
Pseudomonas aeruginosa (6.26 Mb, Genbank accession
number: GCA_000006765.1). We compared pederin fam-
ily biosynthetic gene clusters from symbiotic organisms of
diverse evolutionary origin (Fig. S10). This confirmed the
genome of PPE contains the unique ped genes encoding
megaenzymes PKSs/NRPSs, which catalyze the synthesis
of the polyketone compound pederin. The ped gene cluster
consists of a 54-kb region with 3 large genes (pedl, pedF,
and pedH) that encode multidomain PKS or PKS/NRPS pro-
teins and a suite of 14 smaller genes that encode accessory
enzymes (Fig. S10). It has significant homology to the gene
clusters for the biosynthesis of pederin family compounds
diaphorin isolated from the Asian citrus psyllid Diaphorina
citri, onnamide A from sponge Theonella swinhoei, nosperin
isolated from the foliose lichen Peltigera membranacea
and cusperin isolated from the free-living cyanobacterium
Cuspidothrix issatschenkoi (Kampa et al. 2013; Kust et al.
2018; Nakabachi et al. 2013; Piel et al. 2004; Kim et al.
2020).

4 Discussion

PPE are concentrated in female reproductive tissues of the
rove beetle and harbored on the egg shells based on FISH
(Fang et al. 2023; Kador et al. 2011). The Paederus larvae
take up PPE via feeding on eggshell, forming a way of egg
shell-oral transmission (Kellner 2003). However, the insect
gut bacteria were acquired from environmental habitat and
diet, and also determined by developmental stage and phy-
logeny of host (Yun et al. 2014). Thus, we soaked the eggs
in a tetracycline solution to eliminate PPE from the shell
surface as for endosymbiont-free group in this study, which
minimizes the effects of antibiotic treatment on the micro-
biota associated with the gut and reproductive system. The
similar method was reported in a recently published paper
(Song et al. 2024).

The current work highlighted strong deleterious fitness
effects of the PPE infection on P. fuscipes. The fitness costs
relate to an extended development time, shortened lifespan
of female adults, light weight and short body length espe-
cially for infected female adults (Fig. 2a—2¢ and Table 1), as
well as a significantly lower hatch rates of crosses with PIL
females (Fig. 2g). These notable deleterious fitness effects
run counter to previous perspectives of mutualistic symbio-
sis between P, fuscipes and PPE (Fang et al. 2023). However,
there are many other symbioses that involve costs as well as
benefits to one of the parties (Li et al. 2022; Bronstein 2001).
Cost/benefit analysis has long been a standard approach in
studying the ecological dynamics of such interactions (Keeler
1985). The ecology and evolution of mutualism is shaped by
diverse costs and benefits that they confer (Bronstein 2001).
Costs or constraints always need to be included in under-
standing the population dynamics of mutualists and their
stable co-existence (Nakabachi et al. 2013).

While acidic pederin produced from PPE is corrosive, it
may not directly contribute to the fitness disadvantages of
P fuscipes because most pederin occurs in the defensive
gland with reservoirs inside P. fuscipes as chemical weapons
against potential predators (Stromgaard et al. 2001; Kellner
2002). Instead, we suspect that the remaining pederin
absorbed by malpighian tubules from hemolymph may have
influenced the composition and relative abundance of gut
bacteria when it was discharged through the transition of
the midgut and rectum (Fig. S11; Bhandari et al. 2015). The
fitness costs caused by PPE infection may be linked to the
change of community structure of the gut microbiome which
can influence life history traits associated with host fitness
such as development, longevity and fecundity in organisms
(Di Lelio et al. 2023; Gao et al. 2023). Thus, 16S rRNA gene
sequencing was used to compare the community diversity
and abundance between PIL and PUL, and to reveal the
potential pattern of PPE-microbe interactions.

Based on the results of 16S rRNA gene sequencing,
Apibacter (29.5%), PPE (15.4%), Bartonella (11.7%),
Wolbachia (11.2%) and Dysgonomonas (3.2%) were five
identified genera accounting for the largest proportions
(3-30%) of microorganisms in adult P. fuscipes. These core
bacteria were reported in the previous studies (Fang et al.
2023; Teoh & Singham 2022). While PPE did not show an
association with Dysgonomonas, it strongly affected the
other three microbial taxa. Apibacter was recently identified
as a genus of bee associated bacteria, which is putatively
beneficial to the host including decreasing a trypanosome
parasite infection and degrading toxic monosaccharides
and dicarboxylic acids (Mockler et al. 2018; Zhang et al.
2022). Bartonella sp. is an etiological agent of bartonellosis
(Breitschwerdt et al. 2010). This arthropod-borne pathogen
was found in the hematophageous fleas, and contributed to
a fitness reduction to the hosts; infected female fleas had
smaller male progeny (Morick et al. 2013). PPE infection



resulted in a decrease in the number of beneficial symbiotic
bacteria Apibacter and an increase in the number of condi-
tional pathogenic bacteria Bartonella. Although the symbi-
otic relationships between the two bacteria and P. fuscipes
are so far unexplored, their relative abundance seems to
link to fitness of their host as in the other insects mentioned
above. The abundance of Apibacter and Bartonella were
likely affected by pederin and PPE.

Another core bacterium negatively associated with PPE
is Wolbachia in reproductive tissues. Wolbachia (Hoffmann
2020) mainly live inside cells of arthropods, especially
in insects and some nematodes, and can affect sexual
reproduction of their hosts. One of the most important
phenotypes induced by Wolbachia is cytoplasmic incom-
patibility (CI), where Wolbachia uninfected females mated
to infected males show a sharp reduction in production
of viable offspring. This may relate to our results on egg
hatching rates varying significantly among the four crosses
(Table 1). The decrease in abundance of Wolbachia in PIL
(Fig. 3) may contribute to a significantly lower hatching
rate in crosses PUL male x PIL female and PIL male x PIL
female (Fig. 2g).

We propose a microbe-microbe interaction pattern
involving the metabolites pederin travelling in the digestive
system to influence other microbes, and thereby indirectly
influence host-microbe interactions influencing the fitness,
immunity and metabolism of P. fuscipes. Despite this, over
90% of female beetles carry PPE and transfer it to their prog-
eny in nature linked to advantages for their survival under
predation (Kellner 2002), although there is then also phe-
nomenon of automimicry (analogous to Batesian mimicry
within a single prey species) for non-defended individuals
(Teoh & Singham 2022). Compared with the situation in a
natural population, the number of infected females in lab-
reared generations was reduced over time likely due to the
absence of predation risk (Kellner 2000). This suggests there
is likely a trade-off between fitness and protection against
predation in P. fuscipes. Overall, our findings emphasize
the importance of tripartite interactions among microbiota,
P fuscipes, and PPE from a holobiont perspective (Zheng
et al. 2023) and raise intriguing ecological and evolutionary
questions.
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S1 Primer sequence


			Table S1. Primer sequences and amplicon lengths of PCR products of target genes


			Gene/region			Primers			Sequence (5’– 3’)			Amplicon length			Annealing temperature			Reference


			PKS			KS1-F			TGGCATCGT GGGGAAAGGCTG			157 bp			57°C			Piel, 2002


						KS1-R			GGCGCAGGTGCTGACACGC


			ETA			ETA1			GACAACGCCCTCAGCATCACCAGC			369 bp			65°C			Gray er al., 1984


						ETA2			CGCTGGCCCATTCGCTCCAGCGCT


			RPS3			RPS3_F			CCCAGATAATCATTATCG			191 bp			55°C			Zhang et al., 2017


						RPS3_R			CAGATTGAATGTGTGACAC


			16S rRNA			357F			ACTCCTACGGRAGGCAGCAG			450 bp			56°C			Liu er al., 2008


						806R			GGACTACNVGGGTWTCTAAT


			Reference


			Piel, J. 2002. A polyketide synthase-peptide synthetase gene cluster from an uncultured bacterial symbiont of Paederus beetles. Proc Natl Acad Sci U S A. 99(22), 14002-14007.


			Gray, G.L., Smith, D.H., Baldridge, J.S., Harkins, R.N., Vasil, M.L., Chen, E.Y., Heyneker, H.L. 1984. loning, nucleotide sequence, and expression in Escherichia coli of the exotoxin A structural gene of Pseudomonas aeruginosa. Proc Natl Acad Sci U S A. 81(9), 2645–2649.


			Zhang, H., Tang, B., Lin, Y., Chen, Z., Zhang, X., Ji, T., Zhang, X., Hou, Y.M. 2017. Identification of three prophenoloxidase-activating factors (PPAFs) from an invasive beetle Octodonta nipae Maulik (Coleoptera: Chrysomelidae) and their roles in the prophenoloxidase activation. Arch Insect Biochem. 96, e21425.


			Liu, Z., DeSantis, T.Z., Andersen, G.L., Knight, R. 2008. Accurate taxonomy assignments from 16S rRNA sequences produced by highly parallel pyrosequencers. Nucleic Acids Res. 36, e120.








S2 development time


			Table S2. Time of developmental stages (day)


						egg (+)			1st laval instar (+)			2nd laval instar (+)			pupa (+)			Total immature （+）			male adult（+）			female adult（+）						egg (—)			1st laval instar (—)			2nd laval instar (—)			pupa (—)			Total immature			male adult（—）			female adult（—）


			1			2			6			19			11			38			3			9			1			1			8			19			10			38			4			6


			2			3			4			19			10			36			5			10			2			2			9			19			12			42			12			10


			3			3			4			19			11			37			10			13			3			2			9			19			11			41			14			19


			4			4			3			18			10			35			15			14			4			3			9			18			11			41			18			19


			5			4			3			18			10			35			17			15			5			3			10			18			9			40			17			20


			6			4			3			21			10			38			19			16			6			3			10			18			11			42			16			21


			7			4			5			21			11			41			16			16			7			3			10			18			11			42			26			27


			8			4			5			21			11			41			24			17			8			3			10			19			11			43			31			29


			9			4			5			21			11			41			31			26			9			4			9			19			11			43			29			33


			10			4			4			21			11			40			36			28			10			4			9			19			11			43			37			34


			11			5			6			21			11			43			41			31			11			4			9			19			11			43			41			41


			12			5			7			21			11			44			42			31			12			4			9			19			11			43			43			40


			13			5			8			21			11			45			41			33			13			4			9			19			11			43			27			47


			14			5			8			21			11			45			46			37			14			5			8			19			11			43			45			52


			15			5			9			21			11			46			43			38			15			5			8			19			11			43			44			53


			16			5			9			21			11			46			45			42			16			5			8			18			11			42			47			65


			17			5			9			21			11			46			48			42			17			5			8			18			11			42			46			75


			18			5			9			21			11			46			52			42			18			5			8			18			11			42			47			75


			19			5			11			21			11			48			59			56			19			5			8			18			11			42			79			58


			20			6			11			21			11			49			63			65			20			5			8			18			11			42			75			54


			21			6			11			21			11			49			63			68			21			5			8			18			11			42			87			57


			22			6			12			21			10			49			74			68			22			5			8			18			11			42			97			88


			23			6			12			21			10			49			77			68			23			5			8			18			11			42			98			94


			24			6			12			21			10			49			79			68			24			5			8			18			11			42			98			97


			25			6			12			21			10			49			80			75			25			5			8			18			11			42			97			105


			26			6			12			21			10			49			81			73			26			5			8			17			12			42			98			110


			27			6			12			21			10			49			98			84			27			5			9			17			12			43			98			120


			28			6			9			22			10			47			112			88			28			5			9			17			12			43			99			122


			29			6			9			22			10			47			115			86			29			5			9			17			12			43			115			125


			30			6			9			22			10			47			116			81			30			5			9			17			12			43			125			126


			31			6			9			22			10			47			122			82			31			5			9			17			12			43			130			130


			32			6			9			22			10			47									32			5			9			17			13			44			138			132


			33			6			9			22			10			47									33			5			9			17			13			44			139


			34			6			9			22			10			47									34			5			9			17			15			46			143


			35			6			9			22			10			47									35			5			9			17			12			43			146


			36			6			9			22			10			47									36			5			9			17			12			43


			37			6			9			22			11			48									37			5			9			19			12			45


			38			6			9			22			11			48									38			5			9			19			12			45


			39			6			9			22			11			48									39			5			9			19			12			45


			40			6			9			21			11			47									40			5			9			19			12			45


			41			6			11			21			11			49									41			5			9			19			16			49


			42			6			11			21			11			49									42			5			9			19			11			44


			43			6			11			21			9			47									43			5			9			19			11			44


			44			6			11			21			9			47									44			5			9			19			11			44


			45			6			10			21			9			46									45			5			9			19			12			45


			46			6			10			21			9			46									46			5			9			19			12			45


			47			6			10			22			9			47									47			5			10			19			12			46


			48			6			10			22			9			47									48			5			10			19			12			46


			49			6			10			22			9			47									49			5			10			19			12			46


			50			6			10			22			9			47									50			5			10			19			19			53


			51			6			10			22			9			47									51			5			10			19			12			46


			52			6			10			18			9			43									52			5			10			19			12			46


			53			6			10			19			8			43									53			5			10			19			12			46


			54			6			10			19			8			43									54			5			10			19			12			46


			55			6			10			19			8			43									55			5			10			19			12			46


			56			6			10			19			8			43									56			5			10			19			12			46


			57			6			10			19			9			44									57			5			10			19			12			46


			58			6			10			18			9			43									58			5			10			19			12			46


			59			6			10			18			9			43									59			5			10			19			11			45


			60			6			10			18			9			43									60			5			10			16			11			42


			61			6			10			18			9			43									61			5			10			16			11			42


			62			6			10			17			9			42									62			5			10			16			11			42


			63			6			10			21			15												63			5			10			16			11			42


			64			6			10			21			17												64			5			10			16			11			42


			65			6			10			21			17												65			5			10			16			11			42


			66			6			10			21			19												66			5			10			19			19			53


			67			6			10			21															67			5			10			20			11			46


			68			6			11			21															68			5			10			20			11			46


			69			6			11			21															69			5			10			20			11


			70			6			11			21															70			5			10			20			11


			71			6			11			21															71			5			10			20			17


			72			6			11			21															72			5			10			20			18


			73			6			11			21															73			5			10			20


			74			6			11																		74			5			10			22


			75			6			9																		75			5			10			20


			76			6			9																		76			5			10			20


			77			6			9																		77			5			10			20


			78			6			9																		78			5			10


			79			6			9																		79			5			11


			80			6			9																		80			5			11


			81			6			9																		81			5			11


			82			6			9																		82			5			11


			83			6			9																		83			5			11


			84			6			9																		84			5			11


			85			6			9																		85			5			11


			86			6			9																		86			5			11


			87			6			9																		87			5			11


			88			6			13																		88			5			11


			89			6			13																		89			5			11


			90			6			14																		90			5			11


			91			6			14																		91			5			11


			92			6			14																		92			5			12


			93			6			14																		93			5			12


			94			6			14																		94			5			12


			95			6			14																		95			5			12


			96			6			14																		96


			97			6			14																		97


			98			6			15																		98


			99																								99


			100																								100














S3 Survival rates


			Table S3. Survival rates of developmental stages


			day			egg (+)			1st laval instar (+)			2nd laval instar (+)			pupa (+)			male（+）			male（-）			egg (—)			1st laval instar (—)			2nd laval instar (—)			pupa (—)			male（—）			female （—）


			0			1																		1


			1			1																		0.99			0.01


			2			0.99			0.01															0.97			0.03


			3			0.97			0.03															0.92			0.08


			4			0.9			0.1															0.87			0.13


			5			0.81			0.19															0.05			0.95


			6			0.02			0.98																		0.95


			7						0.92																		0.95


			8						0.88																		0.94


			9						0.88																		0.94


			10						0.87																		0.92			0.02


			11						0.86																		0.91			0.03


			12						0.84			0.02															0.69			0.21


			13						0.81			0.03															0.49			0.41


			14						0.56			0.27															0.17			0.69


			15						0.33			0.49															0.04			0.77


			16						0.19			0.60															0			0.77


			17						0.13			0.65																		0.77


			18						0.11			0.67																		0.77


			19						0.03			0.73																		0.77


			20						0.02			0.73																		0.77


			21						0			0.73																		0.77


			22									0.73																		0.77


			23									0.73																		0.77


			24									0.73																		0.77


			25									0.73																		0.77


			26									0.73																		0.77


			27									0.73																		0.77


			28									0.73																		0.75			0.02


			29									0.73																		0.70			0.05


			30									0.71			0.01															0.62			0.12


			31									0.68			0.03															0.41			0.32


			32									0.36			0.36															0.12			0.61


			33									0.29			0.42															0.01			0.72


			34									0.12			0.58															0			0.72


			35									0.04			0.66																		0.72


			36									0.02			0.66																		0.72


			37									0			0.66																		0.72


			38												0.66																		0.72


			39												0.66																		0.68						0.04


			40												0.64						0.02												0.59			0.02			0.11


			41												0.6			0.01			0.03												0.45			0.05			0.24


			42												0.45			0.05			0.11												0.28			0.16			0.33


			43												0.23			0.12			0.27												0.12			0.31			0.33


			44												0.14			0.21			0.35												0.04			0.31			0.33


			45												0.04			0.31			0.34												0			0.31			0.33


			46												0			0.31			0.34															0.31			0.32


			47															0.29			0.34															0.31			0.32


			48															0.29			0.34															0.31			0.32


			49															0.29			0.34															0.31			0.32


			50															0.29			0.34															0.29			0.32


			51															0.29			0.34															0.29			0.31


			52															0.28			0.34															0.29			0.31


			53															0.28			0.33															0.29			0.31


			54															0.28			0.32															0.28			0.31


			55															0.28			0.32															0.28			0.31


			56															0.28			0.32															0.27			0.31


			57															0.28			0.32															0.24			0.31


			58															0.27			0.32															0.23			0.28


			59															0.26			0.29															0.23			0.28


			60															0.25			0.29															0.23			0.28


			61															0.25			0.29															0.23			0.27


			62															0.25			0.29															0.23			0.27


			63															0.25			0.29															0.23			0.27


			64															0.25			0.29															0.23			0.27


			65															0.25			0.29															0.23			0.27


			66															0.25			0.29															0.23			0.27


			67															0.24			0.29															0.22			0.27


			68															0.24			0.28															0.21			0.26


			69															0.24			0.27															0.21			0.26


			70															0.23			0.25															0.21			0.25


			71															0.23			0.25															0.21			0.25


			72															0.23			0.25															0.21			0.25


			73															0.23			0.25															0.19			0.24


			74															0.23			0.25															0.19			0.23


			75															0.23			0.25															0.18			0.23


			76															0.23			0.25															0.17			0.23


			77															0.23			0.25															0.17			0.23


			78															0.23			0.25															0.16			0.23


			79															0.23			0.24															0.16			0.23


			80															0.22			0.24															0.16			0.22


			81															0.21			0.24															0.16			0.22


			82															0.21			0.24															0.16			0.22


			83															0.20			0.24															0.14			0.21


			84															0.19			0.22															0.13			0.21


			85															0.19			0.22															0.13			0.21


			86															0.18			0.19															0.13			0.19


			87															0.17			0.19															0.13			0.19


			88															0.16			0.18															0.13			0.19


			89															0.16			0.17															0.13			0.19


			90															0.15			0.16															0.13			0.19


			91															0.15			0.16															0.13			0.18


			92															0.15			0.16															0.13			0.17


			93															0.15			0.16															0.13			0.17


			94															0.15			0.16															0.13			0.17


			95															0.15			0.16															0.13			0.17


			96															0.14			0.16															0.13			0.17


			97															0.14			0.16															0.13			0.17


			98															0.14			0.16															0.12			0.17


			99															0.14			0.16															0.12			0.17


			100															0.14			0.16															0.12			0.17


			101															0.14			0.16															0.12			0.17


			102															0.14			0.16															0.12			0.17


			103															0.13			0.16															0.12			0.17


			104															0.13			0.16															0.12			0.17


			105															0.12			0.16															0.12			0.15


			106															0.12			0.16															0.11			0.15


			107															0.11			0.16															0.11			0.15


			108															0.11			0.16															0.11			0.15


			109															0.11			0.16															0.11			0.15


			110															0.11			0.15															0.09			0.15


			111															0.11			0.15															0.09			0.15


			112															0.11			0.15															0.09			0.15


			113															0.11			0.15															0.09			0.15


			114															0.11			0.15															0.08			0.15


			115															0.11			0.15															0.07			0.14


			116															0.11			0.15															0.05			0.13


			117															0.11			0.14															0.05			0.13


			118															0.09			0.14															0.05			0.13


			119															0.08			0.14															0.05			0.13


			120															0.08			0.14															0.05			0.13


			121															0.08			0.14															0.05			0.13


			122															0.07			0.14															0.03			0.13


			123															0.07			0.14															0.03			0.13


			124															0.06			0.14															0.01			0.13


			125															0.05			0.14															0.01			0.13


			126															0.05			0.14																		0.13


			127															0.05			0.14																		0.13


			128															0.05			0.14																		0.13


			129															0.05			0.13																		0.12


			130															0.05			0.09																		0.12


			131															0.05			0.09																		0.12


			132															0.05			0.09																		0.12


			133															0.05			0.09																		0.11


			134															0.05			0.09																		0.11


			135															0.05			0.09																		0.11


			136															0.05			0.09																		0.09


			137															0.05			0.09																		0.09


			138															0.05			0.09																		0.09


			139															0.05			0.09																		0.09


			140															0.04			0.09																		0.09


			141															0.04			0.08																		0.09


			142															0.04			0.08																		0.09


			143															0.04			0.08																		0.09


			144															0.04			0.08																		0.09


			145															0.04			0.08																		0.09


			146															0.04			0.08																		0.08


			147															0.04			0.08																		0.08


			148															0.04			0.08																		0.08


			149															0.04			0.08																		0.08


			150															0.04			0.08																		0.06


			151															0.04			0.08																		0.06


			152															0.04			0.08																		0.06


			153															0.04			0.08																		0.06


			154															0.04			0.08																		0.06


			155															0.03			0.08																		0.06


			156															0.03			0.08																		0.06


			157															0.03			0.08																		0.06


			158															0.03			0.08																		0.06


			159															0.02			0.06																		0.06


			160															0.01			0.06																		0.05


			161															0.01			0.06																		0.05


			162															0.01			0.06																		0.04


			163															0.01			0.06																		0.04


			164															0.01			0.06																		0.04


			165															0			0.06																		0.03


			166																		0.06																		0.02


			167																		0.06																		0.02


			168																		0.06																		0.02


			169																		0.05																		0.02


			170																		0.05																		0.01


			171																		0.05																		0.01


			172																		0.05


			173																		0.04


			174																		0.04


			175																		0.04


			176																		0.04


			177																		0.04


			178																		0.04


			179																		0.04


			180																		0.04


			181																		0.03


			182																		0.02


			183																		0.02


			184																		0.02


			185																		0.02


			186																		0.01


			187																		0.01


			188																		0.01








S4 Weight


			Table S4. Weight of the developmental stages (mg)


						late 2nd laval instar (+)			late 2nd laval instar (—)			pupa (+)			pupa (—)			male adult (+)			male adult (—)			female adult (+)			female adult (—)


			1			2.42			2.82			2.48			2.40			4.88			4.34			4.62			5.42


			2			2.82			3.08			2.28			2.40			5.00			5.30			5.50			5.50


			3			2.12			2.90			2.90			2.80			3.92			4.48			4.32			4.68


			4			3.10			3.10			2.88			2.40			3.52			4.94			4.12			5.08


			5			2.24			3.12			2.50			2.80			4.18			5.56			4.74			5.02


			6			2.82			3.14			2.40			2.40			5.08			4.52			4.26			5.08


			7			1.42			3.18			2.48			2.80			4.26			4.46			5.00			5.10


			8			1.92			3.06			2.50			2.40			5.04			4.90			4.94			4.60


			9			2.12			3.08			2.28			2.80			4.12			5.00			4.12			5.08


			10			2.84			2.34			2.54			3.82			4.80			4.28			4.02			4.80


			11			2.06			2.96			2.56			2.40			3.96			4.02			4.96			4.62


			12			1.76			1.48			2.40			3.54			4.22			5.00			4.74			4.68


			13			2.04			2.90			2.52			2.80			2.60			4.50			3.06			4.80


			14			3.10			2.88			1.96			3.24			4.80			4.76			4.68			5.02


			15			2.10			1.44			2.52			3.44			5.28			4.12			5.10			5.42


			16			3.10			2.84			2.88			2.80			3.32			4.06			4.22			4.88


			17			3.06			2.76			2.80			2.80			4.60			3.52			6.08			5.08


			18			2.44			1.32			2.90			1.86			4.02			4.88			4.48			5.00


			19			2.46			3.06			2.54			2.40			4.82			4.66			4.44			5.00


			20			2.44			2.80			2.42			2.40			3.10			5.48			4.90			5.30


			21			2.08			2.22			2.84			2.20			4.94			4.06			4.24			4.18


			22			2.42			3.10			2.70			2.40			5.20			5.58			4.62			5.28


			23			2.66			2.68			2.68			1.70			4.74			5.78			5.00			5.40


			24			1.64			3.04			2.50			2.20			5.40			4.18			4.68			4.82


			25			2.64			1.50			2.40			2.80			5.10			5.00			3.92			4.88


			26			2.68			2.68			2.48			2.60			1.82			5.28			5.10			5.30


			27			1.26			3.00			2.60			2.80			5.14			5.36			4.20			4.02


			28			2.14			1.98			2.48			2.40			4.96			5.20			4.82			5.16


			29			2.94			3.18			2.68			2.60			5.30			5.08			4.70			4.80


			30			2.74			2.66			2.42			2.80			5.12			4.90			4.88			4.82


			31			2.90			1.04			2.84			2.62			5.14			5.08			5.02			5.08


			32			2.60			2.68			2.40			2.64						5.50						5.02


			33			1.66			2.74			2.50			2.28						5.42						4.64


			34			2.66			2.72			2.48			2.80						5.28


			35			2.02			2.88			2.80			2.70						5.02


			36			2.48			2.50			2.54			3.00


			37			2.68			2.92			2.56			3.08


			38			2.68			2.46			2.52			3.14


			39			2.74			3.54			2.88			3.16


			40			2.76			2.48			3.02			3.00


			41			2.92			2.90			3.00			2.44


			42			2.76			2.90			2.82			3.04


			43			2.74			2.34			2.60			2.56


			44			2.72			3.54			2.62			2.96


			45			2.82			2.86			2.60			2.44


			46			2.74			2.68			2.68			2.48


			47			2.74			2.70			2.70			2.52


			48			2.70			3.08			2.96			2.54


			49			2.72			3.00			2.94			2.44


			50			2.74			3.06			2.94			2.50


			51			2.64			3.00			2.50			2.64


			52			2.72			3.28			2.88			2.62


			53			3.34			3.00			2.40			2.76


			54			2.68			2.46			2.70			2.52


			55			2.88			3.26			2.88			2.74


			56			2.82			2.48			2.40			2.64


			57			2.88			2.74			2.60			3.14


			58			2.74			3.36			3.20			2.90


			59			3.30			2.66			2.62			3.00


			60			3.26			2.82			2.64			2.40


			61			2.74			2.88			2.62			3.00


			62			3.30			2.94			2.82			2.40


			63			2.82			2.96			2.40			3.14


			64			2.88			2.74			2.80			2.50


			65			3.14			2.76			2.88			2.80


			66			2.52			2.70			3.14			2.40


			67			3.10			2.68						2.30


			68			2.68			2.70						2.60


			69			2.44			3.28						3.02


			70			2.62			3.36						2.80


			71			2.50			3.38						2.80


			72			3.02			3.10						2.60


			73			2.90			3.08


			74						3.24


			75						3.34


			76						2.76


			77						2.54




















S5 Body length


			Table S5. Body length of the developmental stages (mm)


						late 2nd laval instar (+)			late 2nd laval instar (—)			pupa (+)			pupa (—)			male adult (+)			male adult (—)			female adult (+)			female adult (—)


			1			4.57			4.7			3.61			3.96			6.36			6.31			6.32			6.36


			2			4.51			3.56			3.71			4.14			5.91			6.45			6.21			6.84


			3			4.64			4.51			3.6			4.35			5.1			6.34			6.34			6.45


			4			4.65			4.02			4.23			4.15			6.96			6.98			6.25			7.38


			5			4.4			4.06			4.12			4.15			6.96			6.25			6.92			6.96


			6			4.42			4.61			3.53			3.71			5.84			6.44			6.72			7.24


			7			4.68			4.16			3.7			3.94			6.25			7.02			6.13			6.46


			8			2.23			4.26			3.91			3.7			7.34			6.39			6.65			7.07


			9			4.55			4.65			3.72			3.81			6.22			6.78			6.53			6.66


			10			4.62			4.15			3.06			4.11			6.28			6.61			6.31			6.38


			11			4.54			4.05			3.15			3.72			7.53			6.21			6.37			6.84


			12			2.39			4.81			3.14			3.94			5.89			6.69			6.45			6.92


			13			4.54			4.62			3.71			3.17			6.68			6.67			6.43			7.45


			14			4.05			4.05			3.76			3.62			5.06			6.46			5.65			6.34


			15			4.01			4.61			3.97			3.39			6.35			6.43			7.03			7.35


			16			4.01			4.89			3.79			3.59			6.27			6.55			7.46			6.46


			17			4.04			4.75			3.81			3.84			6.34			7.31			4.23			6.85


			18			4.65			4.61			3.98			3.89			7.55			6.32			6.75			7.27


			19			4.44			4.25			3.87			3.48			6.64			7.31			6.34			6.72


			20			3.61			4.17			3.95			3.29			4.06			7.69			6.36			6.26


			21			4.61			4.72			4.23			4.16			5.94			6.84			5.26			5.63


			22			4.67			4.5			3.71			3.49			6.32			6.91			6.78			6.38


			23			5.15			4.61			3.71			3.85			5.78			7.29			6.26			7.37


			24			3.32			4.16			3.75			4.33			7.34			5.59			6.06			7.93


			25			3.42			3.61			3.17			3.94			6.15			6.66			6.14			6.34


			26			2.89			3.68			4.18			3.85			6.66			6.01			6.36			6.87


			27			4.41			3.79			4.36			3.88			6.69			6.32			6.36			6.25


			28			3.92			4.26			3.74			3.07			6.44			5.05			6.49			5.26


			29			4.71			4.37			3.97			3.49			6.35			6.14			6.24			6.44


			30			4.74			4.71			2.71			3.69			6.24			6.87			6.26			6.35


			31			3.7			4.18			3.95			3.54			6.56			6.09			5.86			6.38


			32			4.67			4.06			3.94			4.56						6.78						6.58


			33			4.61			3.98			4.16			3.84						6.44						6.26


			34			4.41			4.6			2.25			4.36						6.24


			35			3.37			3.21			3.19			3.84						5.65


			36			4.71			2.86			4.32			4.12


			37			4.25			4.21			3.47			3.81


			38			3.32			4.61			3.38			4.78


			39			4.31			4.52			3.67			4.65


			40			4.28			4.98			3.79			3.54


			41			4.39			4.71			3.95			3.95


			42			3.98			4.72			3.91			3.96


			43			4.51			4.76			3.92			3.94


			44			4.41			4.87			3.29			3.45


			45			4.22			4.42			4.15			3.73


			46			4.51			4.09			3.94			3.91


			47			4.29			3.87			3.69			4.22


			48			4.33			4.06			3.17			4.23


			49			4.44			4.83			3.87			3.54


			50			4.41			4.71			3.94			3.56


			51			4.47			4.4			3.86			3.78


			52			4.66			4.71			3.94			3.63


			53			4.61			3.23			3.39			3.59


			54			4.24			5.18			3.59			4.14


			55			4.06			4.45			3.94			3.95


			56			4.14			4.64			3.96			3.59


			57			4.05			4.15			3.94			3.37


			58			4.47			4.32			2.78			3.75


			59			4.87			4.69			3.67			3.94


			60			4.21			4.74			3.74			3.71


			61			3.88			4.71			3.46			3.24


			62			4.91			4.96			3.75			4.24


			63			4.51			4.81			3.72			3.77


			64			4.41			4.04			3.77			3.65


			65			4.64			4.26			3.75			3.56


			66			4.55			4.41			4.13			3.44


			67			3.51			4.4						3.29


			68			4.36			5.14						3.96


			69			4.21			4.11						3.46


			70			4.71			4.85						3.94


			71			4.77			4.61						3.9


			72			3.79			4.85


			73			4.7			4.44


			74						4.63


			75						4.16


			76						4.62


			77						4.83

















S6 Fecundity


			Table S6. Fecundity of four crosses (number of eggs)


						male (+) X female (+)			male (+) X female (-)			male (-) X female (+)			male (-) X female (-)


			1			26			19			18			16


			2			45			60			16			28


			3			15			41			24			21


			4			21			28			55			19


			5			71			21			19			25


			6			55			13			26			11


			7			58			41			33			27


			8			19			33			7			51


			9			37			28			41			18


			10			28			24			35			34


			11			16			29			29			20


			12			35			16			27			29


			13			25			5			16			24


			14			39			11			24			15


			15			25						23








S7 Egg hatching rates


			Table S7. Egg hatching rates of four crosses (number of eggs)


						male (+) X female (+)			male (+) X female (-)			male (-) X female (+)			male (-) X female (-)


			1			0.42			0.53			0.50			0.31


			2			0.11			0.42			0.38			0.75


			3			0.47			0.41			0.46			0.71


			4			0.57			0.57			0.33			0.42


			5			0.44			0.81			0.00			0.76


			6			0.16			0.77			0.46			0.73


			7			0.19			0.63			0.00			0.41


			8			0.32			0.67			0.43			0.61


			9			0.00			0.61			0.41			0.61


			10			0.36			0.46			0.40			0.59


			11			0.50			0.62			0.10			0.55


			12			0.29			0.56			0.63			0.69


			13			0.68			0.40			0.00			0.42


			14			0.31			0.55			0.29			0.40


			15			0.56						0.57








S8 OTU taxonomy of all sa


			Table S8. OTU taxonomy of all samples


			.ID			A1			A2			A3			B1			B2			B3			C1			C2			C3			D1			D2			D3			E1			E2			E3			F1			F2			F3			G1			G2			G3			H1			H2			H3			OTUsize			Taxonomy			superkingdom			phylum			class			order			family			genus			species			norank


			OTU1			0.5802711416			0.4889058654			0.4318946077			0.6441911869			0.7005264252			0.597401513			0.1801175293			0.0871372965			0.0460408036			0.7350372974			0.6621737833			0.8421476551			0.0674120603			0.1502712904			0.0075651352			0.0015333896			0.0008073849			0.0156213928			0.0003573401			0.0007571356			0.0216557493			0.0036058967			0.0042667656			0.0122574649			0.2953765195			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Apibacter(100);s__Apibacter_adventoris(97);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Apibacter			Apibacter_adventoris


			OTU3			0.0760958808			0.0290297937			0.2033073545			0.0447752114			0.2264667175			0.2980912142			0.023043958			0.0130042463			0.2336902994			0.0433095287			0.1225012724			0.0495881584			0.1261306533			0.0942776261			0.2252584211			0.805719543			0.8188228328			0.4773374375			0.0282298671			0.0749740285			0.0167626864			0.7664651607			0.6035154438			0.5089752527			0.2053926339			sk__Bacteria(100);p__Tenericutes(100);c__Mollicutes(100);o__Entomoplasmatales(100);unclassified;unclassified;			Bacteria			Tenericutes			Mollicutes			Entomoplasmatales			Spiroplasmataceae			Sphingobacterium


			OTU7			0			0.0002546473			0			0			0			0			0.0002822757			0			0.024888611			0			0.0515628565			0.0004559132			0.1836683417			0.0022747953			0.0000326083			0.0008050295			0.0006189951			0			0.9119968814			0.8659517898			0.8465945861			0			0.0000695668			0			0.1421491917			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(100);s__Paederus_sabaeus_endosymbiont(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas			Paederus_sabaeus_endosymbiont


			OTU4			0.199911889			0.2951362363			0.1630335878			0.001743962			0.0017836116			0.0010353869			0.6291411122			0.7365313163			0.3967169546			0.0187202774			0.0006669124			0.0268532871			0.1247738693			0.1120547299			0.077982848			0.0029134402			0.0107920446			0.0107733744			0.0003410974			0.0001584702			0.012611475			0.0041998091			0.0020174381			0.0080457767			0.1167201736			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Bartonellaceae(98);g__Bartonella(98);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Bartonellaceae			Bartonella


			OTU2			0.0364058714			0.0092352092			0.0135696483			0.2985419666			0.0641753827			0.0947879962			0.0367984808			0.0826698514			0.0399124521			0.0313170995			0.1281349269			0.0462295979			0.2723366834			0.0415192262			0.2753122249			0.1677528176			0.1500659364			0.0012312428			0.0265568658			0.052946666			0.0184042301			0.2068512037			0.3757536407			0.4456837458			0.1117404143			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rickettsiales(100);f__Anaplasmataceae(100);g__Wolbachia(100);s__uncultured_bacterium(86);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rickettsiales			Anaplasmataceae			Wolbachia			uncultured_bacterium


			OTU9			0.0366461742			0.1710720652			0.027317324			0.0002433435			0.0013680127			0.0001836977			0.0080576869			0.0452494692			0.2235441257			0.0402557537			0.000052651			0.0319899091			0.0269095477			0.0260169177			0.0030651841			0.0115004217			0.00694351			0.0060023086			0.0000162427			0.0000352156			0.0107805225			0.000806024			0.0001623226			0.0022655978			0.0323584629			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(100);g__Dysgonomonas(100);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Dysgonomonas


			OTU14			0			0			0			0			0			0			0			0			0			0			0			0			0			0.2153135847			0.0049075554			0			0			0			0.0011045057			0.0006867043			0.0136374398			0			0			0			0.0116765051			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(97);f__Pseudomonadaceae(97);g__Pseudomonas(97);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas


			OTU117			0.0000200252			0.000033953			0			0			0			0.0000333996			0.0445482306			0.0000221161			0			0			0.0108812018			0.0001519711			0.0025125628			0.1514339635			0.0013043336			0			0			0.0008464794			0.00017867			0.0001408624			0.000220977			0			0			0.0001742768			0.0096312468			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Enterobacteriales(100);f__Enterobacteriaceae(100);g__Serratia(94);s__Serratia_liquefaciens(67);Serratia_liquefaciens_ATCC_27592(67);			Bacteria			Proteobacteria			Gammaproteobacteria			Enterobacteriales			Enterobacteriaceae			Serratia			Serratia_liquefaciens			Serratia_liquefaciens_ATCC_27592


			OTU27			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.1832425735			0			0			0			0			0			0			0			0			0			0.009340373			sk__Bacteria(100);p__Tenericutes(100);c__Mollicutes(100);o__Entomoplasmatales(100);f__Spiroplasmataceae(100);g__Spiroplasma(100);unclassified;			Bacteria			Tenericutes			Mollicutes			Entomoplasmatales			Spiroplasmataceae			Spiroplasma


			OTU12			0.0435348539			0.0007130125			0.0562171144			0			0.0014719124			0.0000834989			0.0004105828			0.0051751592			0			0.071334277			0.0000702013			0.0000303942			0.0051507538			0.0065547804			0.0004402126			0.0000766695			0.0003767796			0			0			0			0.0006629311			0.0002121116			0			0.0004356919			0.0088035031			sk__Bacteria(100);p__Firmicutes(100);c__Erysipelotrichia(100);o__Erysipelotrichales(100);f__Erysipelotrichaceae(100);fnr__uncultured(100);s__uncultured_Firmicutes_bacterium(100);unclassified;			Bacteria			Firmicutes			Erysipelotrichia			Erysipelotrichales			Erysipelotrichaceae			ZOR0006			uncultured_Firmicutes_bacterium			fnr__uncultured


			OTU19			0			0.0000509295			0.0938798117			0.0000608359			0.0000346332			0.0000333996			0.0004619056			0.0052636235			0.0056906121			0.0461883479			0			0.0000607884			0.0282160804			0.0026792033			0.0009293377			0			0			0.0007695267			0			0			0.0015626233			0.0013363029			0			0.0000580923			0.008141973			sk__Bacteria(100);p__Fusobacteria(100);c__Fusobacteriia(100);o__Fusobacteriales(100);f__Leptotrichiaceae(100);g__Sebaldella(100);s__uncultured_bacterium(93);unclassified;			Bacteria			Fusobacteria			Fusobacteriia			Fusobacteriales			Leptotrichiaceae			Sebaldella			uncultured_bacterium


			OTU10			0			0			0			0			0			0			0			0			0			0			0			0			0			0.1109931588			0.020543255			0			0			0			0.0004872819			0.0008275668			0.0152158472			0			0			0			0.0073865322			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);unclassified;unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Carnobacteriaceae			Isobaculum


			OTU23			0.0000400505			0			0			0			0			0.0000500994			0.0353101183			0			0.0000156335			0.0000159051			0.0002983555			0			0.1425125628			0			0			0.0000383347			0.0003767796			0			0			0			0			0.0000636335			0			0			0.005892272			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Aeromonadales(100);f__Aeromonadaceae(100);g__Aeromonas(100);subs__Aeromonas_hydrophila_subsp._hydrophila(90);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Aeromonadales			Aeromonadaceae			Aeromonas						subs__Aeromonas_hydrophila_subsp._hydrophila


			OTU5			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0051562026			0.0487657743			0			0			0			0.0004385537			0.0013381931			0.0003472496			0			0			0			0.0028439146			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(99);g__Novosphingobium(99);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Novosphingobium


			OTU31			0.000861085			0			0.0001978083			0			0			0			0.0006928584			0.002034678			0.0229031502			0			0.0000351007			0			0.0005276382			0.0082229636			0.0065542766			0			0.0000269128			0			0.0000162427			0.0000176078			0.0121379528			0.0001484781			0			0			0.0027666253			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(90);unclassified;unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Beutenbergiaceae			Beutenbergiaceae


			OTU28			0			0.0000169765			0			0.0000202786			0			0			0			0.0017692852			0			0.0000636203			0.0000175503			0.0000303942			0.0000251256			0.0001348027			0.000766296			0			0.0002153026			0.1883031935			0			0			0			0			0.0001391337			0.0006390148			0.0021840467			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Nocardiaceae(100);g__Gordonia(100);s__Gordonia_malaquae(87);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Nocardiaceae			Gordonia			Gordonia_malaquae


			OTU44			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0384187645			0.000097825			0			0			0			0.0000649709			0.0000352156			0.0000473522			0			0			0			0.001907301			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Streptococcaceae(100);g__Lactococcus(100);subs__Lactococcus_lactis_subsp._lactis(100);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Streptococcaceae			Lactococcus						subs__Lactococcus_lactis_subsp._lactis


			OTU46			0			0.000033953			0			0			0			0.0000166998			0.0002052914			0			0			0			0.0001579529			0			0			0.000050551			0.0366191672			0			0.0000269128			0			0.0000324855			0.0001232546			0			0.000275745			0.0000463779			0			0.0019064699			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(100);s__Pseudomonas_trivialis(86);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas			Pseudomonas_trivialis


			OTU255			0.0000200252			0			0			0.0002433435			0.0000865831			0.0000333996			0.014857964			0.0005750177			0			0			0.0011934221			0			0.0016582915			0.0148956964			0.004206476			0			0.0000538257			0.0094651789			0.0000162427			0.0000176078			0.0001736248			0			0.0001623226			0.0002904613			0.0017086758			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Acinetobacter(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Acinetobacter


			OTU38			0			0.0000169765			0			0			0.0000173166			0			0			0			0			0.0065051771			0			0			0			0			0			0			0			0.106964217			0			0			0			0			0.0000463779			0.0000290461			0.0014992466			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);unclassified;unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Methylibium


			OTU42			0.0236497987			0			0			0.0002839008			0			0.0000166998			0.0001283071			0.0009952229			0.0001094348			0			0			0			0			0.0001179523			0.0001304334			0			0.0000538257			0			0			0			0.0011206692			0			0			0			0.0011144622			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(100);g__Dysgonomonas(97);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Dysgonomonas


			OTU22			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0017524349			0.0187824045			0			0			0			0.00017867			0.0004754107			0.0001262726			0			0			0			0.0010820505			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Micrococcaceae(100);g__Pseudarthrobacter(67);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Micrococcaceae			Pseudarthrobacter


			OTU57			0			0.0000848824			0.0000197808			0			0			0			0.0000769843			0.0003096249			0.0022981318			0			0.0000175503			0			0			0.0039935295			0.0054618972			0.0000766695			0.0001345641			0			0.0000162427			0.0000352156			0.0062347092			0.0007211793			0			0			0.0009823224			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Lactobacillaceae(100);g__Lactobacillus(100);s__Lactobacillus_sp._TS1(96);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Lactobacillaceae			Lactobacillus			Lactobacillus_sp._TS1


			OTU67			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0032858154			0.0023804089			0			0			0			0.0000162427			0.0000352156			0.009186331			0			0			0			0.0007695689			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Alcaligenaceae(100);fnr__Candidatus_Kinetoplastibacterium(99);fnr__Candidatus_Kinetoplastibacterium_blastocrithidii_(ex_Strigomonas_culicis)(83);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Alcaligenaceae			Candidatus Kinetoplastibacterium						fnr__Candidatus_Kinetoplastibacterium;fnr__Candidatus_Kinetoplastibacterium_blastocrithidii_(ex_Strigomonas_culicis)


			OTU62			0			0.0000169765			0			0.0000202786			0			0.0000166998			0			0.0002875088			0.0000312671			0			0			0			0.0000502513			0			0.0134509408			0			0			0.0046171604			0			0			0			0			0			0			0.0007521165			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Nocardiaceae(100);g__Rhodococcus(100);s__Rhodococcus_yunnanensis(89);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Nocardiaceae			Rhodococcus			Rhodococcus_yunnanensis


			OTU79			0.000260328			0.0001358119			0.0004153974			0.000709752			0.0006580314			0.0014528815			0.0002309528			0.0006413659			0.0001876026			0.0010497352			0.0006844627			0.0004559132			0.0014824121			0.0000168503			0			0.0021467454			0.0016416826			0.0057714506			0.0001136991			0.0000176078			0.0000157841			0.0024604942			0.0007652351			0.0026722435			0.0007388194			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(100);s__Pseudomonas_aeruginosa(72);Pseudomonas_aeruginosa_VRFPA04(72);			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas			Pseudomonas_aeruginosa			Pseudomonas_aeruginosa_VRFPA04


			OTU54			0			0			0.0088222495			0			0			0			0.0000256614			0.0003980892			0			0			0			0			0			0.000252755			0.0023151922			0			0			0			0			0			0.0041985636			0			0			0			0.0007379884			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(100);g__Dysgonomonas(92);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Dysgonomonas


			OTU363			0			0.0000509295			0.0000989041			0			0.0000519499			0			0.0000513228			0.0085589172			0.0028609396			0			0.0000702013			0.0004103219			0.000678392			0.0006740134			0.0012554211			0.0000766695			0.0000538257			0.0001539053			0.0000649709			0.0000176078			0.0014363507			0			0.0000463779			0.0000290461			0.0007172117			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Rhizobiaceae(71);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Rhizobiaceae			Paramesorhizobium


			OTU70			0			0			0			0			0			0			0			0			0.0001407019			0			0			0			0.0008542714			0			0.0111357485			0			0			0			0			0			0.0008839081			0			0			0			0.0006498952			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Rhodocyclales(100);f__Rhodocyclaceae(100);g__Azoarcus(76);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Rhodocyclales			Rhodocyclaceae			Azoarcus


			OTU52			0			0.0036329683			0			0			0			0			0.0003079371			0.0037154989			0.0000312671			0			0.0054581512			0			0.0006281407			0			0.0006032543			0.0000383347			0.0000269128			0			0			0.0000176078			0			0			0			0			0.0006415845			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas


			OTU307			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001685034			0.0004728209			0			0			0			0.0110125719			0.0001584702			0.0000157841			0			0			0			0.0006041864			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(100);s__Pseudomonas_koreensis(66);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas			Pseudomonas_koreensis


			OTU39			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0010784215			0.0002445626			0			0			0			0.008527434			0.0000176078			0.0000157841			0			0			0			0.0005036272			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(100);s__Pseudomonas_fragi(81);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas			Pseudomonas_fragi


			OTU88			0			0			0			0			0.0000346332			0.0002671966			0.0002822757			0.0000884643			0			0.0000477152			0.0086698608			0			0.0009045226			0			0			0			0			0.0007695267			0			0			0			0.0001484781			0.0002318894			0			0.0004928233			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Oxalobacteraceae(100);g__Janthinobacterium(100);s__Janthinobacterium_lividum(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Oxalobacteraceae			Janthinobacterium			Janthinobacterium_lividum


			OTU84			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0077802683			0			0			0			0			0			0.0003980816			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(100);g__Bacillus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Bacillus


			OTU83			0			0			0			0			0.0000346332			0			0.0001283071			0			0.0000156335			0			0			0			0			0.0004886597			0.0040760427			0			0			0.0012312428			0.0000162427			0			0.0021939863			0.0000212112			0.0000231889			0.0001161845			0.0003731495			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Enterococcaceae(100);g__Enterococcus(100);s__Enterococcus_sp._ALS3(74);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Enterococcaceae			Enterococcus			Enterococcus_sp._ALS3


			OTU92			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.0070107934			0			0			0			0.000243641			0			0			0			0			0			0.0003706563			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Microbacteriaceae(100);unclassified;unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Microbacteriaceae			Curtobacterium


			OTU76			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0070107934			0			0			0			0			0			0			0			0			0			0.0003573592			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Rhizobiaceae(100);g__Rhizobium(100);s__Rhizobium_cellulosilyticum(93);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Rhizobiaceae			Rhizobium			Rhizobium_cellulosilyticum


			OTU75			0			0			0			0			0			0			0			0			0			0.000397627			0			0			0			0			0			0			0			0.0235475183			0			0			0			0.0002545339			0			0			0.0002850563			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);cnr__HTA4(91);s__uncultured_soil_bacterium(77);unclassified;unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Gammaproteobacteria Incertae Sedis			Unknown Family						uncultured_soil_bacterium			cnr__HTA4


			OTU91			0			0			0			0			0			0			0.0061587416			0.0000221161			0.0000156335			0.0004930574			0.0000702013			0			0.000201005			0			0			0			0			0			0			0			0			0.0000212112			0.0000231889			0			0.0002385165			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Chryseobacterium(100);s__Chryseobacterium_soldanellicola(64);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Chryseobacterium			Chryseobacterium_soldanellicola


			OTU87			0			0			0			0			0			0			0.0000256614			0			0			0			0.0000175503			0			0			0			0			0			0			0.0210850327			0			0			0			0			0			0			0.0002293748			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Streptococcaceae(100);g__Streptococcus(100);s__Streptococcus_suis(100);Streptococcus_suis_P1/7(100);			Bacteria			Firmicutes			Bacilli			Lactobacillales			Streptococcaceae			Streptococcus			Streptococcus_suis			Streptococcus_suis_P1/7


			OTU96			0.0000400505			0.000067906			0			0.0006691947			0.0001558496			0.0003339958			0.0000769843			0.0001990446			0			0.0000795254			0.0000351007			0.0001823653			0.0004020101			0			0.0000815209			0.0006900253			0.0004036924			0.0014621008			0			0			0			0.0006999682			0.0009971246			0.000697107			0.0002260505			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Alcaligenaceae(100);g__Achromobacter(100);s__uncultured_Achromobacter_sp.(67);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Alcaligenaceae			Achromobacter			uncultured_Achromobacter_sp.


			OTU97			0			0			0			0			0			0			0			0.0000221161			0			0			0.0003334562			0			0.0003015075			0			0			0			0			0.0181608311			0			0			0			0.0000212112			0			0			0.0002235573			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);onr__Nevskiaceae(100);g__Nevskia(100);s__uncultured_bacterium(92);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales						Nevskia			uncultured_bacterium			onr__Nevskiaceae


			OTU104			0.0000600757			0			0			0			0			0			0			0			0			0			0.0000351007			0			0			0			0.0040923468			0			0			0.0005386687			0			0			0			0			0			0.0000290461			0.0002194019			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Pedobacter(100);s__Pedobacter_agri(83);Pedobacter_agri_PB92(83);			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Pedobacter			Pedobacter_agri			Pedobacter_agri_PB92


			OTU100			0			0			0			0			0			0			0.0065693243			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000157841			0			0			0			0.0002135845			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Sphingobacterium(100);s__Sphingobacterium_faecium(86);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Sphingobacterium			Sphingobacterium_faecium


			OTU180			0.0000801009			0.0001018589			0.0000197808			0.0009733742			0.000363649			0.0004007949			0.0000769843			0.0000221161			0			0.0000318102			0.0000175503			0.0000151971			0.0001507538			0.000303306			0.0004402126			0.0000766695			0.0000538257			0.0018468642			0			0			0.0000473522			0.0003605897			0.0009043688			0			0.000207767			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Staphylococcaceae(100);g__Staphylococcus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Staphylococcaceae			Staphylococcus


			OTU210			0			0			0			0			0			0			0.0046960404			0			0			0			0.0000351007			0			0.0016331658			0			0			0			0			0			0			0			0			0			0			0			0.000207767			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Aeromonadales(100);f__Aeromonadaceae(100);g__Aeromonas(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Aeromonadales			Aeromonadaceae			Aeromonas


			OTU26			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0005223604			0.0030488799			0			0			0			0.0000162427			0			0.0000315681			0			0			0			0.000183666			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);f__Xanthomonadaceae(100);g__Stenotrophomonas(100);s__uncultured_organism(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales			Xanthomonadaceae			Stenotrophomonas			uncultured_organism


			OTU89			0.0000801009			0			0			0.0003852939			0			0.0000834989			0			0.0000442321			0.0000156335			0.0000318102			0.0000351007			0.0001215769			0.000201005			0			0.0000326083			0.0000383347			0.0001076513			0.0050019238			0			0			0			0.0010393467			0.0003478342			0.0006680609			0.0001745243			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Corynebacteriaceae(100);g__Corynebacterium(100);s__Corynebacterium_tuberculostearicum(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Corynebacteriaceae			Corynebacterium			Corynebacterium_tuberculostearicum


			OTU169			0.0003404289			0.0000169765			0.0000989041			0.0003650153			0.0001212163			0.0000834989			0.0000256614			0.0001105803			0			0.0000636203			0.0001228523			0.0000759855			0.0002763819			0.0000168503			0.0000163042			0.0002683432			0.000322954			0.0006925741			0			0			0			0.0005727012			0.0009971246			0.0003485535			0.0001645515			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Brucellaceae(100);g__Pseudochrobactrum(100);s__Pseudochrobactrum_saccharolyticum(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Brucellaceae			Pseudochrobactrum			Pseudochrobactrum_saccharolyticum


			OTU110			0			0			0			0			0			0			0.0001539685			0.0003096249			0			0			0			0			0			0			0.0010108586			0			0			0			0			0			0.0018151685			0			0			0			0.0001637204			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(99);f__Comamonadaceae(96);fnr__uncultured(86);s__Burkholderiales_bacterium_Da-11(62);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Aquabacterium			Burkholderiales_bacterium_Da-11			fnr__uncultured


			OTU86			0			0.0000169765			0.0000989041			0.0003650153			0.0001385329			0.0004508943			0.0000256614			0.0000221161			0			0.0000318102			0.0001579529			0.0000911826			0.0000753769			0.0000168503			0.0000815209			0.000153339			0.0001076513			0.0010773374			0			0			0			0.0004878566			0.0004869678			0.0011908911			0.0001612272			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Hyphomicrobiaceae(97);fnr__uncultured(97);s__uncultured_Rhizobiales_bacterium(97);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Hyphomicrobiaceae			uncultured			uncultured_Rhizobiales_bacterium			fnr__uncultured


			OTU21			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0020557409			0.000864121			0			0			0			0			0			0			0			0			0			0.0001454369			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Acinetobacter(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Acinetobacter


			OTU113			0			0			0.0000197808			0.0001419504			0.0000865831			0.0001502981			0.0001539685			0.0002653928			0.0000156335			0.0001431457			0			0.0000303942			0.0003266332			0.0000168503			0			0.0003833474			0.0005920822			0.0022316275			0			0			0			0.0002333227			0.0004405899			0.0003775996			0.0001412816			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Caulobacterales(100);f__Caulobacteraceae(100);g__Brevundimonas(100);s__Brevundimonas_bullata(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Caulobacterales			Caulobacteraceae			Brevundimonas			Brevundimonas_bullata


			OTU124			0			0			0			0			0.0002424326			0.0002838964			0			0			0.0000312671			0			0.0000175503			0			0.0009045226			0			0			0			0.0009688619			0			0			0			0			0			0			0.0018299059			0.0001404505			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Bogoriellaceae(100);g__Georgenia(100);s__uncultured_Actinomycetales_bacterium(80);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Bogoriellaceae			Georgenia			uncultured_Actinomycetales_bacterium


			OTU125			0.0000600757			0.0000169765			0.0000593425			0.0002230649			0.0000692665			0.0002003975			0			0.0000442321			0.0000469006			0			0.0000351007			0.0000303942			0.0003015075			0			0			0.0001916737			0.0005382566			0.0023085802			0			0			0			0.0001696893			0.000394212			0.0005809225			0.0001288155			sk__Bacteria(100);p__Actinobacteria(100);c__Nitriliruptoria(100);o__Euzebyales(100);f__Euzebyaceae(100);fnr__uncultured(99);s__uncultured_Actinomycetales_bacterium(78);unclassified;			Bacteria			Actinobacteria			Nitriliruptoria			Euzebyales			Euzebyaceae			uncultured			uncultured_Actinomycetales_bacterium			fnr__uncultured


			OTU98			0			0			0			0			0			0			0			0			0			0			0.0000175503			0			0.0002261307			0			0			0			0.0001076513			0.0105425164			0			0			0			0			0			0			0.0001254913			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Burkholderiaceae(100);g__Limnobacter(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Burkholderiaceae			Limnobacter


			OTU101			0.0000400505			0.0000509295			0.0000395617			0.000162229			0.000225116			0.0002671966			0.0000769843			0.0000221161			0.0000156335			0.0000636203			0.0000351007			0.0002127595			0			0			0			0.000153339			0.0001883898			0.0010773374			0			0			0			0.0003181674			0.0006492904			0.0004066458			0.0001254913			sk__Bacteria(100);p__Proteobacteria(100);c__Deltaproteobacteria(100);o__Myxococcales(100);f__Polyangiaceae(100);g__Sorangium(99);s__uncultured_bacterium(80);unclassified;			Bacteria			Proteobacteria			Deltaproteobacteria			Myxococcales			Polyangiaceae			Sorangium			uncultured_bacterium


			OTU111			0.0000400505			0.0000169765			0.0000791233			0.0000811145			0.0000519499			0.0000333996			0.0000513228			0.0000442321			0.0000312671			0.0001272406			0.000052651			0.0000303942			0.0001758794			0			0			0.0005366863			0.0000807385			0.0027702963			0			0			0			0.0001909004			0.0007884241			0.0003485535			0.0001246602			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Enhydrobacter(100);s__Moraxella_osloensis(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Enhydrobacter			Moraxella_osloensis


			OTU116			0.0001802271			0.0003225533			0.0000593425			0			0.0001731662			0			0			0			0			0.0000318102			0.0000175503			0.000136774			0			0			0			0.0009200337			0.000322954			0			0			0			0			0.0001272669			0.0007420462			0.0006680609			0.0001246602			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);unclassified;			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus


			OTU119			0.0000200252			0			0.0000593425			0.0002636222			0.0000865831			0.0001335983			0			0.0000884643			0			0			0.0000877516			0.0000607884			0.0000251256			0			0			0.0004600169			0.0002422155			0.0023085802			0			0			0			0.0003181674			0.000394212			0.0006680609			0.0001246602			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Caulobacterales(100);f__Hyphomonadaceae(100);fnr__uncultured(96);s__Maricaulis_sp._DY14(96);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Caulobacterales			Hyphomonadaceae			uncultured			Maricaulis_sp._DY14			fnr__uncultured


			OTU133			0			0			0			0			0			0			0			0			0			0.0000159051			0			0			0			0			0			0			0			0.0106964217			0			0			0			0			0			0			0.0001163495			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);f__Solimonadaceae(100);fnr__uncultured(88);s__uncultured_gamma_proteobacterium(88);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales			Solimonadaceae			uncultured			uncultured_gamma_proteobacterium			fnr__uncultured


			OTU152			0.0000400505			0			0			0			0.0000519499			0			0.0025918037			0			0			0.0001590508			0.0000175503			0.0000151971			0			0			0			0.0000766695			0			0			0.0002111555			0			0			0			0			0			0.000110532			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Sphingobacterium(100);s__Sphingobacterium_multivorum(99);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Sphingobacterium			Sphingobacterium_multivorum


			OTU16			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000151653			0.0019238921			0			0			0			0			0.0000528234			0			0			0			0			0.0001080388			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Acetobacteraceae(100);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Acetobacteraceae			Roseomonas


			OTU129			0			0.0000169765			0			0.0000405573			0			0.0002838964			0.0006158742			0.0001769285			0			0			0.0001930536			0			0			0.000151653			0.000097825			0			0.0000269128			0.0003078107			0			0			0			0			0			0.0013361218			0.0001072078			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Acinetobacter(100);s__Acinetobacter_sp._ANC_4105(87);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Acinetobacter			Acinetobacter_sp._ANC_4105


			OTU109			0			0			0			0			0			0			0.0003079371			0.0025654636			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001063767			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(97);g__Anaerotruncus(72);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae			Anaerotruncus


			OTU81			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002190544			0.0014999837			0			0			0			0.0000324855			0.000088039			0.0000157841			0			0			0			0.0000939107			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Curvibacter(100);s__uncultured_bacterium(75);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Curvibacter			uncultured_bacterium


			OTU163			0			0			0			0			0			0			0			0			0			0.0000159051			0			0			0			0.0016513329			0.0000815209			0			0			0			0			0			0			0			0			0			0.0000864311			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Enterobacteriales(100);f__Enterobacteriaceae(100);g__Providencia(100);s__uncultured_Providencia_sp.(86);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Enterobacteriales			Enterobacteriaceae			Providencia			uncultured_Providencia_sp.


			OTU13			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001853537			0.0012880295			0			0			0			0.0000324855			0.0000704312			0.0000157841			0			0			0			0.0000806136			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Aquabacterium(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Aquabacterium


			OTU127			0			0			0			0			0			0.0000333996			0.0000256614			0			0			0.0000159051			0			0			0.0022613065			0			0			0			0			0			0			0			0			0			0			0			0.0000781204			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);f__Xanthomonadaceae(100);g__Stenotrophomonas(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales			Xanthomonadaceae			Stenotrophomonas


			OTU476			0			0			0			0			0			0			0.0000513228			0.0003759731			0.0000625342			0			0			0			0			0.000050551			0.0001141292			0			0			0			0.0000162427			0			0.0009312604			0			0			0			0.0000772893			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(99);g__Dysgonomonas(96);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Dysgonomonas


			OTU126			0			0			0			0.0000202786			0.0001558496			0.0002504968			0			0			0			0			0.0000702013			0			0.0007035176			0			0			0.000153339			0.0001883898			0			0			0			0			0			0			0.000697107			0.0000764583			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Corynebacteriaceae(100);g__Corynebacterium(100);s__Corynebacterium_vitaeruminis(74);Corynebacterium_vitaeruminis_DSM_20294(74);			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Corynebacteriaceae			Corynebacterium			Corynebacterium_vitaeruminis			Corynebacterium_vitaeruminis_DSM_20294


			OTU310			0			0			0			0			0.0000519499			0.0000166998			0			0.0000663482			0			0.0004771524			0.0000351007			0			0			0			0.0000326083			0.0002683432			0.0000807385			0.000461716			0			0			0			0.0000636335			0			0.0007842454			0.0000723029			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Oxalobacteraceae(100);g__Massilia(100);s__uncultured_Massilia_sp.(81);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Oxalobacteraceae			Massilia			uncultured_Massilia_sp.


			OTU189			0			0			0			0			0			0.0000500994			0			0			0			0.0004612473			0			0			0			0			0			0			0			0.0041554444			0			0			0			0			0			0			0.0000714718			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Paucibacter(100);s__uncultured_bacterium(62);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Paucibacter			uncultured_bacterium


			OTU148			0.0001201514			0			0			0.0001013931			0			0			0.0000256614			0			0			0.0000159051			0.0000351007			0.0000303942			0.0002512563			0.0000168503			0.0001467375			0			0			0.003308965			0			0			0			0			0			0.0001452306			0.0000706408			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Dermabacteraceae(100);g__Brachybacterium(100);s__Brachybacterium_paraconglomeratum(99);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Dermabacteraceae			Brachybacterium			Brachybacterium_paraconglomeratum


			OTU160			0			0.0000169765			0.0000197808			0.0001419504			0			0			0			0.0000663482			0			0.0000318102			0.0000877516			0			0.0000753769			0			0.0006521668			0.0000383347			0			0			0			0			0			0.0001484781			0.0000695668			0.0003485535			0.0000706408			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Streptomycetales(100);f__Streptomycetaceae(100);g__Streptomyces(100);s__Streptomyces_zaomyceticus(92);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Streptomycetales			Streptomycetaceae			Streptomyces			Streptomyces_zaomyceticus


			OTU107			0			0.0000509295			0			0.0007300306			0.0001558496			0.0002003975			0			0			0			0			0			0			0			0			0			0			0.0001345641			0			0			0			0			0.0001060558			0.0002550784			0			0.0000673165			sk__Bacteria(100);p__Bacteroidetes(100);c__Cytophagia(100);o__Cytophagales(100);f__Cytophagaceae(100);g__Spirosoma(100);s__Spirosoma_sp._TX0406(100);unclassified;			Bacteria			Bacteroidetes			Cytophagia			Cytophagales			Cytophagaceae			Spirosoma			Spirosoma_sp._TX0406


			OTU131			0			0.000067906			0.0000989041			0.0001216718			0			0.0000166998			0.0001026457			0.0000221161			0.0000312671			0.0000795254			0.0000702013			0.0000455913			0.0001256281			0			0			0.0000383347			0.0002691283			0.000230858			0			0.0000352156			0			0.0001484781			0.0002550784			0.0002033229			0.0000673165			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Bradyrhizobiaceae(100);g__Bosea(100);s__uncultured_bacterium(74);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Bradyrhizobiaceae			Bosea			uncultured_bacterium


			OTU233			0			0			0			0			0			0.0001836977			0.0004619056			0.0000884643			0			0			0.0006318117			0			0.0000251256			0			0.0000652167			0			0			0.0005386687			0			0			0			0			0			0			0.0000673165			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Comamonas(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Comamonas


			OTU286			0			0			0			0			0			0			0.0005132285			0			0			0.0002226711			0			0			0.0000502513			0			0.0007336877			0			0			0			0			0			0			0			0			0			0.0000673165			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);onr__Family_XII(100);g__Exiguobacterium(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Exiguobacteraceae			Exiguobacterium						onr__Family_XII


			OTU40			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001179523			0.0010434669			0			0			0			0			0.0000528234			0.0000631363			0			0			0			0.0000648233			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Delftia(100);s__uncultured_beta_proteobacterium(77);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Delftia			uncultured_beta_proteobacterium


			OTU134			0			0			0			0			0			0			0.0003849213			0			0			0.0009224946			0			0			0			0			0			0			0			0.0001539053			0			0			0			0			0			0			0.0000623301			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Comamonas(99);s__Comamonas_koreensis(99);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Comamonas			Comamonas_koreensis


			OTU43			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000202204			0.0009293377			0			0			0			0.0000162427			0.0000528234			0			0			0			0			0.000060668			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Caulobacterales(100);f__Caulobacteraceae(100);g__Caulobacter(70);s__uncultured_bacterium(70);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Caulobacterales			Caulobacteraceae			Caulobacter			uncultured_bacterium


			OTU17			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001348027			0.0009456419			0			0			0			0			0.0000704312			0.0000157841			0			0			0			0.0000590058			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(100);g__Sphingomonas(100);s__Sphingomonas_paucimobilis(97);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Sphingomonas			Sphingomonas_paucimobilis


			OTU179			0			0			0			0.0001825077			0.0000692665			0.0001168985			0			0			0.0000469006			0.0000318102			0.0000877516			0.0001063797			0.0000251256			0			0			0			0.0000538257			0.0000769527			0			0			0			0.0003605897			0.0000463779			0.0003195074			0.0000590058			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(100);g__Bacillus(100);s__Bacillus_amyloliquefaciens(76);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Bacillus			Bacillus_amyloliquefaciens


			OTU201			0			0			0			0			0			0			0			0			0			0			0.0011583215			0			0			0			0			0			0			0.000230858			0			0			0			0			0			0			0.0000573437			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Chromatiales(100);f__Chromatiaceae(100);g__Rheinheimera(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Chromatiales			Chromatiaceae			Rheinheimera


			OTU132			0			0.0000509295			0.0000395617			0.0000608359			0			0.0000166998			0.0000256614			0.0000221161			0.0000312671			0.0000159051			0.0000877516			0.0000151971			0.0003768844			0.0000168503			0			0.0003066779			0.0000538257			0.0001539053			0			0			0			0.0000848446			0.0000463779			0.0003485535			0.0000548505			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Vibrionales(100);f__Vibrionaceae(100);g__Vibrio(100);s__Vibrio_antiquarius(64);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Vibrionales			Vibrionaceae			Vibrio			Vibrio_antiquarius


			OTU207			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001179523			0.0008152085			0			0			0.0006156214			0.0000162427			0			0			0			0			0			0.0000548505			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Rhodocyclales(100);f__Rhodocyclaceae(100);g__Zoogloea(100);s__Zoogloea_resiniphila(89);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Rhodocyclales			Rhodocyclaceae			Zoogloea			Zoogloea_resiniphila


			OTU137			0			0			0			0			0			0.0005677928			0			0			0			0			0.0005440601			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000540194			sk__Bacteria(100);p__Spirochaetae(73);c__Spirochaetes(73);o__Spirochaetales(73);f__Brevinemataceae(67);g__Brevinema(67);unclassified;			Bacteria			Spirochaetae			Spirochaetes			Spirochaetales			Brevinemataceae			Brevinema


			OTU150			0			0			0			0			0			0			0			0			0.0002032361			0			0			0			0.001281407			0			0			0			0			0			0			0			0.0000157841			0			0			0			0.0000540194			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(98);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Beijerinckiaceae			Chelatococcus


			OTU145			0			0			0			0.0009936528			0.0000519499			0.0001001987			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001272669			0			0			0.0000531884			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Rhodospirillaceae(100);g__Skermanella(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Rhodospirillaceae			Skermanella			uncultured_bacterium


			OTU155			0			0.0000169765			0			0.0000405573			0.0000346332			0.0000166998			0			0			0			0			0.000052651			0			0.0000251256			0.0000337007			0.0006358627			0.000153339			0			0			0			0			0			0			0			0.0002033229			0.0000515262			sk__Bacteria(100);p__Armatimonadetes(100);c__Fimbriimonadia(100);o__Fimbriimonadales(100);f__Fimbriimonadaceae(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Armatimonadetes			Fimbriimonadia			Fimbriimonadales			Fimbriimonadaceae						uncultured_bacterium


			OTU149			0			0			0			0			0			0			0.0000513228			0.0000221161			0.0000156335			0.0000318102			0.0002281542			0			0			0.0000168503			0.0003260834			0			0.0000807385			0.0003078107			0			0			0			0.0000848446			0.0002318894			0			0.0000506951			sk__Bacteria(100);p__Armatimonadetes(100);c__Fimbriimonadia(100);o__Fimbriimonadales(100);f__Fimbriimonadaceae(100);s__uncultured_bacterium(84);unclassified;			Bacteria			Armatimonadetes			Fimbriimonadia			Fimbriimonadales			Fimbriimonadaceae						uncultured_bacterium


			OTU154			0			0			0			0			0			0			0			0.0000221161			0			0.0000159051			0			0			0			0			0.0008804252			0.0000383347			0			0			0			0			0			0.0000212112			0.0000695668			0			0.0000506951			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Propionibacteriales(100);f__Nocardioidaceae(100);g__Nocardioides(100);s__Nocardioides_kribbensis(72);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Propionibacteriales			Nocardioidaceae			Nocardioides			Nocardioides_kribbensis


			OTU167			0			0			0.0000593425			0			0.0001038997			0.0000500994			0			0			0			0.0000954305			0			0.0000151971			0			0			0			0			0			0.0019238169			0			0			0			0.000275745			0			0.0001161845			0.0000506951			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Flavobacterium(100);s__Flavobacterium_lindanitolerans(100);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Flavobacterium			Flavobacterium_lindanitolerans


			OTU224			0			0			0			0			0			0.0000667992			0			0			0.0000938013			0			0			0			0			0			0			0.0003066779			0.001103426			0			0			0			0			0			0			0			0.000049033			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Methylophilales(100);f__Methylophilaceae(100);g__Methylobacillus(84);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Methylophilales			Methylophilaceae			Methylobacillus


			OTU49			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0005223604			0			0			0			0			0.0003898256			0			0			0			0			0			0.0000457087			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Brevibacteriaceae(100);g__Brevibacterium(100);s__Brevibacterium_epidermidis(65);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Brevibacteriaceae			Brevibacterium			Brevibacterium_epidermidis


			OTU297			0			0			0			0			0			0.0000834989			0.0000513228			0			0			0			0.000807315			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000440466			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Oxalobacteraceae(100);g__Duganella(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Oxalobacteraceae			Duganella			uncultured_bacterium


			OTU168			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000844622			0			0			0			0			0			0.0000432155			sk__Bacteria(100);p__Tenericutes(100);c__Mollicutes(100);o__Entomoplasmatales(100);unclassified;unclassified;			Bacteria			Tenericutes			Mollicutes			Entomoplasmatales


			OTU147			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0039245864			0			0			0			0			0			0			0.0000423845			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Flavobacterium(100);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Flavobacterium


			OTU141			0.0000600757			0			0			0			0.0000173166			0.0000667992			0			0			0			0			0.0001228523			0			0			0			0			0			0.0000269128			0.0008464794			0			0			0			0.0001696893			0.0002087005			0.0001742768			0.0000415534			sk__Bacteria(100);p__Chloroflexi(100);c__Thermomicrobia(100);o__Sphaerobacterales(100);f__Sphaerobacteraceae(100);g__Nitrolancea(100);s__uncultured_Chloroflexi_bacterium(100);unclassified;			Bacteria			Chloroflexi			Thermomicrobia			Sphaerobacterales			Sphaerobacteraceae			Nitrolancea			uncultured_Chloroflexi_bacterium


			OTU190			0			0			0.0002967124			0			0			0			0			0			0			0.0000954305			0			0			0			0			0			0			0			0.0022316275			0			0			0			0			0			0			0.0000415534			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Legionellales(100);f__Legionellaceae(100);g__Legionella(100);s__uncultured_Legionella_sp.(64);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Legionellales			Legionellaceae			Legionella			uncultured_Legionella_sp.


			OTU193			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0036167757			0			0			0			0			0			0			0.0000390602			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Perlucidibaca(100);s__uncultured_bacterium(60);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Perlucidibaca			uncultured_bacterium


			OTU205			0			0			0			0			0			0			0			0			0			0.0000477152			0			0			0			0			0			0			0			0.0033859177			0			0			0			0			0			0			0.0000390602			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);onr__NS11-12_marine_group(100);s__Bacteroidetes_bacterium_UKL13-3(100);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales						NS11-12 marine group			Bacteroidetes_bacterium_UKL13-3			onr__NS11-12_marine_group


			OTU263			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0005217335			0			0			0			0			0			0.0002367611			0			0			0			0.0000390602			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(93);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas


			OTU576			0			0.0001527884			0.0000197808			0			0			0			0.0005902127			0.0001105803			0.0000312671			0.0000318102			0			0.0000151971			0			0.0000674013			0			0			0			0			0			0			0			0			0			0			0.0000390602			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Enterococcaceae(100);g__Enterococcus(100);s__Enterococcus_haemoperoxidus(66);Enterococcus_haemoperoxidus_ATCC_BAA-382(66);			Bacteria			Firmicutes			Bacilli			Lactobacillales			Enterococcaceae			Enterococcus			Enterococcus_haemoperoxidus			Enterococcus_haemoperoxidus_ATCC_BAA-382


			OTU136			0			0.0001188354			0.0000395617			0.0001216718			0			0.0000166998			0			0			0			0			0.0000175503			0			0.0000251256			0			0.0001304334			0			0.0000538257			0			0			0			0			0.0002333227			0			0.0000871384			0.0000349049			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Streptococcaceae(100);g__Streptococcus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Streptococcaceae			Streptococcus


			OTU183			0			0.000033953			0.0000197808			0.0000811145			0.0000173166			0.0000333996			0			0.0000221161			0			0.0000318102			0			0			0			0			0			0			0			0.0012312428			0			0			0			0.0001909004			0			0.0000871384			0.0000340738			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Intrasporangiaceae(100);g__Janibacter(78);s__uncultured_organism(70);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Intrasporangiaceae			Janibacter			uncultured_organism


			OTU227			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.003078107			0			0			0			0			0			0			0.0000332427			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Solitalea(100);s__uncultured_bacterium(91);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Solitalea			uncultured_bacterium


			OTU185			0			0			0			0			0			0			0			0			0			0.0000636203			0.0006142614			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000324117			sk__Bacteria(100);p__Proteobacteria(100);c__Deltaproteobacteria(100);o__Bdellovibrionales(100);f__Bdellovibrionaceae(100);g__Bdellovibrio(100);s__uncultured_Bdellovibrionales_bacterium(100);unclassified;			Bacteria			Proteobacteria			Deltaproteobacteria			Bdellovibrionales			Bdellovibrionaceae			Bdellovibrio			uncultured_Bdellovibrionales_bacterium


			OTU182			0			0			0			0.0003852939			0			0.0001001987			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003195074			0.0000299184			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Micrococcaceae(100);g__Rothia(100);s__Rothia_amarae(94);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Micrococcaceae			Rothia			Rothia_amarae


			OTU196			0			0			0			0.0000202786			0			0			0			0			0			0.0000318102			0			0			0.0000502513			0			0			0			0.0000269128			0.0009234321			0.00017867			0			0			0.0001484781			0			0			0.0000299184			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Cloacibacterium(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Cloacibacterium			uncultured_bacterium


			OTU18			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000337007			0.0004891251			0			0			0			0.0000162427			0.0000352156			0			0			0			0			0.0000290874			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(96);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Elsteraceae			uncultured


			OTU165			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000811613			0			0.0000290874			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Alcaligenaceae(100);g__Verticia(100);s__Achromobacter_pulmonis(72);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Alcaligenaceae			Verticia			Achromobacter_pulmonis


			OTU158			0			0			0			0			0			0			0			0			0			0.0000477152			0			0			0			0			0			0			0			0.0023855329			0			0			0			0			0			0			0.0000282563			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Cryomorphaceae(100);g__Fluviicola(100);s__uncultured_bacterium(62);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Cryomorphaceae			Fluviicola			uncultured_bacterium


			OTU262			0			0			0.0000395617			0.0000811145			0.0000519499			0.0002170972			0			0.0000221161			0.0000156335			0			0			0			0.0000251256			0			0			0.0000766695			0.0000269128			0.000230858			0			0			0			0			0			0.0000871384			0.0000282563			sk__Bacteria(100);p__Bacteroidetes(100);pnr__Bacteroidetes_Incertae_Sedis(100);pnr__Order_III(100);pnr__uncultured(100);s__uncultured_bacterium(80);unclassified;			Bacteria			Bacteroidetes			Rhodothermia			Balneolales			Balneolaceae			uncultured			uncultured_bacterium			pnr__Bacteroidetes_Incertae_Sedis;pnr__Order_III;pnr__uncultured


			OTU174			0			0			0			0			0			0.0000333996			0			0.0000221161			0			0			0.0000175503			0.0000151971			0			0			0			0			0.000161477			0.0010003848			0			0			0			0.0001909004			0			0			0.0000274252			sk__Bacteria(100);p__Firmicutes(94);c__Clostridia(94);o__Halanaerobiales(91);onr__ODP1230B8.23(91);unclassified;unclassified;			Bacteria			Firmicutes			Clostridia			Halanaerobiales												onr__ODP1230B8.23


			OTU237			0			0.0000848824			0			0.0000811145			0.0001385329			0.0000834989			0			0			0			0			0			0			0			0			0			0.0002683432			0			0			0			0			0			0.0000212112			0.0000463779			0			0.0000265942			sk__Bacteria(100);p__Actinobacteria(100);c__Nitriliruptoria(100);o__Nitriliruptorales(100);f__Nitriliruptoraceae(100);unclassified;unclassified;			Bacteria			Actinobacteria			Nitriliruptoria			Nitriliruptorales			Nitriliruptoraceae			Nitriliruptor


			OTU222			0			0			0			0			0			0			0			0			0			0			0.0005440601			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000257631			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Pedobacter(99);s__Pedobacter_sp._TMCC_8268(88);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Pedobacter			Pedobacter_sp._TMCC_8268


			OTU186			0.0004005046			0			0			0.0001013931			0			0			0			0			0			0			0			0			0.0001256281			0			0			0			0			0			0			0			0			0			0			0			0.000024932			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);onr__Family_XI(100);g__Finegoldia(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales						Finegoldia			uncultured_bacterium			onr__Family_XI


			OTU187			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0006151236			0			0			0.000024101			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Carnobacteriaceae(100);g__Dolosigranulum(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Carnobacteriaceae			Dolosigranulum			uncultured_bacterium


			OTU381			0			0			0			0.0000202786			0			0			0			0			0			0			0			0			0			0			0			0.0004600169			0.0002422155			0			0			0			0			0			0			0.0001742768			0.0000232699			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Corynebacteriaceae(100);g__Corynebacterium(100);s__Corynebacterium_stationis(98);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Corynebacteriaceae			Corynebacterium			Corynebacterium_stationis


			OTU267			0			0			0			0.0001013931			0			0			0			0			0			0			0			0			0.0000502513			0			0			0			0			0			0			0			0			0.0002545339			0.0001391337			0.0000580923			0.0000224388			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Bradyrhizobiaceae(100);fnr__uncultured(100);s__uncultured_bacterium(95);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Bradyrhizobiaceae						uncultured_bacterium			fnr__uncultured


			OTU211			0			0			0			0.0001216718			0			0.0001335983			0			0			0			0			0			0			0.0000753769			0			0			0.0000766695			0			0.000461716			0			0			0			0			0			0			0.0000207767			sk__Bacteria(100);p__Bacteroidetes(100);c__Cytophagia(100);o__Cytophagales(100);f__Cytophagaceae(100);g__Dyadobacter(100);s__Dyadobacter_fermentans(89);Dyadobacter_fermentans_DSM_18053(89);			Bacteria			Bacteroidetes			Cytophagia			Cytophagales			Cytophagaceae			Dyadobacter			Dyadobacter_fermentans			Dyadobacter_fermentans_DSM_18053


			OTU219			0			0			0			0.0003244581			0			0.0000667992			0.0000256614			0			0.0000156335			0.0000159051			0			0			0			0			0			0.0000766695			0			0			0			0			0			0			0			0			0.0000207767			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Corynebacteriaceae(100);g__Corynebacterium(100);s__unidentified(78);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Corynebacteriaceae			Corynebacterium			unidentified


			OTU248			0			0			0			0.0000202786			0			0			0			0			0			0			0			0			0.000201005			0			0			0			0.0000269128			0			0			0			0			0			0			0.0004356919			0.0000207767			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Chryseobacterium(100);s__Chryseobacterium_sp._A5(94);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Chryseobacterium			Chryseobacterium_sp._A5


			OTU425			0			0			0			0			0			0			0.00017963			0.0000663482			0			0			0.000052651			0			0			0.0000168503			0			0			0			0			0			0			0			0			0.0000231889			0.0002904613			0.0000207767			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Acinetobacter(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Acinetobacter


			OTU188			0			0			0			0			0.0000346332			0.0001168985			0.0000513228			0			0.0000312671			0			0			0			0.0001758794			0			0			0			0			0			0			0			0			0			0			0.0000871384			0.0000191146			sk__Bacteria(100);p__Saccharibacteria(100);s__uncultured_bacterium(100);unclassified;unclassified;unclassified;			Bacteria			Saccharibacteria			Saccharimonadia			Saccharimonadales			Saccharimonadaceae			TM7a			uncultured_bacterium


			OTU250			0			0			0			0			0			0			0.0000256614			0.0000221161			0			0			0			0			0			0.0002696054			0			0			0.0001345641			0			0			0			0			0			0			0			0.0000191146			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Staphylococcaceae(100);g__Staphylococcus(100);subs__Staphylococcus_sciuri_subsp._sciuri(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Staphylococcaceae			Staphylococcus						subs__Staphylococcus_sciuri_subsp._sciuri


			OTU254			0			0.000033953			0			0.0003041794			0			0			0			0			0			0			0			0			0.0000251256			0			0			0			0			0.0003847634			0			0			0			0			0			0			0.0000191146			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Alkanindiges(100);s__uncultured_bacterium(90);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Alkanindiges			uncultured_bacterium


			OTU319			0.0000200252			0.000033953			0			0			0			0.000233797			0			0.0000221161			0			0			0			0			0.0000753769			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000191146			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Leuconostocaceae(100);g__Weissella(100);s__Weissella_confusa(88);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Leuconostocaceae			Weissella			Weissella_confusa


			OTU335			0			0			0			0			0.0001038997			0.0000166998			0			0			0			0			0			0			0.0002261307			0			0			0			0.000161477			0			0			0			0			0			0			0.0000290461			0.0000191146			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(100);g__Proteiniphilum(100);s__uncultured_bacterium(66);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Proteiniphilum			uncultured_bacterium


			OTU195			0			0			0			0			0			0			0			0			0			0.0001272406			0			0			0			0			0			0			0			0.0010773374			0			0			0			0			0			0			0.0000182835			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Neisseriales(100);f__Neisseriaceae(100);fnr__uncultured(100);s__Neisseriaceae_bacterium_1359/10(84);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Neisseriales			Neisseriaceae			uncultured			Neisseriaceae_bacterium_1359/10			fnr__uncultured


			OTU15			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000337007			0.0003097792			0			0			0			0			0			0			0			0			0			0.0000174524			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Burkholderiaceae(100);g__Ralstonia(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Burkholderiaceae			Ralstonia


			OTU206			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0016160062			0			0			0			0			0			0			0.0000174524			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Cryomorphaceae(100);g__Fluviicola(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Cryomorphaceae			Fluviicola			uncultured_bacterium


			OTU317			0			0			0			0			0			0			0			0			0			0.0000318102			0			0			0			0			0			0			0			0			0			0			0			0.000403012			0			0			0.0000174524			sk__Bacteria(100);p__Fusobacteria(100);c__Fusobacteriia(100);o__Fusobacteriales(100);f__Fusobacteriaceae(100);g__Fusobacterium(100);unclassified;			Bacteria			Fusobacteria			Fusobacteriia			Fusobacteriales			Fusobacteriaceae			Fusobacterium


			OTU245			0			0			0			0			0			0			0			0			0			0.0000159051			0			0			0			0			0			0			0			0.0014621008			0			0			0			0			0			0			0.0000166214			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(99);unclassified;unclassified;unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Legionellales			Coxiellaceae


			OTU253			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.0003097792			0			0			0			0			0			0			0			0			0			0.0000166214			sk__Bacteria(100);p__Armatimonadetes(100);c__Fimbriimonadia(100);o__Fimbriimonadales(100);f__Fimbriimonadaceae(100);s__uncultured_bacterium(89);unclassified;			Bacteria			Armatimonadetes			Fimbriimonadia			Fimbriimonadales			Fimbriimonadaceae						uncultured_bacterium


			OTU441			0			0			0			0			0			0			0			0			0			0			0.0000175503			0			0			0			0			0			0			0			0.0000162427			0.0001232546			0			0.0002333227			0			0			0.0000166214			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Malikia(87);s__uncultured_bacterium(87);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Malikia			uncultured_bacterium


			OTU118			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002998974			0			0			0			0.0000157903			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Paenibacillaceae(100);g__Brevibacillus(100);s__Brevibacillus_agri(80);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Paenibacillaceae			Brevibacillus			Brevibacillus_agri


			OTU304			0			0.0000169765			0			0.0000811145			0.0000692665			0.0000166998			0			0.0000442321			0			0.0000636203			0			0			0			0			0			0			0			0			0			0			0			0.0000424223			0.0000231889			0			0.0000157903			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Vibrionimonas(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Vibrionimonas			uncultured_bacterium


			OTU322			0			0.000033953			0			0			0			0			0			0			0			0.0002703863			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000157903			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);onr__Family_XII(100);g__Exiguobacterium(100);s__Exiguobacterium_mexicanum(78);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales						Exiguobacterium			Exiguobacterium_mexicanum			onr__Family_XII


			OTU373			0.0001401766			0			0			0.000162229			0.0000346332			0			0			0			0			0			0.0000351007			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000157903			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);onr__Family_XI(100);g__Anaerococcus(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales						Anaerococcus						onr__Family_XI


			OTU481			0			0			0			0			0			0.0000333996			0			0			0			0			0			0			0			0			0.000097825			0			0			0			0.0000649709			0.0001232546			0			0			0			0			0.0000157903			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodobacterales(100);f__Rhodobacteraceae(100);g__Rhodobacter(95);s__uncultured_bacterium(81);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodobacterales			Rhodobacteraceae			Rhodobacter			uncultured_bacterium


			OTU230			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0013851481			0			0			0			0			0			0			0.0000149592			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Methylophilales(100);f__Methylophilaceae(100);g__Methylophilus(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Methylophilales			Methylophilaceae			Methylophilus


			OTU251			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0013851481			0			0			0			0			0			0			0.0000149592			sk__Bacteria(100);p__Chlamydiae(100);c__Chlamydiia(100);o__Chlamydiales(100);f__Parachlamydiaceae(99);unclassified;unclassified;			Bacteria			Chlamydiae			Chlamydiia			Chlamydiales			Parachlamydiaceae			Neochlamydia


			OTU483			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0013851481			0			0			0			0			0			0			0.0000149592			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Pedobacter(100);s__uncultured_bacterium(73);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Pedobacter			uncultured_bacterium


			OTU257			0			0			0			0			0			0			0			0.0003096249			0			0			0			0			0.0000251256			0			0			0			0			0			0			0			0.0000315681			0			0			0			0.0000141282			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Microbacteriaceae(100);unclassified;unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Microbacteriaceae			Pseudoclavibacter


			OTU465			0			0.0000169765			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000161477			0			0			0			0			0.0002121116			0			0			0.0000141282			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Enterococcaceae(100);g__Vagococcus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Enterococcaceae			Vagococcus


			OTU53			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000050551			0.0002119542			0			0			0			0			0			0			0			0			0			0.0000132971			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Rhodospirillaceae(100);g__Ferrovibrio(100);s__alpha_proteobacterium_OR-84(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Rhodospirillaceae			Ferrovibrio			alpha_proteobacterium_OR-84


			OTU202			0			0			0.0000197808			0			0.0000173166			0.0000667992			0			0.0000221161			0			0			0			0.0000151971			0.0000753769			0			0			0			0			0			0			0			0			0			0.0000695668			0.0000580923			0.0000132971			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);unclassified;unclassified;unclassified;			Bacteria			Actinobacteria			Actinobacteria			Frankiales			Sporichthyaceae


			OTU208			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003393785			0			0			0.0000132971			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Frankiales(100);onr__uncultured(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Frankiales									uncultured_bacterium			onr__uncultured


			OTU341			0.0000200252			0			0			0			0			0			0			0			0			0			0.000052651			0			0.0001005025			0.0000168503			0.0001141292			0			0			0			0			0			0			0			0			0			0.0000132971			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Rhodocyclales(100);f__Rhodocyclaceae(100);g__Dechloromonas(98);s__uncultured_bacterium(72);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Rhodocyclales			Rhodocyclaceae			Dechloromonas			uncultured_bacterium


			OTU348			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000464738			0.0000132971			sk__Bacteria(100);p__Cyanobacteria(100);pnr__SubsectionII(99);pnr__FamilyII(99);g__Chroococcidiopsis(99);s__uncultured_bacterium(99);unclassified;			Bacteria			Cyanobacteria												Chroococcidiopsis			uncultured_bacterium			pnr__SubsectionII;pnr__FamilyII


			OTU350			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003710231			0			0.0000132971			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(100);g__Sphingopyxis(100);s__Sphingopyxis_macrogoltabida(69);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Sphingopyxis			Sphingopyxis_macrogoltabida


			OTU385			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003710231			0			0.0000132971			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(100);fnr__Ruminococcaceae_UCG-013(100);s__uncultured_organism(88);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae			Monoglobus			uncultured_organism			fnr__Ruminococcaceae_UCG-013


			OTU405			0			0			0			0			0			0			0.0002309528			0			0			0			0			0			0			0			0			0.0001150042			0.0001076513			0			0			0			0			0			0			0			0.0000132971			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Elizabethkingia(100);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Elizabethkingia


			OTU63			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.00019565			0			0			0			0			0.0000176078			0.0000157841			0			0			0			0.000012466			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Sediminibacterium(100);s__uncultured_Sphingobacteriia_bacterium(70);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Sediminibacterium			uncultured_Sphingobacteriia_bacterium


			OTU223			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000097825			0			0			0.0006925741			0			0			0			0			0			0			0.000012466			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Beutenbergiaceae(95);g__Salana(95);s__uncultured_bacterium(88);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Beutenbergiaceae			Salana			uncultured_bacterium


			OTU242			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002445626			0			0			0			0			0			0			0			0			0			0.000012466			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Clostridiaceae(100);fnr__Clostridium_sensu_stricto_1(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Clostridiaceae			Clostridium						fnr__Clostridium_sensu_stricto_1


			OTU270			0			0			0			0			0			0			0			0			0			0.0000318102			0.000105302			0			0			0			0			0			0			0.0005386687			0			0			0			0			0			0			0.000012466			sk__Bacteria(100);p__Proteobacteria(100);c__Deltaproteobacteria(100);o__Bdellovibrionales(100);f__Bacteriovoracaceae(100);g__Bacteriovorax(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Deltaproteobacteria			Bdellovibrionales			Bacteriovoracaceae			Bacteriovorax			uncultured_bacterium


			OTU275			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002445626			0			0			0			0			0			0			0			0			0			0.000012466			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Peptostreptococcaceae(100);g__Terrisporobacter(99);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Peptostreptococcaceae			Terrisporobacter


			OTU339			0			0			0.0000197808			0.0002027863			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000769527			0			0			0			0			0.0000695668			0			0.000012466			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Lactobacillaceae(100);g__Lactobacillus(100);s__Lactobacillus_iners(100);Lactobacillus_iners_AB-1(100);			Bacteria			Firmicutes			Bacilli			Lactobacillales			Lactobacillaceae			Lactobacillus			Lactobacillus_iners			Lactobacillus_iners_AB-1


			OTU279			0			0			0			0.0000405573			0			0			0			0			0			0			0			0.0000151971			0.0001256281			0			0			0			0			0			0			0			0			0.0001272669			0			0			0.000011635			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Erythrobacteraceae(100);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Erythrobacteraceae


			OTU306			0			0			0			0			0			0			0			0			0			0.0000159051			0.0000351007			0			0.0000753769			0			0			0			0			0.0003078107			0			0			0			0.0000848446			0			0			0.000011635			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Caulobacterales(100);f__Caulobacteraceae(100);g__Phenylobacterium(100);s__uncultured_bacterium(98);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Caulobacterales			Caulobacteraceae			Phenylobacterium			uncultured_bacterium


			OTU349			0			0			0			0			0			0			0			0			0			0.0000477152			0			0			0			0			0			0			0			0.0008464794			0			0			0			0			0			0			0.000011635			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rickettsiales(100);onr__SM2D12(100);s__uncultured_bacterium(99);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rickettsiales			SM2D12						uncultured_bacterium			onr__SM2D12


			OTU497			0			0			0			0.0000405573			0			0.0000166998			0			0			0			0			0			0			0			0			0			0			0			0.0003078107			0			0			0			0			0			0.0002033229			0.000011635			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Acidovorax(94);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Acidovorax


			OTU515			0			0			0			0			0			0.0000166998			0			0			0			0.0000159051			0			0			0			0.0000168503			0			0			0.0000269128			0			0			0			0.0000157841			0			0.0002087005			0			0.000011635			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(100);g__Novosphingobium(84);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Novosphingobium


			OTU34			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000337007			0.0001793459			0			0			0			0			0			0			0			0			0			0.0000108039			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);cnr__HTA4(99);unclassified;unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria									Candidatus Ovatusbacter						cnr__HTA4


			OTU318			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0010003848			0			0			0			0			0			0			0.0000108039			sk__Bacteria(100);p__Proteobacteria(100);c__Deltaproteobacteria(100);o__Desulfovibrionales(100);f__Desulfovibrionaceae(100);g__Desulfovibrio(100);s__Desulfovibrio_alaskensis(100);Desulfovibrio_alaskensis_G20(100);			Bacteria			Proteobacteria			Deltaproteobacteria			Desulfovibrionales			Desulfovibrionaceae			Desulfovibrio			Desulfovibrio_alaskensis			Desulfovibrio_alaskensis_G20


			OTU330			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002119542			0			0			0			0			0			0			0			0			0			0.0000108039			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Peptostreptococcaceae(100);g__Romboutsia(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Peptostreptococcaceae			Romboutsia			uncultured_bacterium


			OTU346			0			0			0			0			0			0			0			0			0			0			0.0000175503			0			0			0			0			0.0000383347			0			0			0			0			0			0.0002333227			0			0			0.0000108039			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(100);g__Dysgonomonas(100);s__unidentified(71);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Dysgonomonas			unidentified


			OTU543			0			0			0			0.0000405573			0			0			0			0			0			0			0			0			0			0.000050551			0.0000163042			0			0			0			0.0000324855			0.0000176078			0.0000315681			0			0.0000463779			0			0.0000108039			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU11			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.0001630417			0			0			0			0			0.0000176078			0			0			0			0			0.0000099728			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Acinetobacter(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Acinetobacter


			OTU268			0			0			0			0			0.0000173166			0.0000333996			0			0			0			0			0.0000175503			0			0.000201005			0			0			0			0			0			0			0			0			0			0			0			0.0000099728			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Carnobacteriaceae(100);g__Marinilactibacillus(100);s__uncultured_bacterium(99);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Carnobacteriaceae			Marinilactibacillus			uncultured_bacterium


			OTU379			0			0			0			0			0			0			0			0			0			0			0.0001404026			0			0			0			0			0			0			0.0001539053			0			0			0			0			0.0000463779			0			0.0000099728			sk__Bacteria(100);p__Verrucomicrobia(100);c__Verrucomicrobiae(100);o__Verrucomicrobiales(100);f__Verrucomicrobiaceae(100);g__Akkermansia(100);s__Akkermansia_muciniphila(62);Akkermansia_muciniphila_ATCC_BAA-835(62);			Bacteria			Verrucomicrobia			Verrucomicrobiae			Verrucomicrobiales			Verrucomicrobiaceae			Akkermansia			Akkermansia_muciniphila			Akkermansia_muciniphila_ATCC_BAA-835


			OTU388			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000101102			0			0			0			0			0.0000487282			0.0000176078			0.0000315681			0			0			0			0.0000099728			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Thermoanaerobacterales(100);f__Thermoanaerobacteraceae(100);g__Ammonifex(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Clostridia			Thermoanaerobacterales			Thermoanaerobacteraceae			Ammonifex			uncultured_bacterium


			OTU404			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003485535			0.0000099728			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus			uncultured_bacterium


			OTU416			0			0.0000169765			0			0			0			0			0.0001026457			0			0.0000156335			0.0000318102			0			0.0000151971			0			0			0			0			0			0			0			0			0			0.0000636335			0			0			0.0000099728			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);f__Xanthomonadaceae(100);g__Xanthomonas(100);subs__Xanthomonas_citri_subsp._citri(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales			Xanthomonadaceae			Xanthomonas						subs__Xanthomonas_citri_subsp._citri


			OTU459			0.0000600757			0			0			0			0			0			0			0.0000442321			0.0000156335			0			0			0			0			0			0.0000489125			0			0			0			0			0			0.0000473522			0			0			0			0.0000099728			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Aurantimonadaceae(98);fnr__uncultured(97);s__uncultured_bacterium(97);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Aurantimonadaceae						uncultured_bacterium			fnr__uncultured


			OTU480			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0009234321			0			0			0			0			0			0			0.0000099728			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);fnr__uncultured(89);s__uncultured_bacterium(68);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Edaphobaculum			uncultured_bacterium			fnr__uncultured


			OTU606			0			0			0.0000197808			0			0			0			0			0			0			0.0000159051			0			0			0.0000502513			0			0			0.0000383347			0			0.000230858			0			0			0			0.0000636335			0.0000231889			0			0.0000099728			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Neisseriales(100);f__Neisseriaceae(100);fnr__uncultured(100);s__uncultured_bacterium(60);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Neisseriales			Neisseriaceae						uncultured_bacterium			fnr__uncultured


			OTU24			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001853537			0			0			0			0			0			0			0			0			0			0			0.0000091417			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Enterobacteriales(100);f__Enterobacteriaceae(100);g__Kluyvera(93);s__Kluyvera_intermedia(93);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Enterobacteriales			Enterobacteriaceae			Kluyvera			Kluyvera_intermedia


			OTU37			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000101102			0.0000652167			0			0			0			0			0			0.0000157841			0			0			0			0.0000091417			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Vibrionales(100);f__Vibrionaceae(100);g__Salinivibrio(100);subs__Salinivibrio_costicola_subsp._costicola(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Vibrionales			Vibrionaceae			Salinivibrio						subs__Salinivibrio_costicola_subsp._costicola


			OTU300			0			0			0			0			0			0			0			0			0			0			0			0			0.0001758794			0			0			0			0			0			0			0			0			0			0			0.0001161845			0.0000091417			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Christensenellaceae(99);fnr__Christensenellaceae_R-7_group(99);s__uncultured_bacterium(99);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Christensenellaceae			Christensenellaceae R-7 group			uncultured_bacterium			fnr__Christensenellaceae_R-7_group


			OTU334			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002333227			0			0			0.0000091417			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Prevotellaceae(100);g__Prevotella(100);s__Prevotella_timonensis(100);Prevotella_timonensis_4401737_=_DSM_22865_=_JCM_15640(100);			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Prevotellaceae			Prevotella			Prevotella_timonensis			Prevotella_timonensis_4401737_=_DSM_22865_=_JCM_15640


			OTU351			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003195074			0.0000091417			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);s__uncultured_organism(100);unclassified;			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus			uncultured_organism


			OTU387			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0008464794			0			0			0			0			0			0			0.0000091417			sk__Bacteria(100);p__Saccharibacteria(100);s__Candidatus_Saccharibacteria_bacterium_GW2011_GWC2_44_17(67);unclassified;unclassified;unclassified;			Bacteria			Saccharibacteria			Saccharimonadia			Saccharimonadales									Candidatus_Saccharibacteria_bacterium_GW2011_GWC2_44_17


			OTU428			0			0			0			0			0			0			0			0			0			0			0			0			0.0000753769			0			0			0			0.0000538257			0			0			0			0			0			0.0001159447			0.0000290461			0.0000091417			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU455			0			0			0			0			0			0			0			0			0			0.0000636203			0			0			0			0			0.0001141292			0			0			0			0			0			0			0			0			0			0.0000091417			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Bradyrhizobiaceae(100);g__Rhodopseudomonas(98);s__uncultured_bacterium(67);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Bradyrhizobiaceae			Rhodopseudomonas			uncultured_bacterium


			OTU472			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001630417			0			0			0			0			0.0000176078			0			0			0			0			0.0000091417			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Rhodospirillaceae(100);g__Elstera(100);s__Elstera_litoralis(82);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Rhodospirillaceae			Elstera			Elstera_litoralis


			OTU556			0			0.000033953			0			0			0			0			0			0			0			0			0			0			0.0000251256			0			0.000097825			0			0			0			0			0			0			0			0.0000463779			0			0.0000091417			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Erythrobacteraceae(93);g__Altererythrobacter(78);s__Altererythrobacter_troitsensis(77);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Erythrobacteraceae			Altererythrobacter			Altererythrobacter_troitsensis


			OTU33			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000337007			0.0001304334			0			0			0			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Caulobacterales(100);f__Caulobacteraceae(100);g__Caulobacter(100);s__Caulobacter_sp.(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Caulobacterales			Caulobacteraceae			Caulobacter			Caulobacter_sp.


			OTU50			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.0001467375			0			0			0			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Pelomonas(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Pelomonas			uncultured_bacterium


			OTU239			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002691283			0			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Chloroflexi(100);c__Thermomicrobia(100);cnr__JG30-KF-CM45(100);s__uncultured_bacterium(73);unclassified;unclassified;			Bacteria			Chloroflexi			Thermomicrobia						JG30-KF-CM45						uncultured_bacterium			cnr__JG30-KF-CM45


			OTU283			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0007695267			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Cryomorphaceae(100);g__Fluviicola(100);s__uncultured_bacterium(70);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Cryomorphaceae			Fluviicola			uncultured_bacterium


			OTU284			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002318894			0			0.0000083107			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);f__Xanthomonadaceae(100);g__Luteimonas(99);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales			Xanthomonadaceae			Luteimonas


			OTU301			0			0			0			0.0001419504			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000231889			0.0000580923			0.0000083107			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU316			0			0			0			0			0			0			0.0002052914			0.0000442321			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Acinetobacter(100);s__Acinetobacter_bohemicus(98);Acinetobacter_bohemicus_ANC_3994(98);			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Acinetobacter			Acinetobacter_bohemicus			Acinetobacter_bohemicus_ANC_3994


			OTU355			0			0			0			0			0.0000865831			0			0			0			0			0			0			0.0000303942			0			0			0			0			0			0			0			0			0			0			0.0000695668			0			0.0000083107			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Clostridiaceae(100);fnr__Clostridium_sensu_stricto_1(100);s__uncultured_bacterium(97);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Clostridiaceae			Clostridium sensu stricto 1			uncultured_bacterium			fnr__Clostridium_sensu_stricto_1


			OTU440			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002121116			0			0			0.0000083107			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Methylocystaceae(100);g__Pleomorphomonas(100);s__uncultured_bacterium(85);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Methylocystaceae			Pleomorphomonas			uncultured_bacterium


			OTU443			0.0001201514			0			0			0.0000608359			0			0			0.0000256614			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Firmicutes(100);c__Negativicutes(100);o__Selenomonadales(100);f__Veillonellaceae(100);g__Negativicoccus(100);s__Negativicoccus_succinicivorans(100);unclassified;			Bacteria			Firmicutes			Negativicutes			Selenomonadales			Veillonellaceae			Negativicoccus			Negativicoccus_succinicivorans


			OTU502			0			0.0000169765			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001076513			0			0			0			0			0.0001060558			0			0			0.0000083107			sk__Bacteria(100);p__Actinobacteria(100);c__Nitriliruptoria(100);o__Nitriliruptorales(100);f__Nitriliruptoraceae(100);s__uncultured_bacterium(83);unclassified;			Bacteria			Actinobacteria			Nitriliruptoria			Nitriliruptorales			Nitriliruptoraceae						uncultured_bacterium


			OTU513			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000383347			0			0			0			0			0			0.0001909004			0			0			0.0000083107			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Paenibacillaceae(100);g__Aneurinibacillus(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Paenibacillaceae			Aneurinibacillus			uncultured_bacterium


			OTU525			0			0			0			0			0			0			0			0			0			0.0001590508			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Promicromonosporaceae(100);g__Promicromonospora(75);s__uncultured_bacterium(72);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Promicromonosporaceae			Promicromonospora			uncultured_bacterium


			OTU532			0			0			0			0			0			0			0			0			0			0			0.000105302			0			0.0001005025			0			0			0			0			0			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);onr__Nevskiaceae(100);g__Hydrocarboniphaga(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales						Hydrocarboniphaga			uncultured_bacterium			onr__Nevskiaceae


			OTU541			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0007695267			0			0			0			0			0			0			0.0000083107			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(99);cnr__X35(73);s__uncultured_bacterium(63);unclassified;unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria												uncultured_bacterium			cnr__X35


			OTU45			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000337007			0.0001141292			0			0			0			0			0			0			0			0			0			0.0000074796			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Nocardiaceae(100);g__Rhodococcus(100);s__Rhodococcus_qingshengii(96);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Nocardiaceae			Rhodococcus			Rhodococcus_qingshengii


			OTU285			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000162427			0			0			0			0.0001855115			0			0.0000074796			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(100);g__Sphingopyxis(100);s__Sphingopyxis_chilensis(94);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Sphingopyxis			Sphingopyxis_chilensis


			OTU326			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001909004			0			0			0.0000074796			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Oceanospirillales(100);f__Oceanospirillaceae(100);g__Nitrincola(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Oceanospirillales			Oceanospirillaceae			Nitrincola			uncultured_bacterium


			OTU327			0			0			0			0			0			0.0000834989			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000927558			0			0.0000074796			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Rhodospirillaceae(100);g__Candidatus_Riegeria(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Rhodospirillaceae			Candidatus_Riegeria			uncultured_bacterium


			OTU391			0			0			0			0			0			0			0			0			0			0			0.0000702013			0			0			0			0			0			0			0.0003847634			0			0			0			0			0			0			0.0000074796			sk__Bacteria(100);p__Bacteroidetes(100);c__Cytophagia(100);o__Cytophagales(100);f__Cytophagaceae(100);g__Flectobacillus(100);s__uncultured_Flectobacillus_sp.(64);unclassified;			Bacteria			Bacteroidetes			Cytophagia			Cytophagales			Cytophagaceae			Flectobacillus			uncultured_Flectobacillus_sp.


			OTU403			0			0			0			0			0			0			0			0			0			0.0000477152			0			0			0			0			0			0			0			0.000461716			0			0			0			0			0			0			0.0000074796			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Rhodospirillaceae(100);fnr__uncultured(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Rhodospirillaceae						uncultured_bacterium			fnr__uncultured


			OTU423			0			0			0			0			0			0.0001502981			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000074796			sk__Bacteria(100);p__Acidobacteria(100);c__Blastocatellia(100);cnr__Blastocatellales(100);cnr__Blastocatellaceae_(Subgroup_4)(100);cnr__RB41(98);unclassified;			Bacteria			Acidobacteria			Blastocatellia															cnr__Blastocatellales;cnr__Blastocatellaceae_(Subgroup_4);cnr__RB41


			OTU427			0			0			0			0			0			0			0			0			0			0			0.0000351007			0			0			0			0			0			0			0.0005386687			0			0			0			0			0			0			0.0000074796			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Nocardiaceae(100);g__Nocardia(100);s__Nocardia_cyriacigeorgica(99);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Nocardiaceae			Nocardia			Nocardia_cyriacigeorgica


			OTU474			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0006925741			0			0			0			0			0			0			0.0000074796			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Microbacteriaceae(100);g__Lysinimonas(76);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Microbacteriaceae			Lysinimonas


			OTU560			0			0			0			0			0.0000346332			0			0			0			0			0.0000318102			0			0			0			0			0			0			0			0			0			0			0			0.0001060558			0			0			0.0000074796			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(100);g__Dysgonomonas(100);s__uncultured_organism(100);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Dysgonomonas			uncultured_organism


			OTU243			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001304334			0			0			0			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Neisseriales(100);f__Neisseriaceae(100);g__Neisseria(100);s__uncultured_organism(90);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Neisseriales			Neisseriaceae			Neisseria			uncultured_organism


			OTU309			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000232369			0.0000066485			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Dermatophilaceae(74);unclassified;unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Dermatophilaceae


			OTU365			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000807385			0			0			0			0			0.0001060558			0			0			0.0000066485			sk__Bacteria(100);p__Fusobacteria(100);c__Fusobacteriia(100);o__Fusobacteriales(100);f__Leptotrichiaceae(100);g__Leptotrichia(100);s__Leptotrichia_buccalis(76);Leptotrichia_buccalis_C-1013-b(76);			Bacteria			Fusobacteria			Fusobacteriia			Fusobacteriales			Leptotrichiaceae			Leptotrichia			Leptotrichia_buccalis			Leptotrichia_buccalis_C-1013-b


			OTU374			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0006156214			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Micrococcaceae(100);g__Nesterenkonia(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Micrococcaceae			Nesterenkonia			uncultured_bacterium


			OTU393			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0006156214			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(99);f__Dietziaceae(97);g__Dietzia(97);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Dietziaceae			Dietzia


			OTU394			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000232369			0.0000066485			sk__Bacteria(100);p__Cyanobacteria(100);pnr__SubsectionII(100);pnr__FamilyII(100);g__Chroococcidiopsis(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Cyanobacteria												Chroococcidiopsis			uncultured_bacterium			pnr__SubsectionII;pnr__FamilyII


			OTU398			0			0			0			0			0			0			0			0			0			0			0			0			0.0001256281			0			0			0			0			0			0			0			0			0.0000636335			0			0			0.0000066485			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Flavobacterium(100);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Flavobacterium


			OTU407			0			0			0			0			0			0.0001335983			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Flavobacterium(100);s__Flavobacterium_resistens(100);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Flavobacterium			Flavobacterium_resistens


			OTU444			0			0			0			0			0			0			0			0			0			0.0000477152			0			0			0			0			0			0			0			0			0			0			0			0.0001060558			0			0			0.0000066485			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Peptostreptococcaceae(100);g__Paeniclostridium(93);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Peptostreptococcaceae			Paeniclostridium


			OTU448			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0006156214			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Planctomycetes(100);c__Phycisphaerae(100);o__Phycisphaerales(100);f__Phycisphaeraceae(100);fnr__SM1A02(100);s__uncultured_bacterium(72);unclassified;			Bacteria			Planctomycetes			Phycisphaerae			Phycisphaerales			Phycisphaeraceae						uncultured_bacterium			fnr__SM1A02


			OTU457			0			0			0			0			0			0			0			0			0			0.0001272406			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Erythrobacteraceae(100);g__Altererythrobacter(97);s__uncultured_bacterium(87);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Erythrobacteraceae			Altererythrobacter			uncultured_bacterium


			OTU479			0			0			0			0			0			0			0.0000256614			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002033229			0.0000066485			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU486			0			0			0			0			0.0000346332			0			0			0.0000221161			0			0			0			0			0			0			0			0			0.0000269128			0			0			0			0			0			0.0000927558			0			0.0000066485			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Micrococcaceae(100);g__Nesterenkonia(93);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Micrococcaceae			Nesterenkonia


			OTU495			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000489125			0			0			0			0			0			0			0			0			0.0001452306			0.0000066485			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Oxalobacteraceae(100);g__Undibacterium(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Oxalobacteraceae			Undibacterium


			OTU545			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001304334			0			0			0			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Clostridiaceae(100);fnr__Clostridium_sensu_stricto_1(100);s__Clostridium_butyricum(91);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Clostridiaceae						Clostridium_butyricum			fnr__Clostridium_sensu_stricto_1


			OTU596			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0006156214			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Actinobacteria(100);c__Thermoleophilia(100);o__Gaiellales(100);onr__uncultured(100);s__uncultured_organism(90);unclassified;			Bacteria			Actinobacteria			Thermoleophilia			Gaiellales									uncultured_organism			onr__uncultured


			OTU602			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001304334			0			0			0			0			0			0			0			0			0			0.0000066485			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Lachnospiraceae(100);unclassified;unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Lachnospiraceae


			OTU25			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000050551			0.0000489125			0			0			0			0.0000162427			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Neisseriales(100);f__Neisseriaceae(100);g__Uruburuella(100);s__uncultured_bacterium(96);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Neisseriales			Neisseriaceae			Uruburuella			uncultured_bacterium


			OTU35			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000097825			0			0			0			0.0000162427			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Enterococcaceae(100);g__Enterococcus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Enterococcaceae			Enterococcus


			OTU64			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001141292			0			0			0			0			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Methylobacteriaceae(100);g__Methylobacterium(100);s__Methylobacterium_podarium(77);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Methylobacteriaceae			Methylobacterium			Methylobacterium_podarium


			OTU294			0			0			0			0			0			0			0			0			0			0.0001113355			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Pedobacter(100);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Pedobacter


			OTU336			0			0			0			0			0			0.0001168985			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Lachnospiraceae(100);fnr__Lachnospiraceae_FCS020_group(99);s__uncultured_organism(94);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Lachnospiraceae						uncultured_organism			fnr__Lachnospiraceae_FCS020_group


			OTU356			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0002033229			0.0000058175			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Acetobacteraceae(100);g__Craurococcus(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Acetobacteraceae			Craurococcus


			OTU366			0.0000400505			0			0			0.0000202786			0			0			0			0			0			0			0			0			0.0001005025			0			0			0			0			0			0			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Actinomycetales(100);f__Actinomycetaceae(100);g__Varibaculum(100);s__uncultured_bacterium(76);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Actinomycetales			Actinomycetaceae			Varibaculum			uncultured_bacterium


			OTU384			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001141292			0			0			0			0			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Firmicutes(100);c__Negativicutes(100);o__Selenomonadales(100);f__Veillonellaceae(100);g__Veillonella(100);s__uncultured_organism(84);unclassified;			Bacteria			Firmicutes			Negativicutes			Selenomonadales			Veillonellaceae			Veillonella			uncultured_organism


			OTU431			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001484781			0			0			0.0000058175			sk__Bacteria(100);p__Chloroflexi(100);pnr__KD4-96(100);s__uncultured_bacterium(70);unclassified;unclassified;			Bacteria			Chloroflexi															uncultured_bacterium			pnr__KD4-96


			OTU449			0.0000200252			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000489125			0			0			0			0			0			0			0			0.0000695668			0			0.0000058175			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Lactobacillaceae(100);g__Lactobacillus(100);s__Lactobacillus_prophage_Lj928(100);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Lactobacillaceae			Lactobacillus			Lactobacillus_prophage_Lj928


			OTU451			0			0			0			0			0			0			0			0			0			0.0000318102			0			0			0			0			0			0			0			0.0003847634			0			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);onr__Rhodospirillales_Incertae_Sedis(100);g__Reyranella(100);s__uncultured_bacterium(67);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales						Reyranella			uncultured_bacterium			onr__Rhodospirillales_Incertae_Sedis


			OTU490			0			0			0			0.0000405573			0.0000173166			0			0			0			0			0			0			0			0.0000251256			0			0			0			0.0000269128			0			0			0			0			0			0.0000463779			0			0.0000058175			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Acetobacteraceae(100);fnr__uncultured(100);s__uncultured_Paracraurococcus_sp.(98);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Acetobacteraceae						uncultured_Paracraurococcus_sp.			fnr__uncultured


			OTU494			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0005386687			0			0			0			0			0			0			0.0000058175			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Corynebacteriaceae(100);g__Corynebacterium(100);s__Corynebacterium_durum(94);Corynebacterium_durum_F0235(83);			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Corynebacteriaceae			Corynebacterium			Corynebacterium_durum			Corynebacterium_durum_F0235


			OTU510			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001060558			0.0000463779			0			0.0000058175			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Lachnospiraceae(100);fnr__Lachnospiraceae_NK4A136_group(100);s__Clostridiales_bacterium_CIEAF_020(96);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Lachnospiraceae						Clostridiales_bacterium_CIEAF_020			fnr__Lachnospiraceae_NK4A136_group


			OTU550			0			0			0			0			0			0			0			0			0			0.0000795254			0			0			0			0			0			0			0			0			0			0			0			0.0000424223			0			0			0.0000058175			sk__Bacteria(100);p__Planctomycetes(98);c__Phycisphaerae(98);o__Phycisphaerales(97);f__Phycisphaeraceae(97);fnr__SM1A02(97);unclassified;			Bacteria			Planctomycetes			Phycisphaerae			Phycisphaerales			Phycisphaeraceae									fnr__SM1A02


			OTU557			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000230858			0			0			0			0.0000848446			0			0			0.0000058175			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(100);g__Ureibacillus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Ureibacillus


			OTU55			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.0000163042			0			0			0			0			0.0000176078			0.0000473522			0			0			0			0.0000049864			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Enterobacteriales(100);f__Enterobacteriaceae(100);fnr__Escherichia-Shigella(100);g__Escherichia(100);s__Escherichia_coli(100);Escherichia_coli_K-12(100);			Bacteria			Proteobacteria			Gammaproteobacteria			Enterobacteriales			Enterobacteriaceae			Escherichia			Escherichia_coli			fnr__Escherichia-Shigella;Escherichia_coli_K-12


			OTU93			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000097825			0			0			0			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Chryseobacterium(100);s__Chryseobacterium_indologenes(79);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Chryseobacterium			Chryseobacterium_indologenes


			OTU340			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001391337			0			0.0000049864			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus			uncultured_bacterium


			OTU371			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000461716			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Flavobacterium(100);s__uncultured_bacterium(87);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Flavobacterium			uncultured_bacterium


			OTU378			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001742768			0.0000049864			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Bacteroidaceae(100);g__Bacteroides(100);s__Bacteroides_massiliensis(92);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Bacteroidaceae			Bacteroides			Bacteroides_massiliensis


			OTU382			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001539053			0			0			0			0			0			0.0001161845			0.0000049864			sk__Bacteria(100);p__Proteobacteria(95);c__Alphaproteobacteria(86);unclassified;unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria


			OTU399			0.0000200252			0			0			0.0001013931			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Gemmatimonadetes(100);c__Longimicrobia(100);o__Longimicrobiales(100);f__Longimicrobiaceae(100);s__uncultured_bacterium(66);unclassified;			Bacteria			Gemmatimonadetes			Longimicrobia			Longimicrobiales			Longimicrobiaceae						uncultured_bacterium


			OTU402			0.0000200252			0			0			0.0000202786			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003078107			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);onr__Family_XI(100);g__Peptoniphilus(100);s__Peptoniphilus_coxii(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales						Peptoniphilus			Peptoniphilus_coxii			onr__Family_XI


			OTU422			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000461716			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(100);g__Bacillus(100);s__Bacillus_fordii(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Bacillus			Bacillus_fordii


			OTU439			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000461716			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);unclassified;unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae


			OTU446			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.0000652167			0			0			0			0			0.0000176078			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Heliimonas(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Heliimonas			uncultured_bacterium


			OTU461			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001272669			0			0			0.0000049864			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Porphyromonadaceae(100);g__Porphyromonas(100);s__Porphyromonas_endodontalis(100);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Porphyromonadaceae			Porphyromonas			Porphyromonas_endodontalis


			OTU509			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000461716			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Neisseriales(100);f__Neisseriaceae(100);fnr__uncultured(100);s__uncultured_beta_proteobacterium(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Neisseriales			Neisseriaceae						uncultured_beta_proteobacterium			fnr__uncultured


			OTU519			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000097825			0			0			0			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Proteobacteria(99);c__Gammaproteobacteria(98);cnr__X35(89);s__uncultured_bacterium(75);unclassified;unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria												uncultured_bacterium			cnr__X35


			OTU552			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000807385			0.0001539053			0			0			0			0.0000212112			0			0			0.0000049864			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);s__Deinococcus_gobiensis(100);Deinococcus_gobiensis_I-0(100);			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus			Deinococcus_gobiensis			Deinococcus_gobiensis_I-0


			OTU574			0			0.0001018589			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pasteurellales(100);f__Pasteurellaceae(100);g__Actinobacillus(100);s__uncultured_Haemophilus_sp.(60);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pasteurellales			Pasteurellaceae			Actinobacillus			uncultured_Haemophilus_sp.


			OTU577			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000161477			0			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);f__Xanthomonadaceae(100);g__Ignatzschineria(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales			Xanthomonadaceae			Ignatzschineria


			OTU580			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000461716			0			0			0			0			0			0			0.0000049864			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Propionibacteriales(100);f__Nocardioidaceae(100);g__Nocardioides(100);s__actinobacterium_NZ3(62);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Propionibacteriales			Nocardioidaceae			Nocardioides			actinobacterium_NZ3


			OTU65			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000815209			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Mycobacteriaceae(100);g__Mycobacterium(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Mycobacteriaceae			Mycobacterium


			OTU276			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000812137			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(100);g__Novosphingobium(100);s__uncultured_alpha_proteobacterium(92);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Novosphingobium			uncultured_alpha_proteobacterium


			OTU324			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001060558			0			0			0.0000041553			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Thermales(100);f__Thermaceae(100);g__Thermus(100);s__Thermus_thermophilus(98);Thermus_thermophilus_SG0.5JP17-16(66);			Bacteria			Deinococcus-Thermus			Deinococci			Thermales			Thermaceae			Thermus			Thermus_thermophilus			Thermus_thermophilus_SG0.5JP17-16


			OTU329			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003847634			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);s__Deinococcus_ficus(63);unclassified;			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus			Deinococcus_ficus


			OTU337			0			0			0			0			0			0			0			0			0.0000781677			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(100);fnr__Ruminococcaceae_V9D2013_group(100);s__uncultured_rumen_bacterium(96);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae						uncultured_rumen_bacterium			fnr__Ruminococcaceae_V9D2013_group


			OTU367			0			0			0			0			0			0			0			0			0			0			0			0			0.0001256281			0			0			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);s__uncultured_bacterium(61);unclassified;			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus			uncultured_bacterium


			OTU370			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001452306			0.0000041553			sk__Bacteria(100);p__Acidobacteria(100);pnr__Subgroup_6(100);s__unidentified(67);unclassified;unclassified;			Bacteria			Acidobacteria															unidentified			pnr__Subgroup_6


			OTU377			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001159447			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Methylobacteriaceae(100);g__Microvirga(100);s__uncultured_bacterium(77);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Methylobacteriaceae			Microvirga			uncultured_bacterium


			OTU389			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003847634			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Kineosporiales(100);f__Kineosporiaceae(100);g__Pseudokineococcus(100);s__Pseudokineococcus_marinus(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Kineosporiales			Kineosporiaceae			Pseudokineococcus			Pseudokineococcus_marinus


			OTU392			0.0001001262			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Corynebacteriaceae(100);g__Corynebacterium(100);s__Corynebacterium_atypicum(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Corynebacteriaceae			Corynebacterium			Corynebacterium_atypicum


			OTU395			0			0			0			0			0			0			0			0			0			0.0000477152			0			0			0			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Fusobacteria(100);c__Fusobacteriia(100);o__Fusobacteriales(100);f__Leptotrichiaceae(100);g__Leptotrichia(100);unclassified;			Bacteria			Fusobacteria			Fusobacteriia			Fusobacteriales			Leptotrichiaceae			Leptotrichia


			OTU396			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001060558			0			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Rhodospirillaceae(100);g__Novispirillum(100);subs__Novispirillum_itersonii_subsp._nipponicum(65);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Rhodospirillaceae			Novispirillum						subs__Novispirillum_itersonii_subsp._nipponicum


			OTU400			0			0			0			0			0			0			0			0			0			0.0000795254			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Microbacteriaceae(100);g__Agromyces(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Microbacteriaceae			Agromyces


			OTU410			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003847634			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(99);c__Gammaproteobacteria(99);unclassified;unclassified;unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria


			OTU418			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001452306			0.0000041553			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Flavisolibacter(100);s__uncultured_Chitinophagaceae_bacterium(61);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Flavisolibacter			uncultured_Chitinophagaceae_bacterium


			OTU426			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001159447			0			0.0000041553			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Christensenellaceae(100);fnr__Christensenellaceae_R-7_group(100);s__uncultured_Christensenellaceae_bacterium(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Christensenellaceae						uncultured_Christensenellaceae_bacterium			fnr__Christensenellaceae_R-7_group


			OTU432			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000324855			0.0000528234			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Hydrogenophilales(100);f__Hydrogenophilaceae(100);g__Thiobacillus(97);s__Thiobacillus_aquaesulis(97);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Hydrogenophilales			Hydrogenophilaceae			Thiobacillus			Thiobacillus_aquaesulis


			OTU434			0			0			0			0			0			0			0			0			0			0			0			0.0000455913			0			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(98);g__Bacillus(97);s__Bacillus_infernus(68);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Bacillus			Bacillus_infernus


			OTU450			0			0			0			0			0			0			0			0			0			0			0			0			0.0000753769			0			0			0			0			0.0001539053			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);g__Piscinibacter(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae			Piscinibacter			uncultured_bacterium


			OTU466			0			0			0			0			0			0			0			0			0			0			0			0.0000303942			0			0			0			0			0			0			0			0			0			0			0			0.0000871384			0.0000041553			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Micrococcales(100);f__Intrasporangiaceae(100);g__Ornithinimicrobium(100);s__unidentified_marine_bacterioplankton(77);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Micrococcales			Intrasporangiaceae			Ornithinimicrobium			unidentified_marine_bacterioplankton


			OTU487			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000652167			0			0			0			0			0			0			0			0			0.0000290461			0.0000041553			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(100);g__Terribacillus(100);s__Terribacillus_aidingensis(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Terribacillus			Terribacillus_aidingensis


			OTU489			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000815209			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Chloroflexi(100);c__Thermomicrobia(100);cnr__JG30-KF-CM45(100);s__uncultured_soil_bacterium(87);unclassified;unclassified;			Bacteria			Chloroflexi			Thermomicrobia												uncultured_soil_bacterium			cnr__JG30-KF-CM45


			OTU496			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001159447			0			0.0000041553			sk__Bacteria(100);sknr__TM6_(Dependentiae)(100);s__uncultured_bacterium(99);unclassified;unclassified;unclassified;			Bacteria																		uncultured_bacterium			sknr__TM6_(Dependentiae)


			OTU501			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001060558			0			0			0.0000041553			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);onr__Bacteroidales_S24-7_group(100);s__uncultured_bacterium(82);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales									uncultured_bacterium			onr__Bacteroidales_S24-7_group


			OTU506			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001345641			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Christensenellaceae(100);fnr__Christensenellaceae_R-7_group(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Christensenellaceae									fnr__Christensenellaceae_R-7_group


			OTU517			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001916737			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Carnobacteriaceae(100);g__Alkalibacterium(95);s__Alkalibacterium_indicireducens(77);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Carnobacteriaceae			Alkalibacterium			Alkalibacterium_indicireducens


			OTU520			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000815209			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Chloroflexi(100);c__Anaerolineae(100);o__Anaerolineales(100);f__Anaerolineaceae(100);fnr__uncultured(99);s__uncultured_sludge_bacterium_S41(72);unclassified;			Bacteria			Chloroflexi			Anaerolineae			Anaerolineales			Anaerolineaceae						uncultured_sludge_bacterium_S41			fnr__uncultured


			OTU523			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000538257			0			0			0			0			0			0			0.0000871384			0.0000041553			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU547			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001345641			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Rikenellaceae(100);fnr__Rikenellaceae_RC9_gut_group(100);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Rikenellaceae									fnr__Rikenellaceae_RC9_gut_group


			OTU549			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001060558			0			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Methylobacteriaceae(100);g__Microvirga(100);s__uncultured_Microvirga_sp.(91);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Methylobacteriaceae			Microvirga			uncultured_Microvirga_sp.


			OTU569			0			0			0			0			0			0			0			0			0			0.0000159051			0			0			0.0000502513			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(98);g__Novosphingobium(95);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Novosphingobium


			OTU586			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001159447			0			0.0000041553			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Vibrionales(100);f__Vibrionaceae(100);g__Vibrio(100);s__Vibrio_ordalii(61);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Vibrionales			Vibrionaceae			Vibrio			Vibrio_ordalii


			OTU591			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003847634			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Sphingobacteriaceae(100);g__Mucilaginibacter(100);s__uncultured_bacterium(82);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Sphingobacteriaceae			Mucilaginibacter			uncultured_bacterium


			OTU598			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000489125			0			0			0			0			0			0			0			0			0.0000580923			0.0000041553			sk__Bacteria(100);p__Actinobacteria(100);c__Thermoleophilia(100);o__Gaiellales(100);f__Gaiellaceae(100);g__Gaiella(100);s__uncultured_bacterium(62);unclassified;			Bacteria			Actinobacteria			Thermoleophilia			Gaiellales			Gaiellaceae			Gaiella			uncultured_bacterium


			OTU603			0			0			0			0			0.0000346332			0			0			0			0			0			0			0			0.0000753769			0			0			0			0			0			0			0			0			0			0			0			0.0000041553			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(100);g__Bacillus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Bacillus


			OTU51			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000674013			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Oceanospirillales(100);f__Halomonadaceae(100);g__Halomonas(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Oceanospirillales			Halomonadaceae			Halomonas


			OTU343			0			0			0			0			0.0000692665			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);onr__Rhodospirillales_Incertae_Sedis(100);g__Candidatus_Alysiosphaera(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales						Candidatus_Alysiosphaera			uncultured_bacterium			onr__Rhodospirillales_Incertae_Sedis


			OTU347			0			0			0			0			0			0			0			0			0			0			0			0.0000607884			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Actinobacteria(100);c__Nitriliruptoria(100);o__Nitriliruptorales(100);f__Nitriliruptoraceae(100);g__Nitriliruptor(81);s__uncultured_actinobacterium(81);unclassified;			Bacteria			Actinobacteria			Nitriliruptoria			Nitriliruptorales			Nitriliruptoraceae			Nitriliruptor			uncultured_actinobacterium


			OTU359			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000927558			0			0.0000033243			sk__Bacteria(100);p__Chloroflexi(100);c__Anaerolineae(100);o__Anaerolineales(100);f__Anaerolineaceae(100);fnr__uncultured(98);unclassified;			Bacteria			Chloroflexi			Anaerolineae			Anaerolineales			Anaerolineaceae									fnr__uncultured


			OTU361			0			0			0			0.0000811145			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Acetobacteraceae(100);g__Roseomonas(70);s__uncultured_bacterium(69);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Acetobacteraceae			Roseomonas			uncultured_bacterium


			OTU364			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000927558			0			0.0000033243			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(100);fnr__Ruminococcaceae_UCG-014(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae									fnr__Ruminococcaceae_UCG-014


			OTU375			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001161845			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Psychrobacter(100);s__Psychrobacter_alimentarius(91);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Psychrobacter			Psychrobacter_alimentarius


			OTU409			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003078107			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);onr__NS11-12_marine_group(100);s__uncultured_bacterium(96);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales									uncultured_bacterium			onr__NS11-12_marine_group


			OTU414			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000153339			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU417			0.0000801009			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Fusobacteria(100);c__Fusobacteriia(100);o__Fusobacteriales(100);f__Leptotrichiaceae(100);fnr__uncultured(100);s__uncultured_Fusobacteria_bacterium(97);unclassified;			Bacteria			Fusobacteria			Fusobacteriia			Fusobacteriales			Leptotrichiaceae						uncultured_Fusobacteria_bacterium			fnr__uncultured


			OTU421			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001161845			0.0000033243			sk__Bacteria(100);p__Bacteroidetes(100);c__Cytophagia(100);o__Cytophagales(100);f__Cytophagaceae(100);g__Hymenobacter(100);unclassified;			Bacteria			Bacteroidetes			Cytophagia			Cytophagales			Cytophagaceae			Hymenobacter


			OTU424			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000927558			0			0.0000033243			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);onr__Bacteroidales_S24-7_group(100);s__uncultured_bacterium(96);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales									uncultured_bacterium			onr__Bacteroidales_S24-7_group


			OTU429			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000652167			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Aerococcaceae(100);g__Abiotrophia(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Bacilli			Lactobacillales			Aerococcaceae			Abiotrophia			uncultured_bacterium


			OTU442			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000848446			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Comamonadaceae(100);unclassified;unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Comamonadaceae


			OTU453			0			0			0			0.0000811145			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Gemmatimonadetes(100);c__Longimicrobia(100);o__Longimicrobiales(100);f__Longimicrobiaceae(100);s__uncultured_bacterium(97);unclassified;			Bacteria			Gemmatimonadetes			Longimicrobia			Longimicrobiales			Longimicrobiaceae						uncultured_bacterium


			OTU467			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003078107			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);fnr__uncultured(100);s__Sphingobacterium_sp._P-7(100);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae						Sphingobacterium_sp._P-7			fnr__uncultured


			OTU477			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0003078107			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rickettsiales(100);s__uncultured_alpha_proteobacterium(100);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rickettsiales									uncultured_alpha_proteobacterium


			OTU482			0			0			0			0			0			0			0			0.0000884643			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Deltaproteobacteria(100);o__Desulfurellales(95);f__Desulfurellaceae(95);fnr__H16(95);s__uncultured_proteobacterium(73);unclassified;			Bacteria			Proteobacteria			Deltaproteobacteria			Desulfurellales			Desulfurellaceae						uncultured_proteobacterium			fnr__H16


			OTU492			0			0			0			0			0			0.0000667992			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Acetobacteraceae(100);g__Craurococcus(92);s__uncultured_bacterium(86);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Acetobacteraceae			Craurococcus			uncultured_bacterium


			OTU498			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001161845			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Acetobacteraceae(100);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Acetobacteraceae


			OTU503			0			0			0			0			0			0.0000667992			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Actinobacteria(100);c__Coriobacteriia(100);o__Coriobacteriales(100);f__Coriobacteriaceae(100);g__Enterorhabdus(91);s__uncultured_bacterium(91);unclassified;			Bacteria			Actinobacteria			Coriobacteriia			Coriobacteriales			Coriobacteriaceae			Enterorhabdus			uncultured_bacterium


			OTU508			0			0			0			0			0.0000346332			0			0			0			0			0			0			0			0			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Chloroflexi(100);c__Thermomicrobia(100);cnr__JG30-KF-CM45(100);s__uncultured_bacterium(68);unclassified;unclassified;			Bacteria			Chloroflexi			Thermomicrobia												uncultured_bacterium			cnr__JG30-KF-CM45


			OTU527			0			0			0			0.0000811145			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Acidobacteria(100);c__Solibacteres(100);o__Solibacterales(100);f__Solibacteraceae(100);fnr__Elev-16S-1166(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Acidobacteria			Solibacteres			Solibacterales			Solibacteraceae						uncultured_bacterium			fnr__Elev-16S-1166


			OTU530			0			0			0			0			0			0			0			0			0			0			0.0000702013			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodobacterales(100);f__Rhodobacteraceae(100);g__Frigidibacter(92);s__Frigidibacter_albus(92);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodobacterales			Rhodobacteraceae			Frigidibacter			Frigidibacter_albus


			OTU531			0			0			0			0			0			0			0			0			0			0			0			0			0.0001005025			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Lactobacillales(100);f__Lactobacillaceae(100);g__Lactobacillus(100);s__Lactobacillus_sakei(81);Lactobacillus_sakei_subsp._sakei_23K(81);			Bacteria			Firmicutes			Bacilli			Lactobacillales			Lactobacillaceae			Lactobacillus			Lactobacillus_sakei			Lactobacillus_sakei_subsp._sakei_23K


			OTU533			0			0			0			0			0			0			0			0			0			0			0			0.0000607884			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Parafilimonas(99);s__uncultured_bacterium(83);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Parafilimonas			uncultured_bacterium


			OTU553			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000848446			0			0			0.0000033243			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Ferruginibacter(100);s__uncultured_Sphingobacteriia_bacterium(98);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Ferruginibacter			uncultured_Sphingobacteriia_bacterium


			OTU578			0			0.0000169765			0			0.0000608359			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);onr__Family_XI(100);g__Gemella(100);s__uncultured_bacterium(88);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales						Gemella			uncultured_bacterium			onr__Family_XI


			OTU581			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000153339			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Deltaproteobacteria(100);o__Myxococcales(100);onr__Blfdi19(100);s__uncultured_bacterium(69);unclassified;			Bacteria			Proteobacteria			Deltaproteobacteria			Myxococcales									uncultured_bacterium			onr__Blfdi19


			OTU589			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001161845			0.0000033243			sk__Bacteria(100);p__Fusobacteria(100);c__Fusobacteriia(100);o__Fusobacteriales(100);f__Leptotrichiaceae(100);g__Leptotrichia(100);unclassified;			Bacteria			Fusobacteria			Fusobacteriia			Fusobacteriales			Leptotrichiaceae			Leptotrichia


			OTU590			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000848446			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Hyphomicrobiaceae(100);g__Devosia(100);s__Devosia_neptuniae(86);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Hyphomicrobiaceae			Devosia			Devosia_neptuniae


			OTU601			0			0			0			0			0			0			0			0			0			0			0			0			0.0001005025			0			0			0			0			0			0			0			0			0			0			0			0.0000033243			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(99);g__Sphingomonas(99);s__uncultured_Sphingomonadaceae_bacterium(82);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Sphingomonas			uncultured_Sphingomonadaceae_bacterium


			OTU20			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000050551			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Enterobacteriales(100);f__Enterobacteriaceae(100);g__Serratia(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Enterobacteriales			Enterobacteriaceae			Serratia


			OTU29			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0.0000163042			0			0			0			0			0.0000176078			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Oxalobacteraceae(100);g__Herbaspirillum(97);subs__Herbaspirillum_huttiense_subsp._huttiense(97);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Oxalobacteraceae			Herbaspirillum						subs__Herbaspirillum_huttiense_subsp._huttiense


			OTU48			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000326083			0			0			0			0			0.0000176078			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Actinomycetales(100);f__Actinomycetaceae(100);g__Actinomyces(100);s__Actinomyces_marimammalium(100);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Actinomycetales			Actinomycetaceae			Actinomyces			Actinomyces_marimammalium


			OTU56			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0			0			0			0			0			0.0000176078			0.0000157841			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Bradyrhizobiaceae(100);g__Bradyrhizobium(100);s__uncultured_Bradyrhizobium_sp.(62);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Bradyrhizobiaceae			Bradyrhizobium			uncultured_Bradyrhizobium_sp.


			OTU368			0			0			0			0			0			0.0000166998			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000580923			0.0000024932			sk__Bacteria(100);sknr__FBP(100);s__uncultured_Carnobacterium_sp.(94);unclassified;unclassified;unclassified;			Bacteria																		uncultured_Carnobacterium_sp.			sknr__FBP


			OTU372			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001150042			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Xanthobacteraceae(100);g__Variibacter(92);s__uncultured_forest_soil_bacterium(88);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Xanthobacteraceae			Variibacter			uncultured_forest_soil_bacterium


			OTU380			0			0			0			0			0			0			0			0			0			0			0			0.0000455913			0			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Caulobacterales(100);f__Caulobacteraceae(100);g__Asticcacaulis(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Caulobacterales			Caulobacteraceae			Asticcacaulis


			OTU412			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000636335			0			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Negativicutes(100);o__Selenomonadales(100);f__Veillonellaceae(100);g__Selenomonas(95);s__uncultured_bacterium(76);unclassified;			Bacteria			Firmicutes			Negativicutes			Selenomonadales			Veillonellaceae			Selenomonas			uncultured_bacterium


			OTU413			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000871384			0.0000024932			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU436			0			0			0			0			0			0			0			0			0			0			0			0			0.0000753769			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Bacillaceae(100);g__Caldalkalibacillus(100);s__Bacillus_sp._TX3(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Bacillaceae			Caldalkalibacillus			Bacillus_sp._TX3


			OTU438			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000636335			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(96);f__Rhodospirillaceae(62);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Rhodospirillaceae


			OTU452			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000695668			0			0.0000024932			sk__Bacteria(100);p__Deferribacteres(100);c__Deferribacteres(100);o__Deferribacterales(100);f__Deferribacteraceae(100);g__Mucispirillum(100);s__uncultured_bacterium(90);unclassified;			Bacteria			Deferribacteres			Deferribacteres			Deferribacterales			Deferribacteraceae			Mucispirillum			uncultured_bacterium


			OTU456			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001150042			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Burkholderiales(100);f__Alcaligenaceae(100);g__Pigmentiphaga(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Burkholderiales			Alcaligenaceae			Pigmentiphaga			uncultured_bacterium


			OTU458			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000528234			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);f__Xanthomonadaceae(100);g__Arenimonas(98);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales			Xanthomonadaceae			Arenimonas


			OTU460			0			0			0			0			0			0			0.0000769843			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodobacterales(100);f__Rhodobacteraceae(100);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodobacterales			Rhodobacteraceae


			OTU470			0			0			0			0			0			0.0000500994			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Bacteroidetes(100);c__Cytophagia(100);o__Cytophagales(100);f__Cytophagaceae(100);fnr__uncultured(100);s__Algoriphagus_sp._JJ018(100);unclassified;			Bacteria			Bacteroidetes			Cytophagia			Cytophagales			Cytophagaceae						Algoriphagus_sp._JJ018			fnr__uncultured


			OTU471			0			0			0			0			0			0			0			0			0			0			0			0			0.0000753769			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);f__Acetobacteraceae(98);unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales			Acetobacteraceae


			OTU484			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000168503			0			0			0			0			0			0.0000352156			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(78);c__Clostridia(75);unclassified;unclassified;unclassified;			Bacteria			Firmicutes			Clostridia


			OTU485			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000230858			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Rhodobiaceae(100);g__Parvibaculum(100);s__uncultured_bacterium(99);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Rhodobiaceae			Parvibaculum			uncultured_bacterium


			OTU504			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000230858			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rickettsiales(100);f__Rickettsiaceae(100);g__Candidatus_Trichorickettsia(99);s__Candidatus_Trichorickettsia_mobilis(99);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rickettsiales			Rickettsiaceae			Candidatus_Trichorickettsia			Candidatus_Trichorickettsia_mobilis


			OTU522			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000807385			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Thermoactinomycetaceae(100);g__Planifilum(100);s__uncultured_compost_bacterium(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Thermoactinomycetaceae			Planifilum			uncultured_compost_bacterium


			OTU524			0			0			0			0			0			0			0			0			0			0.0000477152			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Hyphomicrobiaceae(100);g__Rhodoplanes(100);s__uncultured_alpha_proteobacterium(60);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Hyphomicrobiaceae			Rhodoplanes			uncultured_alpha_proteobacterium


			OTU529			0			0			0			0			0			0			0			0			0			0			0.000052651			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU534			0			0			0			0			0			0			0			0.0000663482			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Betaproteobacteria(100);o__Nitrosomonadales(100);f__Nitrosomonadaceae(100);fnr__uncultured(100);s__uncultured_organism(99);unclassified;			Bacteria			Proteobacteria			Betaproteobacteria			Nitrosomonadales			Nitrosomonadaceae						uncultured_organism			fnr__uncultured


			OTU536			0			0			0			0			0			0			0			0			0			0.0000159051			0			0			0			0			0			0			0			0			0			0			0			0			0.0000463779			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Erysipelotrichia(100);o__Erysipelotrichales(100);f__Erysipelotrichaceae(100);g__Holdemanella(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Erysipelotrichia			Erysipelotrichales			Erysipelotrichaceae			Holdemanella			uncultured_bacterium


			OTU537			0			0			0			0			0.0000173166			0			0			0			0			0			0			0			0.0000502513			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(100);g__Ruminococcus(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae			Ruminococcus


			OTU539			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000230858			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Corynebacteriales(100);f__Corynebacteriaceae(100);g__Corynebacterium(100);s__Corynebacterium_suicordis(95);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Corynebacteriales			Corynebacteriaceae			Corynebacterium			Corynebacterium_suicordis


			OTU540			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000695668			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(96);fnr__Ruminococcaceae_NK4A214_group(86);s__uncultured_bacterium(70);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae						uncultured_bacterium			fnr__Ruminococcaceae_NK4A214_group


			OTU548			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000636335			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Pseudomonadaceae(100);g__Pseudomonas(100);s__Pseudomonas_psychrotolerans(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Pseudomonadaceae			Pseudomonas			Pseudomonas_psychrotolerans


			OTU562			0.0000400505			0			0			0			0			0			0			0			0			0.0000159051			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pseudomonadales(100);f__Moraxellaceae(100);g__Psychrobacter(100);s__Psychrobacter_sanguinis(84);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pseudomonadales			Moraxellaceae			Psychrobacter			Psychrobacter_sanguinis


			OTU563			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000528234			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodobacterales(100);f__Rhodobacteraceae(100);g__Tropicimonas(85);s__uncultured_bacterium(85);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodobacterales			Rhodobacteraceae			Tropicimonas			uncultured_bacterium


			OTU568			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000230858			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Paenibacillaceae(100);g__Paenibacillus(100);s__uncultured_earthworm_intestine_bacterium(90);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Paenibacillaceae			Paenibacillus			uncultured_earthworm_intestine_bacterium


			OTU573			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000695668			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(100);fnr__Ruminococcaceae_UCG-013(100);s__uncultured_bacterium(75);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae						uncultured_bacterium			fnr__Ruminococcaceae_UCG-013


			OTU583			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000807385			0			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Proteobacteria(80);c__Alphaproteobacteria(70);unclassified;unclassified;unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria


			OTU595			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.000230858			0			0			0			0			0			0			0.0000024932			sk__Bacteria(100);p__Chlamydiae(100);c__Chlamydiia(100);o__Chlamydiales(100);f__Parachlamydiaceae(100);g__Candidatus_Protochlamydia(96);unclassified;			Bacteria			Chlamydiae			Chlamydiia			Chlamydiales			Parachlamydiaceae			Candidatus_Protochlamydia


			OTU604			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000636335			0			0			0.0000024932			sk__Bacteria(100);p__Firmicutes(100);pnr__A55-D21-H-B-C01(100);s__uncultured_bacterium(100);unclassified;unclassified;			Bacteria			Firmicutes															uncultured_bacterium			pnr__A55-D21-H-B-C01


			OTU30			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000324855			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Methylobacteriaceae(100);g__Methylobacterium(100);s__Methylobacterium_fujisawaense(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Methylobacteriaceae			Methylobacterium			Methylobacterium_fujisawaense


			OTU36			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000326083			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Xanthomonadales(100);onr__Nevskiaceae(100);g__Nevskia(100);s__Nevskia_aquatilis(81);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Xanthomonadales						Nevskia			Nevskia_aquatilis			onr__Nevskiaceae


			OTU73			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000352156			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhodospirillales(100);onr__Rhodospirillales_Incertae_Sedis(100);g__Reyranella(100);s__uncultured_bacterium(81);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhodospirillales						Reyranella			uncultured_bacterium			onr__Rhodospirillales_Incertae_Sedis


			OTU94			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000326083			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Cyanobacteria(100);pnr__Melainabacteria(100);o__Obscuribacterales(100);s__uncultured_bacterium(82);unclassified;unclassified;			Bacteria			Cyanobacteria						Obscuribacterales									uncultured_bacterium			pnr__Melainabacteria


			OTU303			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000326083			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Heliimonas(100);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Heliimonas


			OTU321			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000352156			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Enterobacteriales(100);f__Enterobacteriaceae(100);g__Pantoea(99);s__Pantoea_dispersa(76);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Enterobacteriales			Enterobacteriaceae			Pantoea			Pantoea_dispersa


			OTU433			0			0.000033953			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Actinobacteria(100);c__Acidimicrobiia(100);o__Acidimicrobiales(100);f__Iamiaceae(100);g__Iamia(100);s__uncultured_bacterium(99);unclassified;			Bacteria			Actinobacteria			Acidimicrobiia			Acidimicrobiales			Iamiaceae			Iamia			uncultured_bacterium


			OTU435			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Deltaproteobacteria(100);o__Oligoflexales(100);onr__0319-6G20(100);s__uncultured_bacterium(97);unclassified;			Bacteria			Proteobacteria			Deltaproteobacteria			Oligoflexales									uncultured_bacterium			onr__0319-6G20


			OTU445			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000352156			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Bacteroidetes(99);c__Sphingobacteriia(95);o__Sphingobacteriales(95);f__Saprospiraceae(94);fnr__uncultured(94);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Saprospiraceae									fnr__uncultured


			OTU447			0			0			0			0			0.0000346332			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Firmicutes(100);c__Negativicutes(100);o__Selenomonadales(100);f__Veillonellaceae(100);unclassified;unclassified;			Bacteria			Firmicutes			Negativicutes			Selenomonadales			Veillonellaceae


			OTU463			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001539053			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Prevotellaceae(100);fnr__Prevotellaceae_UCG-001(100);s__uncultured_rumen_bacterium(100);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Prevotellaceae						uncultured_rumen_bacterium			fnr__Prevotellaceae_UCG-001


			OTU491			0			0			0			0			0			0			0			0			0			0			0			0			0.0000502513			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Deferribacteres(100);c__Deferribacteres(100);o__Deferribacterales(100);f__Deferribacteraceae(100);g__Geovibrio(100);s__Deferribacterales_bacterium_Deferri_01(100);unclassified;			Bacteria			Deferribacteres			Deferribacteres			Deferribacterales			Deferribacteraceae			Geovibrio			Deferribacterales_bacterium_Deferri_01


			OTU500			0			0			0			0			0			0			0			0			0.0000312671			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU512			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000580923			0.0000016621			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU516			0			0			0			0			0			0			0			0			0.0000312671			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(100);o__Bacteroidales(100);f__Prevotellaceae(100);g__Prevotella(100);s__uncultured_eubacterium_E1-K14(93);unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales			Prevotellaceae			Prevotella			uncultured_eubacterium_E1-K14


			OTU526			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(100);g__Ruminiclostridium(88);s__unidentified(64);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae			Ruminiclostridium			unidentified


			OTU528			0			0			0			0.0000405573			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Pasteuriaceae(100);g__Pasteuria(100);s__uncultured_Firmicutes_bacterium(78);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Pasteuriaceae			Pasteuria			uncultured_Firmicutes_bacterium


			OTU542			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001539053			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Legionellales(99);f__Coxiellaceae(99);g__Coxiella(97);s__uncultured_bacterium(97);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Legionellales			Coxiellaceae			Coxiella			uncultured_bacterium


			OTU551			0			0			0			0			0			0.0000333996			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Firmicutes(100);c__Bacilli(100);o__Bacillales(100);f__Paenibacillaceae(100);g__Paenibacillus(100);unclassified;			Bacteria			Firmicutes			Bacilli			Bacillales			Paenibacillaceae			Paenibacillus


			OTU554			0			0			0			0			0			0			0			0			0			0.0000318102			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Cellvibrionales(100);f__Cellvibrionaceae(100);g__Cellvibrio(100);s__Cellvibrio_japonicus(100);Cellvibrio_japonicus_Ueda107(100);			Bacteria			Proteobacteria			Gammaproteobacteria			Cellvibrionales			Cellvibrionaceae			Cellvibrio			Cellvibrio_japonicus			Cellvibrio_japonicus_Ueda107


			OTU555			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000324855			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Caulobacterales(100);f__Caulobacteraceae(100);g__Brevundimonas(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Caulobacterales			Caulobacteraceae			Brevundimonas


			OTU558			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0001539053			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Bacteroidetes(100);c__Cytophagia(100);o__Cytophagales(100);f__Cytophagaceae(100);fnr__uncultured(100);s__uncultured_Flexibacteraceae_bacterium(83);unclassified;			Bacteria			Bacteroidetes			Cytophagia			Cytophagales			Cytophagaceae						uncultured_Flexibacteraceae_bacterium			fnr__uncultured


			OTU559			0			0			0			0			0			0			0			0			0			0			0			0.0000303942			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Bacteroidetes(100);c__Bacteroidia(67);o__Bacteroidales(67);unclassified;unclassified;			Bacteria			Bacteroidetes			Bacteroidia			Bacteroidales


			OTU564			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000766695			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Firmicutes(100);c__Negativicutes(100);o__Selenomonadales(100);f__Veillonellaceae(100);g__Megasphaera(100);s__uncultured_bacterium(71);unclassified;			Bacteria			Firmicutes			Negativicutes			Selenomonadales			Veillonellaceae			Megasphaera			uncultured_bacterium


			OTU565			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000766695			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);unclassified;unclassified;unclassified;unclassified;			Bacteria


			OTU570			0			0			0			0			0.0000346332			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rickettsiales(100);f__Anaplasmataceae(100);g__Wolbachia(100);s__Wolbachia_endosymbiont_of_Aphrophora_quadrinotata(72);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rickettsiales			Anaplasmataceae			Wolbachia			Wolbachia_endosymbiont_of_Aphrophora_quadrinotata


			OTU571			0.0000400505			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Actinobacteria(100);c__Rubrobacteria(100);o__Rubrobacterales(100);onr__Rubrobacteriaceae(100);g__Rubrobacter(100);s__Rubrobacter_sp._CBF_L56(77);unclassified;			Bacteria			Actinobacteria			Rubrobacteria			Rubrobacterales						Rubrobacter			Rubrobacter_sp._CBF_L56			onr__Rubrobacteriaceae


			OTU584			0			0			0			0			0			0			0			0			0			0.0000318102			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Deinococcus-Thermus(100);c__Deinococci(100);o__Deinococcales(100);f__Deinococcaceae(100);g__Deinococcus(100);s__Deinococcus_radiodurans(98);Deinococcus_radiodurans_R1(98);			Bacteria			Deinococcus-Thermus			Deinococci			Deinococcales			Deinococcaceae			Deinococcus			Deinococcus_radiodurans			Deinococcus_radiodurans_R1


			OTU587			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Bacteroidetes(100);c__Flavobacteriia(100);o__Flavobacteriales(100);f__Flavobacteriaceae(100);g__Flavobacterium(98);s__uncultured_bacterium(72);unclassified;			Bacteria			Bacteroidetes			Flavobacteriia			Flavobacteriales			Flavobacteriaceae			Flavobacterium			uncultured_bacterium


			OTU588			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000538257			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Firmicutes(100);c__Negativicutes(100);o__Selenomonadales(100);f__Veillonellaceae(100);g__Dialister(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Negativicutes			Selenomonadales			Veillonellaceae			Dialister			uncultured_bacterium


			OTU592			0			0			0			0			0			0			0			0			0			0.0000318102			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Actinobacteria(100);c__Thermoleophilia(100);o__Solirubrobacterales(100);onr__Elev-16S-1332(100);unclassified;unclassified;			Bacteria			Actinobacteria			Thermoleophilia			Solirubrobacterales												onr__Elev-16S-1332


			OTU594			0			0			0			0.0000405573			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Actinobacteria(100);c__Thermoleophilia(100);o__Gaiellales(100);onr__uncultured(100);unclassified;unclassified;			Bacteria			Actinobacteria			Thermoleophilia			Gaiellales												onr__uncultured


			OTU597			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000580923			0.0000016621			sk__Bacteria(100);p__Firmicutes(100);c__Clostridia(100);o__Clostridiales(100);f__Ruminococcaceae(100);fnr__Ruminococcaceae_UCG-004(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Firmicutes			Clostridia			Clostridiales			Ruminococcaceae						uncultured_bacterium			fnr__Ruminococcaceae_UCG-004


			OTU600			0			0			0			0			0			0			0			0			0			0			0			0			0.0000502513			0			0			0			0			0			0			0			0			0			0			0			0.0000016621			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Pasteurellales(100);f__Pasteurellaceae(100);g__Pasteurella(69);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Pasteurellales			Pasteurellaceae			Pasteurella


			OTU605			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000424223			0			0			0.0000016621			sk__Bacteria(100);p__Cyanobacteria(100);pnr__SubsectionII(100);pnr__FamilyII(100);g__Chroococcidiopsis(100);s__Aliterella_atlantica(61);Aliterella_atlantica_CENA595(61);unclassified;			Bacteria			Cyanobacteria												Chroococcidiopsis			Aliterella_atlantica			pnr__SubsectionII;pnr__FamilyII;Aliterella_atlantica_CENA595


			OTU60			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000163042			0			0			0			0			0			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Propionibacteriales(100);f__Nocardioidaceae(100);g__Aeromicrobium(99);s__uncultured_bacterium(97);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Propionibacteriales			Nocardioidaceae			Aeromicrobium			uncultured_bacterium


			OTU66			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000163042			0			0			0			0			0			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Proteobacteria(100);c__Gammaproteobacteria(100);o__Alteromonadales(100);f__Idiomarinaceae(100);g__Aliidiomarina(100);s__uncultured_bacterium(100);unclassified;			Bacteria			Proteobacteria			Gammaproteobacteria			Alteromonadales			Idiomarinaceae			Aliidiomarina			uncultured_bacterium


			OTU123			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000163042			0			0			0			0			0			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Thermotogae(100);c__Thermotogae(100);o__Petrotogales(100);onr__Petrotogaceae(100);g__Oceanotoga(100);s__Oceanotoga_sp._JC186(88);unclassified;			Bacteria			Thermotogae			Thermotogae			Petrotogales						Oceanotoga			Oceanotoga_sp._JC186			onr__Petrotogaceae


			OTU177			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000176078			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(100);g__Sphingomonas(100);s__Sphingomonas_aerolata(83);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Sphingomonas			Sphingomonas_aerolata


			OTU181			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000162427			0			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Actinobacteria(100);c__Actinobacteria(100);o__Pseudonocardiales(100);f__Pseudonocardiaceae(100);g__Pseudonocardia(100);s__Pseudonocardia_carboxydivorans(62);unclassified;			Bacteria			Actinobacteria			Actinobacteria			Pseudonocardiales			Pseudonocardiaceae			Pseudonocardia			Pseudonocardia_carboxydivorans


			OTU226			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000176078			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Bacteroidetes(100);c__Sphingobacteriia(100);o__Sphingobacteriales(100);f__Chitinophagaceae(100);g__Sediminibacterium(100);s__uncultured_bacterium(81);unclassified;			Bacteria			Bacteroidetes			Sphingobacteriia			Sphingobacteriales			Chitinophagaceae			Sediminibacterium			uncultured_bacterium


			OTU232			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000162427			0			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Sphingomonadales(100);f__Sphingomonadaceae(95);g__Novosphingobium(91);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Sphingomonadales			Sphingomonadaceae			Novosphingobium


			OTU585			0			0			0			0			0			0			0			0			0			0			0			0			0			0			0.0000163042			0			0			0			0			0			0			0			0			0			0.0000008311			sk__Bacteria(100);p__Proteobacteria(100);c__Alphaproteobacteria(100);o__Rhizobiales(100);f__Methylobacteriaceae(100);g__Methylobacterium(100);s__Methylobacterium_adhaesivum(100);unclassified;			Bacteria			Proteobacteria			Alphaproteobacteria			Rhizobiales			Methylobacteriaceae			Methylobacterium			Methylobacterium_adhaesivum








S9 Dominant


			Table S9. Dominant bacterial phylotypes in P. fuscipes


			Genus/species name			Abundance in P. fuscipes			Abundance in R (♂ +)			Abundance in R (♂ -)			Abundance in R (♀ +)			Abundance in R (♀ -)			Abundance in G (♂ +)			Abundance in G (♂ -)			Abundance in G (♀ +)			Abundance in G (♀ -)			Taxonomic classification


			Apibacter adventoris			29.54%			7.51%			0.60%			0.76%			0.67%			50.04%			64.74%			10.44%			74.65%			Bacteroidetes (Flavobacteriia)


			Uncultured bacterium			20.54%			14.86%			70.06%			4.00%			62.63%			10.28%			18.98%			8.99%			7.18%			Tenericutes (Mollicutes)


			Pseudomonas (PPE)			14.21%			13.54%			0.05%			88.00%			0			0.01%			0			0.84%			1.73%			Proteobacteria (Gammaproteobacteria)


			Bartonella			11.67%			10.49%			0.82%			0.44%			0.48%			21.94%			0.15%			58.75%			1.54%			Proteobacteria (Alphaproteobacteria)


			Wolbachia pipientis			11.17%			19.64%			10.63%			3.26%			34.28%			1.97%			15.25%			5.31%			6.86%			Proteobacteria (Alphaproteobacteria)


			Dysgonomonas			3.24%			1.87%			0.81%			0.36%			0.11%			7.83%			0.06%			9.23%			2.41%			Bacteroidetes (Bacteroidia)


			Comamonas testosteroni			1.20%			1.90%			0.40%			Proteobacteria (Betaproteobacteria)


			Lactobacillus			1.20%			1.90%			0.30%			Firmicutes (Bacilli)


			Uncultured bacterium			1.10%			0.10%			2.40%			Proteobacteria (Alphaproteobacteria)


			Acinetobacter pittii			1.00%			1.40%			0.60%			Proteobacteria (Gammaproteobacteria)


			Uncultured bacterium			1.00%			0.90%			1.10%			Proteobacteria (Gammaproteobacteria)


			Uncultured bacterium			1.00%			1.30%			0.70%			Tenericutes (Mollicutes)












































S10 Predicted functional 


			Table S10. Predicted functional profiles infereed on the base of the bacterial 16S rRNA


			Predicted L3 function			group1			group2			p.value			p.adj			p.format			p.signif			method			mean(PIL)			SD(PIL)			n(PIL)			SE(PIL)			mean(PUL)			SD(PUL)			n(PUL)			SE(PUL)			PIL1			PIL2			PIL3			PUL1			PUL2			PUL3


			ABC transporters			PIL			PUL			0.002443663			0.011			0.00244			**			T-test			0.0660505032			0.0063124482			3			0.0036444937			0.0207279401			0.0024496423			3			0.0014143017			0.067191085			0.0717148981			0.0592455264			0.0226948877			0.0215048883			0.0179840444


			Alanine, aspartate and glutamate metabolism			PIL			PUL			0.0007327513			0.0063			0.00074			***			T-test			0.0123111743			0.0003824625			3			0.0002208148			0.0149624605			0.0003599979			3			0.0002078449			0.0121971939			0.0119986595			0.0127376694			0.01474633			0.014763013			0.0153780387


			Alcoholism			PIL			PUL			0.5647050893			0.64			0.56471						T-test			0.0000058952			0.0000070327			3			0.0000040603			0.0000172546			0.000028467			3			0.0000164354			0.0000006738			0.0000031197			0.0000138921			0.000000739			0.0000501253			0.0000008996


			alpha-Linolenic acid metabolism			PIL			PUL			0.0988203071			0.16			0.09882						T-test			0.0002890324			0.0002195537			3			0.0001267594			0.0006546988			0.0000337563			3			0.0000194892			0.0002120125			0.0001183659			0.0005367187			0.000641381			0.0006296328			0.0006930824


			Amino sugar and nucleotide sugar metabolism			PIL			PUL			0.5531909607			0.64			0.55319						T-test			0.0125267624			0.0001953189			3			0.0001127674			0.013070853			0.0013298428			3			0.0007677851			0.0125998559			0.0123054388			0.0126749925			0.0145149439			0.011896665			0.0128009501


			Amphetamine addiction			PIL			PUL			0.5647050893			0.64			0.56471						T-test			0.0000058952			0.0000070327			3			0.0000040603			0.0000172546			0.000028467			3			0.0000164354			0.0000006738			0.0000031197			0.0000138921			0.000000739			0.0000501253			0.0000008996


			AMPK signaling pathway			PIL			PUL			0.0015331079			0.013			0.00153			**			T-test			0.0003740508			0.0001306494			3			0.0000754305			0.0012853143			0.0000417379			3			0.0000240974			0.0003803529			0.0002403644			0.000501435			0.0012692085			0.0012540289			0.0013327055


			Amyotrophic lateral sclerosis (ALS)			PIL			PUL			0.6325028275			0.7			0.63250						T-test			0.0014416662			0.0000435067			3			0.0000251186			0.0014146874			0.0000771067			3			0.0000445176			0.001412539			0.0014207823			0.0014916775			0.0013348081			0.0014886845			0.0014205696


			Antifolate resistance			PIL			PUL			0.0002258743			0.0049			0.00023			***			T-test			0.0027250233			0.000130928			3			0.0000755913			0.0040604682			0.0001225578			3			0.0000707588			0.002635402			0.0026643915			0.0028752766			0.0040782758			0.0039299808			0.004173148


			Arachidonic acid metabolism			PIL			PUL			0.2842508444			0.4			0.28425						T-test			0.0004754247			0.0003509574			3			0.0002026253			0.0007684422			0.0000430536			3			0.000024857			0.0003043323			0.0002428252			0.0008791165			0.0008056062			0.000721264			0.0007784563


			Arginine biosynthesis			PIL			PUL			0.1546079547			0.24			0.15461						T-test			0.0073792223			0.0001093656			3			0.0000631422			0.0067784347			0.0004760526			3			0.0002748491			0.0072572461			0.0074118877			0.0074685331			0.0063509078			0.0072914333			0.006692963


			Arrhythmogenic right ventricular cardiomyopathy (ARVC)			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Bacterial chemotaxis			PIL			PUL			0.0963520129			0.16			0.09635						T-test			0.0044772062			0.0004464032			3			0.000257731			0.0021910925			0.0014150966			3			0.0008170064			0.0045971408			0.0039830874			0.0048513906			0.0014830062			0.0038204625			0.0012698087


			Bacterial invasion of epithelial cells			PIL			PUL			0.8783416359			0.9			0.87834						T-test			0.0000000756			0.0000000732			3			0.0000000423			0.0000000841			0.000000051			3			0.0000000294			0.0000001537			0.0000000085			0.0000000647			0.0000000293			0.0000000928			0.0000001302


			Bacterial secretion system			PIL			PUL			0.0387932731			0.15			0.03879			*			T-test			0.0096589832			0.0001645034			3			0.0000949761			0.0113724694			0.0009900158			3			0.0005715859			0.0096315962			0.0098354613			0.009509892			0.0105672411			0.0124778188			0.0110723482


			Basal transcription factors			PIL			PUL			0.372142431			0.48			0.37214						T-test			0.0000026457			0.0000032273			3			0.0000018633			0.0000005205			0.0000003224			3			0.0000001861			0.0000001746			0.0000014655			0.0000062969			0.0000003856			0.0000008884			0.0000002874


			Benzoate degradation			PIL			PUL			0.060469595			0.1			0.06047						T-test			0.005710725			0.0004952682			3			0.0002859432			0.0043978465			0.0006854122			3			0.0003957229			0.0060467126			0.0059435115			0.0051419509			0.0038760513			0.0051740956			0.0041433927


			beta-Lactam resistance			PIL			PUL			0.0174754016			0.45			0.01748			*			T-test			0.0068387224			0.0001693218			3			0.000097758			0.0070297926			0.0002377792			3			0.0001372819			0.0068934178			0.0066488134			0.0069739361			0.0072009303			0.006758286			0.0071301615


			Bile secretion			PIL			PUL			0.3865748745			0.5			0.38657						T-test			0.0000000148			0.0000000041			3			0.0000000024			0.0000001532			0.0000002183			3			0.000000126			0.0000000101			0.0000000172			0.0000000171			0.0000000329			0.0000004051			0.0000000215


			Biofilm formation - Escherichia coli			PIL			PUL			0.8985264715			0.91			0.89853						T-test			0.0032823099			0.0004686923			3			0.0002705996			0.0033325633			0.0004367972			3			0.000252185			0.0037514251			0.0028140415			0.003281463			0.0032191812			0.0038148718			0.002963637


			Biofilm formation - Pseudomonas aeruginosa			PIL			PUL			0.209211697			0.32			0.20921						T-test			0.0009344097			0.0004176003			3			0.0002411017			0.0018833709			0.0009206254			3			0.0005315233			0.0010058396			0.0004857016			0.001311688			0.001327234			0.0029460316			0.0013768472


			Biosynthesis of 12-, 14- and 16-membered macrolides			PIL			PUL			0.4226497308			0.52			0.42265						T-test			0			0			3			0			0.0000000028			0.0000000049			3			0.0000000028			0			0			0			0			0.0000000085			0


			Biosynthesis of type II polyketide backbone			PIL			PUL			0.4100587311			0.52			0.41006						T-test			0.0000000158			0.0000000273			3			0.0000000158			0.0000000518			0.0000000587			3			0.0000000339			0			0.0000000473			0			0.0000000398			0.0000001156			0


			Biosynthesis of type II polyketide products			PIL			PUL			0.6571360928			0.71			0.65714						T-test			0.0000173765			0.0000300673			3			0.0000173594			0.000007964			0.0000134206			3			0.0000077484			0.0000520953			0.0000000258			0.0000000085			0.0000000658			0.0000234598			0.0000003663


			Biosynthesis of various secondary metabolites - part 1			PIL			PUL			0.4100587311			0.52			0.41006						T-test			0.0000000014			0.0000000025			3			0.0000000014			0.0000000047			0.0000000053			3			0.0000000031			0			0.0000000043			0			0.0000000036			0.0000000105			0


			Biosynthesis of various secondary metabolites - part 2			PIL			PUL			0.0005354312			0.0052			0.00054			***			T-test			0.0006023078			0.0000674087			3			0.0000389184			0.0012608294			0.0000718639			3			0.0000414906			0.0006759944			0.000587182			0.0005437471			0.0012629261			0.0011879401			0.001331622


			Biosynthesis of various secondary metabolites - part 3			PIL			PUL			0.6163566583			0.69			0.61636						T-test			0.0000000057			0.0000000099			3			0.0000000057			0.0000000146			0.0000000253			3			0.0000000146			0			0.0000000172			0			0.0000000439			0			0


			Biotin metabolism			PIL			PUL			0.5905929063			0.66			0.59059						T-test			0.0066902912			0.00033672			3			0.0001944054			0.0068301095			0.0002350349			3			0.0001356975			0.0069127972			0.0068551697			0.0063029066			0.0065614445			0.0069311891			0.0069976948


			Bisphenol degradation			PIL			PUL			0.2630598867			0.38			0.26306						T-test			0.0000000828			0.0000000718			3			0.0000000414			0.0000000194			0.0000000172			3			0.0000000099			0			0.0000001203			0.000000128			0.0000000329			0.0000000253			0


			Butanoate metabolism			PIL			PUL			0.0053891932			0.72			0.00538			**			T-test			0.0128720131			0.0002638012			3			0.0001523057			0.0127928682			0.0001119672			3			0.0000646443			0.0130551024			0.0125696372			0.0129912996			0.0127207577			0.0129218573			0.0127359894


			Caffeine metabolism			PIL			PUL			0.9962486164			1			0.99625						T-test			0.0000001073			0.0000001374			3			0.0000000793			0.0000001078			0.0000000731			3			0.0000000422			0			0.0000002622			0.0000000597			0.0000001846			0.000000039			0.0000000997


			Calcium signaling pathway			PIL			PUL			0.6558861015			0.71			0.65589						T-test			0.0000057901			0.0000100213			3			0.0000057858			0.0000026397			0.0000044792			3			0.000002586			0.0000173617			0.0000000086			0			0			0.0000078114			0.0000001077


			cAMP signaling pathway			PIL			PUL			0.2682960691			0.38			0.26830						T-test			0.0000009754			0.0000008902			3			0.000000514			0.0000001972			0.0000001068			3			0.0000000616			0.0000018524			0.0000010013			0.0000000725			0.0000003198			0.0000001246			0.0000001473


			Carbohydrate digestion and absorption			PIL			PUL			0.7498842486			0.79			0.74988						T-test			0.0000274485			0.0000365294			3			0.0000210902			0.0000192829			0.0000168866			3			0.0000097495			0.0000694696			0.0000032661			0.0000096096			0.0000330943			0.0000242974			0.0000004571


			Cationic antimicrobial peptide (CAMP) resistance			PIL			PUL			0.51610949			0.6			0.51611						T-test			0.004103276			0.0005050763			3			0.0002916059			0.0043327462			0.0001074504			3			0.0000620365			0.00468411			0.0037672961			0.003858422			0.004255733			0.0044554984			0.0042870071


			Cell adhesion molecules (CAMs)			PIL			PUL			0.4100587311			0.52			0.41006						T-test			0.0000000014			0.0000000025			3			0.0000000014			0.0000000047			0.0000000053			3			0.0000000031			0			0.0000000043			0			0.0000000036			0.0000000105			0


			Central carbon metabolism in cancer			PIL			PUL			0.3779252697			0.49			0.37793						T-test			0.0031361586			0.0001647403			3			0.0000951128			0.0030021702			0.0001665443			3			0.0000961544			0.0031334953			0.0033022144			0.0029727662			0.0031599989			0.0028281003			0.0030184114


			Cocaine addiction			PIL			PUL			0.5647050893			0.64			0.56471						T-test			0.0000058952			0.0000070327			3			0.0000040603			0.0000172546			0.000028467			3			0.0000164354			0.0000006738			0.0000031197			0.0000138921			0.000000739			0.0000501253			0.0000008996


			Cyanoamino acid metabolism			PIL			PUL			0.3650846113			0.48			0.36508						T-test			0.0024717364			0.0006069774			3			0.0003504385			0.0028791053			0.0001374517			3			0.0000793578			0.0021665891			0.0020778804			0.0031707397			0.0029833663			0.0027233398			0.0029306097


			Cysteine and methionine metabolism			PIL			PUL			0.0010444024			0.0056			0.00104			**			T-test			0.0130678987			0.0004788252			3			0.0002764499			0.0189603608			0.0006804561			3			0.0003928615			0.0133399698			0.012515022			0.0133487044			0.019044159			0.0182418866			0.0195950369


			D-Alanine metabolism			PIL			PUL			0.1654450069			0.26			0.16545						T-test			0.0016439792			0.0001279883			3			0.0000738941			0.0014784764			0.0001092546			3			0.0000630782			0.0016929295			0.0017402679			0.0014987402			0.001577872			0.001361496			0.0014960613


			D-Arginine and D-ornithine metabolism			PIL			PUL			0.0154958565			0.033			0.01550			*			T-test			0.000316508			0.0000610227			3			0.0000352315			0.0000488284			0.0000083759			3			0.0000048358			0.0003197701			0.0003758342			0.0002539197			0.0000579444			0.0000470687			0.0000414721


			D-Glutamine and D-glutamate metabolism			PIL			PUL			0.0000511984			0.0031			5.10E-05			***			T-test			0.0017063857			0.0000132451			3			0.0000076471			0.0021485401			0.0000197557			3			0.000011406			0.0016957666			0.0017021632			0.0017212272			0.0021608314			0.0021257517			0.0021590373


			Dilated cardiomyopathy (DCM)			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Dopaminergic synapse			PIL			PUL			0.5647050893			0.64			0.56471						T-test			0.0000058952			0.0000070327			3			0.0000040603			0.0000172546			0.000028467			3			0.0000164354			0.0000006738			0.0000031197			0.0000138921			0.000000739			0.0000501253			0.0000008996


			Drug metabolism - cytochrome P450			PIL			PUL			0.0018674759			0.0071			0.00187			**			T-test			0.0027351997			0.0003053373			3			0.0001762866			0.0004590735			0.0003565256			3			0.0002058402			0.002848567			0.0029676384			0.0023893936			0.0002643629			0.0008705568			0.0002423009


			ECM-receptor interaction			PIL			PUL			0.3689378544			0.48			0.36894						T-test			0.0000000014			0.0000000025			3			0.0000000014			0.000000167			0.0000002493			3			0.0000001439			0			0.0000000043			0			0.0000000475			0.0000004536			0


			Endocytosis			PIL			PUL			0.1514100973			0.24			0.15141						T-test			0.0000000129			0.0000000062			3			0.0000000036			0.000000005			0.000000002			3			0.0000000012			0.0000000101			0.00000002			0.0000000085			0.0000000073			0.0000000042			0.0000000036


			Ether lipid metabolism			PIL			PUL			0.430339286			0.52			0.43034						T-test			0.0002249138			0.000224952			3			0.0001298761			0.0000975024			0.0000284141			3			0.0000164049			0.0001134189			0.0000774863			0.0004838363			0.0001272551			0.0000706492			0.0000946031


			Fanconi anemia pathway			PIL			PUL			0.5729262711			0.64			0.57293						T-test			0.0000000023			0.0000000039			3			0.0000000023			0.0000000007			0.0000000012			3			0.0000000007			0.0000000068			0			0			0			0.0000000022			0


			Fatty acid degradation			PIL			PUL			0.1000202325			0.16			0.10002						T-test			0.0064025917			0.0004660336			3			0.0002690646			0.0055883119			0.0004696292			3			0.0002711406			0.0067780573			0.0065487101			0.0058810079			0.0052163146			0.0061160197			0.0054326015


			Fatty acid elongation			PIL			PUL			0.2995319111			0.42			0.29953						T-test			0.0000000052			0.0000000042			3			0.0000000024			0.0000002194			0.0000002673			3			0.0000001543			0.0000000101			0.0000000028			0.0000000028			0.0000000804			0.0000005276			0.0000000503


			Fc gamma R-mediated phagocytosis			PIL			PUL			0.2261615001			0.33			0.22616						T-test			0.0000000086			0.0000000086			3			0.000000005			0			0			3			0			0			0.0000000172			0.0000000085			0			0			0


			Flavone and flavonol biosynthesis			PIL			PUL			0.8104490072			0.83			0.81045						T-test			0.0000003695			0.0000006254			3			0.0000003611			0.0000004844			0.0000004514			3			0.0000002606			0.0000010916			0			0.0000000171			0.0000003656			0.0000009833			0.0000001042


			Flavonoid biosynthesis			PIL			PUL			0.5108674259			0.6			0.51087						T-test			0.0000000444			0.0000000626			3			0.0000000362			0.0000000156			0.0000000086			3			0.000000005			0			0.000000116			0.0000000171			0.0000000256			0.0000000105			0.0000000108


			Fluorobenzoate degradation			PIL			PUL			0.6339695618			0.7			0.63397						T-test			0.0001079452			0.0000812265			3			0.0000468961			0.0002211923			0.0003486747			3			0.0002013074			0.0000998041			0.0000310959			0.0001929357			0.0000286118			0.0006236828			0.0000112823


			Focal adhesion			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Furfural degradation			PIL			PUL			0.5423771014			0.63			0.54238						T-test			0.0000001109			0.0000001921			3			0.0000001109			0.0000000292			0.0000000507			3			0.0000000292			0			0			0.0000003328			0.0000000877			0			0


			Galactose metabolism			PIL			PUL			0.2601321971			0.38			0.26013						T-test			0.0057165134			0.0014506589			3			0.0008375383			0.0043604663			0.0009827079			3			0.0005673666			0.0048320457			0.004926798			0.0073906965			0.0053711722			0.0034083808			0.0043018458


			Geraniol degradation			PIL			PUL			0.6598059071			0.71			0.65981						T-test			0.0016208396			0.0002132892			3			0.0001231426			0.0014810642			0.0004467997			3			0.0002579599			0.0018521601			0.0015783939			0.0014319646			0.0011431335			0.0019876419			0.0013124173


			Glycerolipid metabolism			PIL			PUL			0.0020064938			0.0093			0.00201			**			T-test			0.0052758823			0.0002922345			3			0.0001687217			0.0030729082			0.0003925179			3			0.0002266203			0.0052467533			0.0055815904			0.0049993031			0.003525948			0.0028580719			0.0028347045


			Glycerophospholipid metabolism			PIL			PUL			0.0044575755			0.043			0.00445			**			T-test			0.0078835172			0.0001326844			3			0.0000766054			0.007166135			0.0002496985			3			0.0001441635			0.0078609598			0.0077635574			0.0080260343			0.0071827142			0.0074071307			0.00690856


			Glycine, serine and threonine metabolism			PIL			PUL			0.0378017996			0.52			0.03780			*			T-test			0.0177687841			0.0004190195			3			0.000241921			0.0181735625			0.0006476992			3			0.0003739493			0.0179074364			0.018100904			0.0172980117			0.0179747279			0.0176485898			0.0188973699


			Glycolysis / Gluconeogenesis			PIL			PUL			0.47157901			0.56			0.47158						T-test			0.0161687141			0.0001389598			3			0.0000802285			0.0167921938			0.0012254457			3			0.0007075114			0.0160228854			0.0161836602			0.0162995968			0.0180950862			0.0156626568			0.0166188384


			Glycosaminoglycan degradation			PIL			PUL			0.2657056217			0.38			0.26571						T-test			0.0005088965			0.0001602678			3			0.0000925306			0.0006490392			0.0000515749			3			0.0000297768			0.0004498661			0.000386516			0.0006903075			0.0006352294			0.000605775			0.0007061133


			Glycosphingolipid biosynthesis - globo and isoglobo series			PIL			PUL			0.2724758976			0.39			0.27248						T-test			0.0003796935			0.0003296749			3			0.0001903379			0.0006630107			0.0001254838			3			0.0000724481			0.0002356			0.0001465955			0.000756885			0.0007328211			0.0005181461			0.0007380648


			GnRH signaling pathway			PIL			PUL			0.2261615001			0.33			0.22616						T-test			0.0000000086			0.0000000086			3			0.000000005			0			0			3			0			0			0.0000000172			0.0000000085			0			0			0


			Hematopoietic cell lineage			PIL			PUL			0.7958082541			0.83			0.79581						T-test			0.0000002721			0.0000004567			3			0.0000002637			0.0000001884			0.0000002339			3			0.0000001351			0			0.0000007993			0.0000000171			0.0000000877			0.0000004558			0.0000000215


			Huntington disease			PIL			PUL			0.1957427536			0.3			0.19574						T-test			0.0024534133			0.000090406			3			0.0000521959			0.0022724059			0.000167417			3			0.0000966582			0.0024439732			0.002548169			0.0023680977			0.0021185209			0.0024506795			0.0022480173


			Hypertrophic cardiomyopathy (HCM)			PIL			PUL			0.2451624829			0.36			0.24516						T-test			0.0000000918			0.0000000637			3			0.0000000368			0.000000654			0.0000005999			3			0.0000003463			0.0000001411			0.0000001146			0.0000000199			0.0000005301			0.0000013062			0.0000001257


			Indole alkaloid biosynthesis			PIL			PUL			0.3025391274			0.42			0.30254						T-test			0.0000000105			0.0000000084			3			0.0000000048			0.0000000561			0.0000000575			3			0.0000000332			0.0000000202			0.0000000057			0.0000000056			0.0000000292			0.000000017			0.0000001222


			Insulin resistance			PIL			PUL			0.041378276			0.83			0.04138			*			T-test			0.0007879807			0.000028749			3			0.0000165983			0.000795632			0.0000418012			3			0.0000241339			0.0007684674			0.0007744793			0.0008209952			0.0008348646			0.0008003662			0.0007516653


			Isoflavonoid biosynthesis			PIL			PUL			0.4404083839			0.53			0.44041						T-test			0.0000058663			0.0000101386			3			0.0000058535			0.0000002767			0.0000002377			3			0.0000001372			0.0000175733			0.0000000086			0.0000000171			0.000000351			0.0000004684			0.0000000108


			Legionellosis			PIL			PUL			0.0719326281			0.12			0.07193						T-test			0.0030763769			0.0001012875			3			0.0000584784			0.0028968808			0.0000665245			3			0.0000384079			0.0030112958			0.003193075			0.0030247599			0.0028208953			0.0029446287			0.0029251183


			Linoleic acid metabolism			PIL			PUL			0.4261881886			0.52			0.42619						T-test			0.0002222602			0.0002269465			3			0.0001310276			0.0000922833			0.0000338365			3			0.0000195355			0.0001053544			0.0000776011			0.000483825			0.0001253194			0.0000576996			0.0000938307


			Lipoarabinomannan (LAM) biosynthesis			PIL			PUL			0.7845431716			0.82			0.78454						T-test			0.0000222126			0.000018348			3			0.0000105932			0.0000309753			0.0000466356			3			0.0000269251			0.0000038798			0.0000221822			0.0000405757			0.0000042825			0.0000848247			0.0000038186


			Longevity regulating pathway			PIL			PUL			0.0001364497			0.0056			0.00136			**			T-test			0.0009102533			0.0000527084			3			0.0000304312			0.0018460663			0.0000929212			3			0.0000536481			0.0009534407			0.0008515205			0.0009257986			0.0017821468			0.0018033931			0.0019526589


			Longevity regulating pathway - multiple species			PIL			PUL			0.003597172			0.0088			0.00360			**			T-test			0.0016485729			0.0000336944			3			0.0000194535			0.002570171			0.0001002816			3			0.0000578976			0.0016830824			0.0016157575			0.0016468787			0.0025171238			0.0025075549			0.0026858344


			Longevity regulating pathway - worm			PIL			PUL			0.1689031352			0.26			0.16890						T-test			0.0045025814			0.0001876992			3			0.0001083682			0.0042668801			0.0001513773			3			0.0000873977			0.0045933856			0.004627611			0.0042867477			0.0041058619			0.0044062955			0.0042884829


			Lysine degradation			PIL			PUL			0.4773349554			0.57			0.47733						T-test			0.0075687733			0.0007885059			3			0.0004552441			0.0071513486			0.0004246614			3			0.0002451784			0.0081004869			0.0079429962			0.0066628368			0.0066613457			0.0074124816			0.0073802184


			Lysosome			PIL			PUL			0.1836899278			0.28			0.18369						T-test			0.0006125962			0.0005615791			3			0.0003242278			0.0012389767			0.0002284395			3			0.0001318896			0.0003239771			0.0002540188			0.0012597928			0.0013031081			0.0009853258			0.0014284962


			Malaria			PIL			PUL			0.162247758			0.25			0.16225						T-test			0.00000001			0.0000000108			3			0.0000000062			0.0000000492			0.0000000325			3			0.0000000187			0			0.0000000215			0.0000000085			0.0000000256			0.0000000358			0.0000000862


			MAPK signaling pathway - fly			PIL			PUL			0.00182037			0.0058			0.00182			**			T-test			0.0005329364			0.0000373242			3			0.0000215491			0.0012323652			0.0000724461			3			0.0000418268			0.0005749052			0.0005034631			0.000520441			0.0012196604			0.0011671119			0.0013103233


			MAPK signaling pathway - plant			PIL			PUL			0.0016624659			0.0052			0.00166			**			T-test			0.00126133			0.0000302638			3			0.0000174728			0.0019468001			0.0000564488			3			0.0000325908			0.0012934314			0.00123332			0.0012572386			0.0019096829			0.0019189561			0.0020117614


			MAPK signaling pathway - yeast			PIL			PUL			0.0027528754			0.011			0.00275			**			T-test			0.0003773168			0.0000286695			3			0.0000165524			0.0006137011			0.0000444564			3			0.0000256669			0.0003785355			0.0003480574			0.0004053576			0.0005624864			0.0006362812			0.0006423356


			Melanogenesis			PIL			PUL			0.39249162			0.5			0.39249						T-test			0.0000000051			0.0000000045			3			0.0000000026			0.0000000869			0.000000131			3			0.0000000756			0.0000000068			0.0000000086			0			0.0000002376			0.0000000232			0


			Metabolism of xenobiotics by cytochrome P450			PIL			PUL			0.0012999801			0.0063			0.00130			**			T-test			0.0027293149			0.0003119047			3			0.0001800782			0.0004418907			0.0003280492			3			0.0001893993			0.0028479133			0.0029645244			0.0023755071			0.000263664			0.0008204737			0.0002415342


			Methane metabolism			PIL			PUL			0.4554604016			0.55			0.45546						T-test			0.0107452793			0.0008231948			3			0.0004752717			0.0102858929			0.0004392676			3			0.0002536113			0.0101715466			0.0103758129			0.0116884785			0.0105961855			0.0097832629			0.0104782303


			mRNA surveillance pathway			PIL			PUL			0.4226497308			0.52			0.42265						T-test			0			0			3			0			0.0000000148			0.0000000256			3			0.0000000148			0			0			0			0			0.0000000443			0


			Necroptosis			PIL			PUL			0.9026335821			0.91			0.90263						T-test			0.0016170898			0.0001027601			3			0.0000593286			0.001630955			0.000151185			3			0.0000872867			0.0015538342			0.0015617768			0.0017356583			0.0015790785			0.0018012488			0.0015125377


			Neomycin, kanamycin and gentamicin biosynthesis			PIL			PUL			0.056851181			0.098			0.05685						T-test			0.0005080913			0.0001701392			3			0.0000982299			0.0001747806			0.0000894955			3			0.0000516702			0.0003786987			0.0004447622			0.000700813			0.0002778749			0.0001170598			0.0001294071


			Neuroactive ligand-receptor interaction			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Nicotinate and nicotinamide metabolism			PIL			PUL			0.0224140277			0.16			0.02241			*			T-test			0.010738521			0.0004382416			3			0.0002530189			0.011571142			0.0005141669			3			0.0002968544			0.0111299938			0.0108204851			0.0102650842			0.0114281275			0.0111436225			0.0121416761


			Nonribosomal peptide structures			PIL			PUL			0.8065708018			0.83			0.80657						T-test			0.0000150631			0.0000196806			3			0.0000113626			0.0000189716			0.000016742			3			0.000009666			0.0000377565			0.0000026759			0.0000047568			0.0000335294			0.0000227085			0.000000677


			Osteoclast differentiation			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Other glycan degradation			PIL			PUL			0.89172228			0.91			0.89172						T-test			0.0014223893			0.001456993			3			0.0008411953			0.0015557111			0.0004641358			3			0.0002679689			0.0005433508			0.0006196135			0.0031042037			0.0018468678			0.0010204625			0.0017998028


			Pancreatic cancer			PIL			PUL			0.2261615001			0.33			0.22616						T-test			0.0000000086			0.0000000086			3			0.000000005			0			0			3			0			0			0.0000000172			0.0000000085			0			0			0


			Pancreatic secretion			PIL			PUL			0.764195638			0.8			0.76420						T-test			0.0000271583			0.0000367366			3			0.0000212099			0.000019441			0.0000169699			3			0.0000097976			0.000069389			0.0000025785			0.0000095072			0.0000331382			0.0000247279			0.0000004571


			Parathyroid hormone synthesis, secretion and action			PIL			PUL			0.4287544374			0.52			0.42875						T-test			0.0000052597			0.0000090582			3			0.0000052298			0.0000001122			0.0000001661			3			0.0000000959			0.0000157193			0.0000000258			0.0000000341			0.0000000219			0.0000003038			0.0000000108


			Pentose and glucuronate interconversions			PIL			PUL			0.2809251309			0.4			0.28093						T-test			0.0040603987			0.0006133829			3			0.0003541368			0.0035306682			0.0003556109			3			0.000205312			0.003677881			0.0037354223			0.0047678927			0.0037024008			0.0031217848			0.0037678189


			Pentose phosphate pathway			PIL			PUL			0.2244814727			0.33			0.22448						T-test			0.0115400963			0.0001484722			3			0.0000857204			0.0109356394			0.0006107959			3			0.0003526432			0.0115200757			0.0116975629			0.0114026502			0.0115091173			0.010293353			0.0110044478


			Phagosome			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Phenylalanine metabolism			PIL			PUL			0.0419975144			0.34			0.04100			*			T-test			0.0055293822			0.0002198455			3			0.0001269278			0.0052629895			0.0002466905			3			0.0001424268			0.0057459118			0.0055358703			0.0053063645			0.0049781668			0.0054017672			0.0054090345


			Phenylpropanoid biosynthesis			PIL			PUL			0.0106821123			0.1			0.01068			**			T-test			0.0006966506			0.0005719931			3			0.0003302404			0.0018739409			0.0001770225			3			0.000102204			0.0003999184			0.0003339995			0.0013560339			0.0018523106			0.0017087274			0.0020607846


			Phosphotransferase system (PTS)			PIL			PUL			0.1398416091			0.22			0.13984						T-test			0.0046106162			0.0018095154			3			0.0010447242			0.0020793522			0.0015285707			3			0.0008825207			0.0059641367			0.0053123815			0.0025553304			0.0038443419			0.0012085511			0.0011851635


			Platelet activation			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Polyketide produces biosynthesis			PIL			PUL			0.0014997095			0.0056			0.00150			**			T-test			0.0031223436			0.0001691998			3			0.0000976875			0.0016940475			0.0001684389			3			0.0000972482			0.0031304573			0.0029492329			0.0032873406			0.0016379828			0.0015607905			0.0018833691


			Polyketide sugar unit biosynthesis			PIL			PUL			0.0015014443			0.0056			0.00150			**			T-test			0.0016940475			0.0001684389			3			0.0000972482			0.0031223436			0.0001691998			3			0.0000976875			0.003130457			0.002949233			0.003287341			0.001637983			0.001560791			0.001883369


			Primary bile acid biosynthesis			PIL			PUL			0.2122734749			0.32			0.21227						T-test			0.0001562678			0.0000963758			3			0.0000556426			0.0000574642			0.0000482904			3			0.0000278805			0.0000818393			0.0001218328			0.0002651312			0.0000997205			0.0000048279			0.0000678442


			Prion diseases			PIL			PUL			0.7504989461			0.79			0.75050						T-test			0.0000096029			0.0000141587			3			0.0000081745			0.0000064913			0.0000057365			3			0.000003312			0.0000258864			0.0000027275			0.0000001948			0.0000068148			0.0000120591			0.0000005998


			Prodigiosin biosynthesis			PIL			PUL			0.0508315602			0.088			0.05083						T-test			0.0038693349			0.0001606501			3			0.0000927514			0.0035429334			0.0001072462			3			0.0000619186			0.0038050264			0.0040521769			0.0037508016			0.0034255282			0.0035675221			0.0036357499


			Prolactin signaling pathway			PIL			PUL			0.62995733			0.7			0.62996						T-test			0.0000190253			0.0000178963			3			0.0000103324			0.000034502			0.0000459578			3			0.0000265337			0.000039556			0.0000067242			0.0000107956			0.0000867995			0.0000161535			0.0000005531


			Propanoate metabolism			PIL			PUL			0.571907742			0.64			0.57191						T-test			0.0128466884			0.0004335226			3			0.0002502944			0.0126776958			0.0000920245			3			0.0000531304			0.0131610709			0.0130268613			0.012352133			0.0125741792			0.0127086759			0.0127502324


			Proteasome			PIL			PUL			0.2911536958			0.41			0.29115						T-test			0.0000031998			0.0000031211			3			0.000001802			0.0000006403			0.0000001945			3			0.0000001123			0.0000002049			0.000002961			0.0000064334			0.0000006342			0.0000008377			0.000000449


			Purine metabolism			PIL			PUL			0.0045110743			0.48			0.00451			**			T-test			0.0266936662			0.0007369369			3			0.0004254707			0.0272546723			0.0005407336			3			0.0003121927			0.0269886506			0.027237415			0.025854933			0.0276755133			0.0266447991			0.0274437046


			Pyrimidine metabolism			PIL			PUL			0.0177802435			0.098			0.01778			*			T-test			0.0176301374			0.0000831307			3			0.0000479955			0.0190640114			0.0006319161			3			0.0003648369			0.0177125025			0.0176316479			0.0175462618			0.0195178439			0.018342277			0.0193319131


			Pyruvate metabolism			PIL			PUL			0.0055947048			0.13			0.00559			**			T-test			0.0172237597			0.0002525719			3			0.0001458224			0.0182377978			0.0005846633			3			0.0003375555			0.0171054881			0.0170520244			0.0175137665			0.0188626378			0.0177039902			0.0181467655


			Rap1 signaling pathway			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Ras signaling pathway			PIL			PUL			0.2261615001			0.33			0.22616						T-test			0.0000000086			0.0000000086			3			0.000000005			0			0			3			0			0			0.0000000172			0.0000000085			0			0			0


			Regulation of actin cytoskeleton			PIL			PUL			0.3685739963			0.48			0.36857						T-test			0			0			3			0			0.0000001623			0.0000002442			3			0.000000141			0			0			0			0.0000000439			0.0000004431			0


			Renin secretion			PIL			PUL			0.1982136099			0.3			0.19821						T-test			0.0000000918			0.0000000637			3			0.0000000368			0.0000004917			0.0000003687			3			0.0000002129			0.0000001411			0.0000001146			0.0000000199			0.0000004862			0.0000008631			0.0000001257


			Retrograde endocannabinoid signaling			PIL			PUL			0.4226497308			0.52			0.42265						T-test			0			0			3			0			0.0000000073			0.0000000127			3			0.0000000073			0			0			0			0.0000000219			0			0


			Salmonella infection			PIL			PUL			0.0503785175			0.21			0.05038			*			T-test			0.0025522756			0.0002793431			3			0.0001612788			0.0029457657			0.000052375			3			0.0000302387			0.0023517262			0.0024337639			0.0028713368			0.0028878617			0.0029898335			0.0029596018


			Serotonergic synapse			PIL			PUL			0.5647050893			0.64			0.56471						T-test			0.0000058952			0.0000070327			3			0.0000040603			0.0000172546			0.000028467			3			0.0000164354			0.0000006738			0.0000031197			0.0000138921			0.000000739			0.0000501253			0.0000008996


			Sesquiterpenoid and triterpenoid biosynthesis			PIL			PUL			0.3221739793			0.44			0.32217						T-test			0.0000001461			0.0000000956			3			0.0000000552			0.0000005635			0.0000005556			3			0.0000003208			0.0000001008			0.0000000817			0.000000256			0.0000002594			0.0000012048			0.0000002263


			Signaling pathways regulating pluripotency of stem cells			PIL			PUL			0.4226497308			0.52			0.42265						T-test			0			0			3			0			0.0000000028			0.0000000049			3			0.0000000028			0			0			0			0			0.0000000085			0


			Sphingolipid metabolism			PIL			PUL			0.4882304656			0.58			0.48823						T-test			0.0008567799			0.0010510841			3			0.0006068437			0.0003407707			0.0002800678			3			0.0001616972			0.000180654			0.0003219636			0.0020677221			0.0005877114			0.0000364601			0.0003981405


			Sphingolipid signaling pathway			PIL			PUL			0.6473625829			0.71			0.64736						T-test			0.0000002836			0.0000004692			3			0.0000002709			0.0000001344			0.0000001764			3			0.0000001019			0			0.0000008251			0.0000000256			0.0000000439			0.0000003377			0.0000000215


			Spinocerebellar ataxia			PIL			PUL			0.4226497308			0.52			0.42265						T-test			0			0			3			0			0.0000000073			0.0000000127			3			0.0000000073			0			0			0			0.0000000219			0			0


			Starch and sucrose metabolism			PIL			PUL			0.8304244798			0.85			0.83042						T-test			0.0074328861			0.0004473807			3			0.0002582954			0.0071756743			0.0018008146			3			0.0010397008			0.0075738962			0.0069319897			0.0077927722			0.0092283511			0.0058615484			0.0064371235


			Staurosporine biosynthesis			PIL			PUL			0.741262653			0.79			0.74126						T-test			0.0000234111			0.0000402001			3			0.0000232095			0.0000141345			0.0000179697			3			0.0000103748			0.0000698299			0.0000003438			0.0000000597			0.0000069318			0.0000345883			0.0000008835


			Steroid biosynthesis			PIL			PUL			0.7950278937			0.83			0.79503						T-test			0.0000004704			0.000000806			3			0.0000004653			0.0000003248			0.0000003575			3			0.0000002064			0.0000000101			0.000001401			0			0.0000001645			0.0000007344			0.0000000754


			Steroid degradation			PIL			PUL			0.592488096			0.66			0.59249						T-test			0.0000041404			0.0000047695			3			0.0000027537			0.0000022908			0.0000024513			3			0.0000014153			0.0000026629			0.0000094738			0.0000002844			0.0000013745			0.0000050682			0.0000004296


			Steroid hormone biosynthesis			PIL			PUL			0.4947615853			0.58			0.49476						T-test			0.0000028355			0.0000031734			3			0.0000018322			0.0000013102			0.0000006661			3			0.0000003846			0.0000063542			0.0000019617			0.0000001905			0.0000014331			0.0000019064			0.0000005912


			Stilbenoid, diarylheptanoid and gingerol biosynthesis			PIL			PUL			0.5108674259			0.6			0.51087						T-test			0.0000000444			0.0000000626			3			0.0000000362			0.0000000156			0.0000000086			3			0.000000005			0			0.000000116			0.0000000171			0.0000000256			0.0000000105			0.0000000108


			Streptomycin biosynthesis			PIL			PUL			0.7007440914			0.75			0.70074						T-test			0.0041099306			0.0002337969			3			0.0001349827			0.0041778484			0.0001575365			3			0.0000909538			0.0039187013			0.0040405165			0.004370574			0.0042618948			0.0039961115			0.0042755387


			Styrene degradation			PIL			PUL			0.6339323173			0.7			0.63393						T-test			0.0012475802			0.0001502999			3			0.0000867757			0.0013045242			0.0001174984			3			0.0000678377			0.0013361855			0.0013325133			0.0010740418			0.0011881879			0.0014231511			0.0013022337


			Sulfur metabolism			PIL			PUL			0.9572218776			0.96			0.95722						T-test			0.0080751246			0.000464148			3			0.000267976			0.0080566366			0.000305656			3			0.0001764706			0.0085631118			0.0080230548			0.0076392072			0.0077431354			0.0083537915			0.008072983


			Sulfur relay system			PIL			PUL			0.136196707			0.22			0.13620						T-test			0.0039230246			0.0003281967			3			0.0001894845			0.0033191097			0.0004420409			3			0.0002552125			0.0042659703			0.0038912092			0.0036118941			0.0031871917			0.0038120914			0.002958046


			Systemic lupus erythematosus			PIL			PUL			0.4213310819			0.52			0.42133						T-test			0.0000000689			0.0000000661			3			0.0000000381			0.000002206			0.0000036888			3			0.0000021297			0.0000001411			0.0000000544			0.0000000113			0.0000001023			0.0000064653			0.0000000503


			Tetracycline biosynthesis			PIL			PUL			0.6566669799			0.71			0.65667						T-test			0.0000174135			0.0000301052			3			0.0000173812			0.0000079701			0.0000134972			3			0.0000077926			0.0000521759			0.0000000645			0			0.0000000326			0.0000235544			0.0000003232


			Thermogenesis			PIL			PUL			0.0973643455			0.16			0.09736						T-test			0.0019931301			0.0000876051			3			0.0000505788			0.0016544394			0.0002154983			3			0.000124418			0.0018933515			0.0020574352			0.0020286038			0.0014926312			0.00189906			0.0015716268


			Thiamine metabolism			PIL			PUL			0.0753279024			0.13			0.07533						T-test			0.0049748752			0.0005165977			3			0.0002982578			0.0059713076			0.0000861533			3			0.0000497406			0.0047577169			0.0046023048			0.0055646038			0.0060666448			0.0059482461			0.0058990319


			Thyroid hormone signaling pathway			PIL			PUL			0.7890787974			0.83			0.78908						T-test			0.0000123684			0.0000203545			3			0.0000117517			0.0000084038			0.0000120326			3			0.000006947			0.0000358621			0.0000012032			0.0000000398			0.0000020729			0.0000222801			0.0000008584


			Toll and Imd signaling pathway			PIL			PUL			0.4670913925			0.56			0.46709						T-test			0.0000000345			0.0000000574			3			0.0000000331			0.000000005			0.000000002			3			0.0000000012			0.0000001008			0.0000000028			0			0.0000000073			0.0000000042			0.0000000036


			Toluene degradation			PIL			PUL			0.6695097959			0.72			0.66951						T-test			0.0000381437			0.0000199104			3			0.0000114953			0.0000651127			0.0000933882			3			0.0000539177			0.0000538759			0.0000157587			0.0000447963			0.0000192742			0.0001725629			0.0000035009


			Tryptophan metabolism			PIL			PUL			0.0182860545			0.16			0.01829			*			T-test			0.00621137			0.0004891043			3			0.0002823845			0.0070347392			0.0004323668			3			0.0002496271			0.0065597592			0.0064221322			0.0056522185			0.0065354962			0.0072872548			0.0072814665


			Tuberculosis			PIL			PUL			0.3554894076			0.48			0.35549						T-test			0.0023754314			0.0001256525			3			0.0000725455			0.0022888192			0.0000369469			3			0.0000213313			0.0022309551			0.0024361148			0.0024592243			0.002319437			0.0022477811			0.0022992394


			Two-component system			PIL			PUL			0.1074358274			0.17			0.10744						T-test			0.0240558433			0.0010378343			3			0.0005991939			0.0177872293			0.0040478576			3			0.0023370317			0.0252504178			0.0233758295			0.0235412825			0.0155877344			0.0224586456			0.0153153081


			Type I polyketide structures			PIL			PUL			0.4226497308			0.52			0.42265						T-test			0			0			3			0			0.0000000085			0.0000000147			3			0.0000000085			0			0			0			0			0.0000000254			0


			Tyrosine metabolism			PIL			PUL			0.972361031			0.98			0.97236						T-test			0.0058345477			0.0005009713			3			0.0002892359			0.0058470324			0.0002876494			3			0.0001660745			0.0062999967			0.0058992962			0.0053043502			0.0055155502			0.0060309903			0.0059945566


			Valine, leucine and isoleucine degradation			PIL			PUL			0.2972174893			0.41			0.29722						T-test			0.011146292			0.0007294504			3			0.0004211484			0.0105190026			0.0005138033			3			0.0002966445			0.0113953904			0.0117185644			0.0103249212			0.0099283067			0.0107663642			0.0108623368


			Vancomycin resistance			PIL			PUL			0.0003423705			0.0056			0.00034			***			T-test			0.0027570177			0.0000882731			3			0.0000509645			0.0035659746			0.0001032229			3			0.0000595958			0.0026985472			0.0027139477			0.0028585581			0.0036507862			0.0034510415			0.0035960962


			Vibrio cholerae infection			PIL			PUL			0.4915111409			0.58			0.49151						T-test			0.0000152263			0.0000262835			3			0.0000151748			0.0000025163			0.0000042355			3			0.0000024454			0.0000455758			0.0000000774			0.0000000256			0.0000001426			0.0000074063			0


			Vitamin B6 metabolism			PIL			PUL			0.0016594695			0.013			0.00166			**			T-test			0.0025446122			0.0001690753			3			0.0000976157			0.0033268632			0.0001316007			3			0.0000759797			0.0024971876			0.0024043133			0.0027323356			0.0033305004			0.0031934816			0.0034566076


			Xylene degradation			PIL			PUL			0.1863735109			0.28			0.18637						T-test			0.0005300397			0.0000209158			3			0.0000120757			0.0002650086			0.0002327169			3			0.0001343592			0.0005428993			0.0005059056			0.0005413141			0.0001712384			0.000529982			0.0000938053


			Yersinia infection			PIL			PUL			0.8414266055			0.86			0.84143						T-test			0.0000000589			0.0000000619			3			0.0000000357			0.0000000496			0.000000043			3			0.0000000248			0.0000001234			0			0.0000000533			0			0.000000076			0.0000000727








Table S11 General genomic featu


			Table S11. General genomic features of PPE


						PPE


			Genome size (bp)			6661333


			G+C content (%)			66.27


			Number of CDSs			6109


			Average size of CDSs (bp)			975


			Ribosomal RNAs			5


			Transfer RNAs			69


			Small RNAs			107


			Coding density (%)			89.40%
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Fig. S1 Rarefaction curve for individual samples based on OTUs. Mothur (v1.31.2) was used to
calculate indices for the rarefaction curve based on observed species values. Each colored thread
represents individual sample; G, gut; R, reproductive organ; + infected; - uninfected; & , male;

2, female.
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Fig. S2 Principal component analysis based on operational taxonomic units (OTUs). X-axis, 1st
principal component; y-axis, 2nd principal component. Numbers in parentheses represent the
contributions of the principal components to differences among samples. Each symbol represents

individual sample; G, gut; R, reproductive organ; + infected, - uninfected; &, male; %, female.
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Fig. S3 Petals diagram of OTU distribution among eight groups. The overall numbers of OTUs
found in the group are given, while numbers within brackets indicate specific OTU counts for the

group. G, gut; R, reproductive organ; + infected, - uninfected; &, male; ¢, female.
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Fig. S4 Petals diagram of OTU distribution across all samples. The overall number of OTUs found
in an individual are given while numbers within brackets indicate specific OTU counts for each

individual. Each petal represents individual sample. G, gut; R, reproductive organ; + infected, -

uninfected; &, male; %, female.
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Fig. S5 Differences in diversity of the bacterial community among eight groups. Boxplots of
Observed, Chao, Ace, Shannon diversity, Simpson diversity and PD whole tree index values are
indicated with significance based on t tests. G, guts; R, reproductive organs; &, males; @, females,

+, PPE infected; -, PPE uninfected.
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circles radiating from the inside out represent taxonomic levels from phylum to species; the small
circles at different taxonomic levels represent a grouping of taxa; the diameter of the small circles
represents the relative abundance size of the species; and the coloured nodes indicate species that
play an important role in the same colour grouping. Different colours on the right-hand side of the
diagram indicate the different species classifications at different taxonomic levels. (b) Bar chart of
the PIL and PUL based on the LefSe analysis (LDA score > 3). PPE-infected line is indicated by
“PIL” and PPE-uninfected line by “PUL” in each plot.
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Fig. S7 Mean proportion of functions and differences between PIL (red bars) and PUL (blue

bars).in predicted functional metagenomes associated with the female gut microbiota.
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Fig. S8 Relative PPE density across the reproductive organs and guts of P, fiscipes with a
different gender. Each data point represents the average of three technical replicates. The bars
represent mean + standard error (n = 9) and the different letters above the scatter dot plot indicate

significant difference between groups (p < 0.05).

.A: RNA processing and modification

M B: Chromatin structure and dynamics

.'C: Energy production and conversion

[Eb: cen cycle control, cell division, chromosome partitioning
.E: Amino acid transport and metabolism

M E: Nucleotide transport and metabolism

DG: Carbohydrate transport and metabolism

W Coenzyme transport and metabolism

.I: Lipid transport and metabolism

.J : Translation, ribosomal structure and biogenesis

D K: Transcription

.L: Replication, recombination and repair

WM Cell wall b /envelope bi
BIN: Cell motility

.0: Posttranslational modification, protein turnover, chaperones

3 Inorganic ion transport and metabolism

.Q: Secondary metabolites biosynthesis, transport and catabolism
.R: General function prediction only
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I:IT: Signal transduction mechanisms
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Fig. S9 Circular map of the genome of Pseudomonas sp. Pf01 and genome features. Circles
correspond to the following (from outermost, scale is in kbp): (i) the scale in megabases; (ii)

forward strand genes; (iii) reverse strand genes; (iv) G + C content and (v) GC skew.
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Fig. S10 Genomic synteny comparisons involved in pederin family compound biosynthesis from
symbiotic organisms of diverse evolutionary origin. Arrows represent CDSs and their
transcriptional direction. Homologous regions in genomes are connected and shaded in grey
according to their identity level. Image of sponge Theonella swinhoei courtesy of Josy Lai. Image
of the foliose lichen Peltigera membranacea was taken from Kampa et al. (2013). Image of free-

living cyanobacterium Cuspidothrix issatschenkoi courtesy of Kim et al. (2020).
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Fig. S11 Pederin exhibiting different distributions in the insect body section: (a) photographic
image of the insect; (b) graphical representation of the location of organs: I, brain; II, nerve cord;
M1, muscle; IV, crop; V, midgut; VI, malpighian tubules; VII, sternal gland with attached
reservoir; VIII, pylorus; IX, ovaries; X, accessory glands; XI, egg; XII, heart; XIII, oviduct; and
XIV, rectum; (c) coloured images of pederin in a whole-insect section. Both (b) and (c) were taken

from Bhandari et al. [Erreur ! Source du renvoi introuvable.].
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