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Aim
This project aimed to understand the relationship between maize yield and soil chemical, physical or
biology properties.

Method

Two different properties, shown in Figure 1 were used for this study, one being Hamono’s and
the other Kennedy’s. Soil was collected in December 2016 from the 0-10cm range and then
from the 10-30cm range at both farms. Each sample consisted of 25 sample points which were
composited and subsampled.
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Figure 1: Location of the two properties

At the Hamono site 10 soil sample points were determined, with the selection based on the
yield map data from the previous maize crop (summer 2015/16). These points were selected
to represent 4 sections of the pivot which were low yielding, 4 sections that were high yielding,
and 2 areas in the mid-yield range. The distribution of these points is shown in Figure 2.
Average maize yield was calculated for a radius of 30, 50 and 70 meters around each sample
point.
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Figure 2: Maize yield map
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As yield data was not available for the Kennedy site the points were selected based on the
NDVI data available from CSIRO, NDVI data was from (20/2/16) for the maize crop grown in
summer 2015/16. Average NDVI value was taken from the 4 closest 30 m NDVI pixels to each



sample point. Points were then selected based on 4 points with the highest (H) NDVI, 4 points
with a medium-high (A) NDVI, 4 with a medium (M) NDVI value and 2 with a low (L) NDVI
value. The distribution of these points in shown in figure 3.
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Figure 3: Location of sampling points based on NDVI



Soil was sent to the APAL lab for full chemical analysis. Soil from the 0-10cm depth at the
Hamono site was also sent to Melbourne University for DNA extraction. Bacterial and fungal

sequences were then targeted with primers designed for the 27F and 519R regions of the 16S
rRNA subunit.

Penetrometer resistance was also measure at each site to a depth of 45 cm using a cone
penetrometer. Nine cone penetrometers readings were taken at each previously determined
sampling point.

Results
Soil Chemistry test results are detailed in Appendix 1.

Data for 0-10cm range for Hamono was plotted against the average yield within 70m of each
sample point. A regression line was added to each graph to determine potential relationship
between each of the soil properties and yield. As the R? values become closer to 1.0, the better
fit of the regression line. That is, the closer the line passes through all of the points. At
Hamano’s the strongest relationship was found between Soil Organic Carbon and average 70m
yield (Figure 4).
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Figure 4: Organic Carbon and Yield at Hamono

Data for 0-10cm range for Kennedy was plotted against NDVI at each sample point. A
regression line was added to each graph to determine potential relationships of soil properties
to yield. As the R? values become closer to 1.0, the better fit of the regression line. That is,
the closer the line passes through all of the points. At Kennedy’s the strongest relationship was
found between Colwell P and NDVI value (Figure 5).
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Figure 5: Colwell P and NDVI at Kennedy
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Figure 6: Soil Penetrometer Results from Hamono
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Figure 7: Soil Penetrometer Results from Kennedy

Soil fungi was classified into 7 fungal phyla and presented as the percentages. The table of
results is shown in Appendix 2.
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Figure 8: Fungi Composition of the Soil from Hamono



Soil fungi data for 0-10cm range for Hamono was plotted against the 70 m average yield at
each sample point. A regression line was added to each graph to determine potential
relationships of soil properties to yield. As the R? values become closer to 1.0, the better fit of
the regression line. That is, the closer the line passes through all of the points. The strongest
relationship was evident for Chlorophyta (Figure 9).
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Figure 9: Soil Fungi: Chlorohyta and Yield from Hamono

Soil Bacteria was classified to 23 phyla, and 345 genera.
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Figure 10: Bacteria Composition of Soil from Hamono

Soil bacterial data for 0-10cm range for Hamono was plotted against the yield for the 70m plots
at each sample point. A regression line was added to each graph to determine potential
relationships of soil properties to yield. As the R? values become closer to 1.0, the better fit of
the regression line. That is, the closer the line passes through all of the points. The strongest
relationship was evident for the phyla Firmicutes (Figure 11).

This phyla; Firmicutes was then further broken down to 16 different classifications, with some
to the genera level, and others to family only. The regression analysis was also conducted with
the strongest relationship was evident for the following:

e Phyla: Firmicutes; class: Bacilli; order: Bacillales; family: Bacillaceae; genera:
Bacillus (Figure 12)

e Phyla: Firmicutes; class: Clostridia, order: Clostridiales; family:
Peptostreptococcaceaephyla Firmicutes (Figure 13)
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Figure 11: Soil Bacteria: Firmicutes and Yield from Hamono
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Figure 13: Soil Bacteria family Peptostreptococcaceae and Yield from Hamono




Discussion

Very little correlation was found between soil chemistry properties at the 10-30cm level and
yield or NDVI, hence all analysis was focused on the 0-10cm depth. Based on this the
strongest relationship at the Hamono site was with the Organic Carbon levels, with yield
shown to increase as the level of organic carbon increased (R*=0.3758) (Figure 4).

Soil Carbon is involved in binding soil particles together into larger aggregates. Aggregation
is important for good soil structure, aeration, water infiltration and resistance to erosion and
crusting. Soil carbon is also an important source of nutrition for the crop. These relationship
between maize yield and soil organic carbon at Hamono’s is not surprising given that
Research by Zhang et al (2008) has indicated that both wheat and corn grain yields were
significantly correlated with soil organic carbon, total and available nitrogen and phosphorus.

At the Kennedy site the strongest relationship was with the Colwell Phosphorus levels, with
NDVI shown to decrease as the level of Collwell P increased (R>=0.253) (Figure 5). This is
the reverse of what might be expected with phosphorus being essential for plant growth and
involved in photosynthesis, respiration and other metabolic processes, including energy
metabolism within the plant (Salisbury & Ross, 1992).

A cone penetrometer was used to measure soil strength and gives an indication of how hard
plant roots have to works to explore the soil. As penetrometer resistance increases, measured
in kilopascals, the soil is becoming stronger and more difficult of root to grow through.
Penetrometer resistance is influenced by soil water content, soil type and management
practices.

Soil strength were measured at both sites, with results shown in Figure 6 and 7. There was no
significant variation between any of the treatments for soil strength. In general, crop root
growth starts to be restricted when the penetration resistance exceeds 1500 kPa and is
severely restricted at 2500 kPa or more (Cotching and Davies). Based on this, and the results
shown in Figure 7, it is possible that maize root growth may have been impeded at depths at
Kennedy’s site across all NDVI levels. At the Hamono site there appears to be variation in
soil strength between the high, medium and low yielding areas., with the low yielding region
hitting 1500kPA at the 5-10cm depth, the medium yielding region at the 15-20cm depth and
the high yielding area at the 20-25cm depth.

The strongest relationship between yield and soil fungi was evident for Chlorophyta,
R?=0.3332 (Figure 9). Chlorophyta are also know as green algae, and may occur in damp soil.
Green algae have been found to form water-stable soil aggregates that have important
ecological roles in nutrient cycling, water retention, and stabilization of soils (Evans and
Johansen, 1999)

The strongest relationship between yield and soil bacteria was evident for the phyla Firmicutes
(Figure 11). The regression analysis the showed the strongest relationship was evident for the
following:

e Phyla: Firmicutes, class: Bacilli; order: Bacillales; family: Bacillaceae; genera:
Bacillus R*= 0.4464 (Figure 12)

e Phyla:  Firmicutes;  class: Clostridia;  order:  Clostridiales;  family:
Peptostreptococcaceae R>=0.7948 (Figure 13)
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Bacillus spores are very resistant to many adverse conditions and may be Gram-positive, or
Gram-positive only in early stages of growth, or Gram-negative (Schleifer, 2009). Research
by Paton and Innes (1991) has shown that there are some symbiotic associations between L-
form Bacillus bacteria and plants.

Peptostreptococcaceae are non-spore-forming obligately anaerobic Gram-stain-positive
cocci. The optimum temperature for growth is 37°C, and they are involved in the
metabolization of peptone and amino acids to acetic, butyric, isobutyric, caproic, and
isocaproic acid (Holdeman et al., 1986). Peptostreptococcaceae is also common bacteria in
cattle manure or livestock waste. They are typically in higher abundances in organically
managed plots (Hartman et al 2018).

Soil samples were taken over 8 months after the crop for which we had yield maps. Hence
the soil had been cultivated for the summer crop which had already been planted when the
soil testing was conducted. Therefore, some of the soil properties that may have impacted on
yield in the previous season may have been ameliorated through management (i.e. cultivation
and addition of lime and fertiliser).

Conclusion
Unfortunately yield maps were not available for the Kennedy location, hence it was not

possible to determine if there was a relationship between NDVI and yield.

Based on the soil penetrometer results from the Hamono site there appears to be a
relationship between soil compaction and maize yield. Hence soil practices that reduce
compaction may result in increased yield.

Soil organic carbon and phosphorus were found to correlate with crop yield (Hamono) and
NDVI or plant growth (Kennedy).

Green algae is considered to be important in nutrient cycling, water retention, and stabilization
of soils (Evans and Johansen, 1999) Further studies on Chlorophyta should be conducted to
determine if their presence does in fact increase crop yield.

The strongest relationship between yield and soil fungi was evident for the phyla Firmicutes,
in particular Phyla: Firmicutes; class: Bacilli; order: Bacillales; family: Bacillaceae; genera:
Bacillus and Phyla: Firmicutes, class: Clostridia; order: Clostridiales, family:
Peptostreptococcaceae. As Bacillus has been associated with plants in a symbiotic relationship
some species of this bacteria are already commercially available. Further research is required
through to determine if applying these bacteria result in increased crop yield.

As previous research has suggested that manure application to soil may introduce beneficial
bacterial from the family Pepfostreptococcaceae to the root microbiome (Hartman et al. 2018).
Hence, the introduction of microbes from manure and their influence on maize yield should be
further investigated.
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Appendix 1
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Appendix 2

iR L2 L3 L4 ‘H1 "H2 'H3 'Ha M1 M2
\k__Fungi;p__Ascomycota © 0.16% 176%| 058% 0.83% 0.58% 124%  164% 16.06%  1.26%  0.59%
'k__Fungi;p__Basidiomycota . 10.98%; 42.39% 60.86% 52.93% 42.11%| 33.47% 43.15%. 23.82% 27.07% 43.08%
‘k_ Fungi;p_ Chytridiomycota @ 82.38% 11.97%, 13.00% 14.24% 5.62% 15.54%: ] 9.76% 11.45% 11.50% 8.69%
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k__Fungi;p__ Zygomycota ; 5.63%, 37.14%| 17.44%| 25.38% 47.60%: 27.78%; 28.15% ~40.94%; 56.09%  26.91%:
'k__Fungi;p__unclassified_Fungi 0.79%  5.98%  7.92%  6.10%  3.58% 21.13% 16.47%  7.40%  3.19%  20.40%
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Appendix 3

p.
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k_ Bacteria:p iac iia:o iales:f N N
TR B R TR 0.00% | 0.30% | 0.70% | 0.50% | 0.80% | 0.30% | 0.70% | 0.20% | 0.80%
k_Bacteria;p i iajc EC1113;0 if g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
Koo RRcantini e alesit 8| 5209 | 0.20% | 0.10% | 0.10% | 0.10% | 0.20% | 0.30% | 0.20% | 0.20%
& Guainiian pats f—selil 5 10% 0.10% | 0.10% | 0.10% | 0.10% | 0.10% | 0.00% 0.00% | 0.20%
K Sasizcia : e lesif_Solil 5 goo 0.10% | 0.10% | 0.20% | 0.10% 0.10% 0.10% | 0.20%
Candidatus Solibacter
k_Bac er:::d_l e i alesit _IBr| g 500 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
k__Bacteria;p ia;c__Sva0725;0 _Sva0725:f g 0.20% | 0.00% | 0.00% | 0.00% | 0.10% | 0.20% | 0.20% | 1.80% | 0.30%
N _Ba_:"'“'“ faisIChlor alie 13- 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
_*i" idobacteriaic [Chlor lalio_ DS- 0.10% 0.00% 0.10% 0.00% 0.30% 0.00% 0.20% 0.50 0.10%
k—Racteca:iy e ECtias Al At K 0.40% 0.00% | 0.20% | 0.00% | 0.10% | 0.00% | 0.20% | 0.20% | 0.10%
:SDB;_:“"“'D e terialio  RBALE EN [ 4 450, 0.60% 1.10% 1.00% 0.30% 0.60% 0.70% 1.10% 0.20%
k Bacteria;p iac 32-20;f il 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.10% 0.00%
k_ Bacteria;p ia;c DS-18:f g 0.40% | 0.30% | 0.80% | 0.30% | 0.60% | 0.30% | 0.80% | 0.20% | 0.30%
k- “Bactedain e 1 0.10% 0.00% 0.10% 0.20% 0.00% 0.10% 0.00% 0.00% 0.00%
R e £ 1 o.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
EB1017:g
ia;p_ Acti ia; Actinob:
5 - a=Le 0.20% | 0.30% | 0.20% | 0.10% | 0.10% | 0.20% | 0.30% | 0.20% | 0.20%
Other;Oth
o Acti i Acti Ac
S Reuihrae = = = = | 2.40% 3.10% | 2.70% | 2.50% | 7.00% | 4.20% | 4.80% 5.10% 5.60%
T,
-RAskiian s s — ] o.00% 0.00% | 0.00% 0.00% | 0.00% 0.00% 0.00% 0.00% | 0.00%
S AL UL BT T . ‘'] 0.00% | 0.00% | 0.00% | 0.00% | 0.00% 0.00% 0.00% | 0.00% | 0.00%
Actin nnemataceae:Other
ia i inic Acti i i
N AB::‘"""“ B Actin = 5 Actin 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
k_ Bacteria;p iaic b a0 Actinom it N
R TR 0.30% | 0.00% | 0.10% | 0.10% | 0.00% | 0.50 0.20% | 0.00% | 0.00%
k- —dacieilan S teclato.. st ¥ 1 0.20% 0.10% | 0.00% | 0.10% | 0.00% | 0.10% | 0.00% | 0.00% 0.00%
Bogor Georgenia
& —Racintiacn = A SO *l 1.00% | 10.80% | o0.10% 0.60% | 0.20% 1.10% | 0.10% 0.40% | 0.20%
Cellulomo. oth
k_Bacteria;p Actinobacteria;c Actinobacteria;o Actinomycetales;f
0.30% 0.30% 0.10% 0.20% 0.10% 0.40% 0.10% 0.20% 0.20%
Cell Cellulomonas
k—Bacteria:n__Actingbactedaic__Actincbacteciaio Actinomyaetalesif| o ;e 0.10% 0.10% 0.10% 0.00% 0.20% 0.00% 0.00% 0.00%
Cell Demeguina
g Ff:“.’”"n S e ——— | 0.20% 0.40% | 0.40% | 0.40% | o0.60% 0.30% 0.30% | o0.80% 0.60%
ia:p  Acti fnic _Acti ia inor T
k U?ﬂ ::vl'lﬂ = Py Other At 0.00% 0.00% 0.00% 0.00% 0.10% 0.00% 0.00% 0.00% 0.00%
L3 Bacteria;p. ctinobacteria;c. r iao. Actino cetales;f 0.40% 0.60% 0.60% 0.90% 1.00 0.80% 0.50% 0.90% 1.30%
Geodermatopl
K_Bacisrisn Al 85l i s fl 1.60% | 2.00% | 2.20% | 2.20% 1.40% | 2.50% 1.40% 1.50% | 2.20%
Geoderm.
K iaic a0 Act
0.20% | 0.20% | 0.10% | 0.30% | 0.20% | 0.20% | 0.20% | 0.20% | 0.30%
& o e iajo__Actinemycetalesif| g 50e, | 0.20% | 0.00% | 0.00% | 0.00% 0.10% | 0.00% 0.00% | 0.00%
s e = e :
k Bacterla:o s - inio Actin 0.10% 0.20% 0.20% 0.10% 0.20% 0.10% 0.00% 0.10% 0.50%
Intrasporangiaceae;Other
. '::::‘QD”“"’ = s feis—onner £l 0.00% 0.40% | 0.40% | o0.40% 0.30% 0.60% 0.30% 0.50% | o.60
? = ! Actinemycetalesifl g 500, 0.30% 0.10% 0.30% 0.30% 0.40% 0.20% 0.30% 0.20%
Intrasporan Terr
= K?::(c:ro e = o e *| o0.20% 0.10% 0.10% 0.20% 0.30% 0.40% 0.10% 0.10% 0.20%
k_Bacteriaie _Actlc s o L tinon | 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
- Daciatian At inic__Actinebacterinio __Actinomycetalesif| o oo 0.10% 0.00% 0.10% 0.00% 0.10% 0.00% 0.10% 0.10%
ia:p  Acti Ta: ctinobacteria: Inomn
Tt A dacaie —Actin 0.10% 0.40% | 0.00% 0.10% | 0.10% | 0.00% | 0.00% 0.10% | 0.00%
5 B?f‘z:";:r o ia:ic__Actinobacteriaio Actinomycetales:f| o o0e | 0.00% | 0.00% 0.00% | 0.00% | 0.00% | 0.00% 0.00% | 0.00%
ia: ctir eria: i o Acti
ki _—aaciariso -8 s ncbaceae = | 0.20% 570% | 0.00% | 0.10% | 0.10% | 0.00% 0.00% 0.00% | 0.10%
Microbacte Rathayibacter
ia; inobacteria; o i if
. Bi::""m = LS o = At 0.40% 0.30% | 0.10% | 0.50% | 0.70% 0.70% 0.40% 0.70% | 0.50%
K _Aucining ol SRS . inig_Actinarcetalent| oaqe 0.10% | 0.10% | 0.20% | 0.40% | 0.30% 0.20% | 0.30% 0.10%
k_Bacteriaio o fazor_“Actin 0.00% 0.10% 0.00% 0.00% 0.00% 0.10% 0.00% 0.10% 0.10%
Arthrobacter
E_Sasisdien o = Geting Y 1.20% 1.00% 1.80% 1.90% | 2.30% 1.70% 3.50% 5.00% 3.80%
1O SROL Other
B aasierian —daina Actinebacteria;o__Actinomycetalesif| 4 7qo, 1.30% 1.50% 1.10% | 2.00% | 2.50% 1.80% 4.50% 1.70%
k_Bacteria:n IR e *| o0.20% 0.10% 0.10% 0.20% 0.30% 0.20% 0.10% 0.20% 1.10%
tinoplanes
k—Bacienan AL A MR | 0.20% 0.20% | 0.20% | 0.20% 0.40% 0.10% 0.20% 0.70% | 0.30%
Micr: Catellatospora
k_asctarian At s Act, Etacinie —Aetl veetalesif| g 309, 0.30% 0.10% 0.10% 0.10% 0.00% 0.10% 0.20% 0.20%
Micre D neivm
ia: ir : ia: i ales:
DAt e A AL £ 0.10% 0.00% 0.10% 0.10% 0.10% 0.10% 0.20% 0.20% 0.20%
poraceae;g _Pilimelia
K. Rcterin e e . L ] o.30% 0.10% 0.10% 0.00% 0.00% 0.10% 0.10% 0.70% 0.10%
K aacarlap Actln T Rie ARG my | o.90% 1.00% 0.70% 0.50% 1.00% 1.10% 1.20% 1.80% 1.10%
B Bacierine A = = Actinan *| 0.10% | 0.20% | o0.10% 0.10% | 0.00% | 0.10% | 0.10% | 0.20% 0.00%
Nakamurellaceae;
o : = 4 Act
k_Bacierai o:‘h:r ine=act e | o0.10% 0.20% 0.00% 0.10% 0.00% 0.10% 0.00% 0.00% 0.00%
: AT e =nas 0.00% 0.10% 0.00% 0.00% 0.10% 0.00% 0.10% 0.00% 0.00%
Bacteria:p _Acti iaic 2
W P < ! 2lesifl 5.00% 0.00% | 0.00% | 0.00% 0.00% 0.00% 0.00 0.00% | 0.00%
K NBO“CC;“,":" s i . . alesif] 4 30% 0.90% 1.20% 1.80% 0.80% 1.80% 0.70% 1.60% 0.70%
k NT::__“" e inio__Actinemycetalesif| o 4qe, 0.00% 0.00% 0.00% 0.10% 0.00% 0.00% 0.10% 0.00%
K Raiis i Sl Lo 1.50% | 0.90% | o0.40% 0.40% | 0.60% | 0.80% | 0.70% 1.10% 1.10%
k NB“"’”TD 1 s Apan 0.50% | 0.80% 0.40% | 0.70% 1.00% | 0.90% | 0.70% 1.40%
k_Bacieriaip _Actl injo__Actinomycetalesif| g gge, 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
. a
E-.Shsisin.g e - 7.40% | 0.00% | 0.00% 0.00% 0.00% | 0.00% 0.00% 0.00%
Promicre ium
i _Bacterls:p i 2 0.00% | 0.00% | 0.00% 0.00% 0.00% 0.00% 0.10% 0.00%




ASS:f g

L1 L2 L3 L4 H1 H2 H3 Ha [
— % % % % % % % % %
k__Bacteria; l.\ctinobacteria'c Actinobacteria;o Actinomycetales;f 1.60% 2.50% 0.30% 0.20% 0.30% 0.50% 0.20% 0.70% 0.40%
Pseudonocardiaceae;g
k__Bacteria;p Pj\CtinDbBCterlaA'C Actinobacteria;o _Actinomycetales;f 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
Pseudonocardiaceae;g Actinomycetospora
k___Bacteria;p /.Xctinobacteria'c Actin?bacteria'o Actinomycetales;f 1.10% 0.30% 0.50% 0.60% 1.50% 1.40% 1.50% 1.90%
Pseudonocardiaceae;g _Amycolatopsis
k__Bacteria; /.Actinobacteria'c Actino?acteria'o Actinomycetales;f 0.00% 0.00% 0.0 0.00% 0.10% 0.00% 0.10% 0.10% 0.10%
Pseudonocardiaceae;g _Pseudonocardia
k Bacvtehl'i:'p Act-inobacteria‘c Actinobacteria;o Actinomycetales;f 0.00% 0.10% 0.10% 0.10% 0.20% 0.20% 0.10% 0.10% 0.30%
Sporic| t» H i = .
k_Bacteria;p _Actinobacteria;c _Actinobacteria;o _Actinomyeetales| o oo™ o oo | g 000 | 0.00% | 0.00% | 040% | 0.10% | 0.00%
_ Sporichthyaceae;g _Sporichthya
k__Bacteria; Actinobacteria;c _Actinobacteria;o Actinomycetales;f 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.10%
StreEtomycetaceae-Other
k Bacteria;p Actinobacteria;c Actinobacteria;o Actinomycetales;f 0.10% 0.10% 0.10% 0.20% 0.10% 0.10' 0.20% 0.20% 0.30%
Streptomycetaceae;g
k__Bacteria; i ia; i teria; Acti tales;f
acteria;p__Actinobacteria;c 'A-Ctll'.lobaC eria;o ctinomycetales 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
StreEtomxcetaceae'ﬂ Streptacidiphilus
K Bacteriap _Actinobacteriaic _Actinobacteria;o Actinomyeetalesif| | o~ | o T o T Tl T T T e | s.e0%
Streptomycetaceae;g Streptomyces
k Bacteria; Af:tinobacteria‘c Actinobacteria;o Actinomycetales;f 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.10% 0.00%
___Strept: angiaceae;Other
kB ia:p  Actinob ia; i ia: i lesif
acteria;p (-:tlno acteria;c _Actinobacteria;o Actinomycetales 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
Streptosporangiaceae;g Nonomuraea
k. Bacteria;p Af:tinobacteria-c Actinobancteria'o Actinomycetales;f 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
Streptosporangiaceae:g Streptosporangium
k__Bacteria;p _Actinobacteria;c__Actinobacteria;o__Actinomycetales;f 0.00% 0.00% 0.00% 0.10% 0.00% 0.00% 0.0t
Thermomonosporaceae;Other
Kk Bacteriaip Actinobacteriaic _Actinobacteria;o Actinomycetales:f| o o T T 000 | oo | 0.00% | oiove | o
Thermomonosporaceae;g
k Bacteria;p Actinobacteria;c - Actinobacteria;o Actinomycetales;f 0.20% 0.10% 0.50% 0.10% 0.10% 0.10% 0.50% 0.70% 0.30%
Thermomonosporaceae;g _Actinoallomurus
k__Bacteria; Actinobacteria;c. VActinobacteria'o Actinomycetales;f 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.10%
Thermomonosporaceae;g Actinomadura
|f< -iacteria'g Actinobacteria;c Actinobacteria;o Bifidobacteriales; 0.00" 0.00% 0.00% 0.00% 0.00% 0.00% 0.00 0.00% 0.00%
B ia;p_Actinobacteria; i ia i les;f
k- acteria;p ctinobacteria;c __Actinobacteria;o Micro 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
\__Bacteria;p_Actinobacteria;c _MB-A2-108;0 _0319-7L14;f _g 0.00% | 0.00% | 0.10% | 0.20% | 0.00% 0.10% | 0.40% | 0.20% | 0.10%
k_Bacteria;p _Actinobacteria;c OPBdlio if g 0.00% | 0.00% | 0.00% | 0.00% | 0.00 0.00% | 0.00% | 0.00% | 0.00%
k___Bacteria;p Actinobacteria;c Rubrobacteria;o Rubrobacterales:f 0.30% 0.00% 0.00% 0.10% 0.00% 0.10% 0.00% 0.00% 0.00%
Rubrobacteraceae;g Rubrobacter
k Bacteria; Acti b: ia; ilia;: i b 3
acteriaip _Actinobacteria;c Thermoleophiliaio Gaiellalesit g | ¢ oo | o200 | o 20w 020% | 020% | 0.30% | 020% | o.a0%
k_B ia; i ia; ilia ;. Gaiellales;f AK
acteria:p_Actinobacteria;e Thermoleophilia;o _Galellales I P—— oo | oo | moove | omne | o00%
1AB1_O2E;g
ia; inob: iae  Th ilia; i ;
:;“aa;:t::a b Actinobacteria;c Thermoleophiliaio Gaiellalesit Ga| , oo | oo | oo T T T S0 | 2.80% | s.e0%
ia; i ia; I hilia; Solirubrob:
k__Bacteria;p _Actinobacteria;c__Thermoleophilia;o olirubrobacter 0.00% 0.20% 0.20% 0.10% 0.00% 0.10% 0.20% 0.00% 0.00%
ales;Other;Other
ia; i ia; I hilia; Solirubrob:
k__Bacteria;p Actinobacteria;c Thermoleophilia;o olirubrobacter 3.50% 2.60% 4.40% 3.30% 2.70% 4.70% 4.90% 3.70% 4.30%
ales;f g
k Bacteria'pv Actinobacteria;c Thermoleophilia;o Solirubrobacter 1.20% 1.90% 2.00% 1.50% 1.20% 2.90% 2.00% 0.90% 1.40%
ales:f _Cor eraceae;g
2 ] ia;c_Th leophilia; i
k__Bacteria D Actinobacteria;c ermoleophilia;o Solirubrobacter 0.20° 0.30% 0.30% 0.20% 0.40% 0.30% 0.40% 0.70% 0.60%
ales;f _Patulibacteraceae;g
ia; i ia; Th le ilia ;. i 2
k Bacterlé p__Actinobacteria;c ermoleophilia;o _Solirubrobacter 2.60% 1.80% 2.10% 2.00% 1.70% 2.00% 1.70% 1.50% 2.20%
ales:f _Solirubrobacteraceae;g
k _Bacteria;p _Armatimonadetes;c 0319-6E2;0 A ] 0.00% 0.00% 0.00% 0.10% 0.10% 0.00% 0.00% 0.10% 0.00%
k. ia; i 5 the detes; Chth
k_Bacteriaip Armatimonadetesic Chthonomeonadetesio _Chthene | ¢ 440, | 0.00% | 0.20% | 0.20% | 0.10% | 0.00% | 0.10% | 0.10% | 0.10%
monadales;f__Chthonomonadaceae;g _
k_Bacteria;p _Armatimonadetes;c OPBS50;0 _f g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
ia; Al imonad i il ial; Fimbrii
k_Bacteriaip Armat ¢ _[Fimbriimonadialie _[Fimbrimon| g 6ge, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
adalesl;f _[Fimbriimonad iz Fimbriimonas
k__Bacteria;p Bacteroi 2 At120ctB3;0 _f g 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
k__Bacteria:p Bacteroidetes;c Bacteroidia;o Bacteroidales;f ;g 0.00% 0.10% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
k___Bacteria; Bacteroidete-s'c Bacteroidia;o Bacteroidales;f Por 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
phyromonadaceae:g _Paludibacter
k__Bacteria; i hagia ;. Cyte h les;f Cyt
gcteria:p: Bactero Sytophagiaio Cytophaga'e Y| 4.40% | 0.70% | 0.60% | 0.60% | 0.80% | 1.00% | 0.80% | 0.50% | 0.40%
phagaceae;g
teria; B: eroi Cyt hagia;: 3
Kk _Bacteriaip Bacter ophagiaio Cytophagalesif Cvio| o oo ™| oo T T o | 0.00% | 0.40% | 0.00% | 0.00% | 0.00%
phagaceae;g Adhaeribacter
la:p i c_Cytophagia;o _Cytophagales;f _Cyt
k_Bacteria;p Bacteroldetesic_Cytophagiaio_Cytophagales 2| 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
phagaceae;g Dvadobacter
1a; i c_Cytophagia;o Cvtophagales;
k__Bacteria;p Bacteroidetes;c tophagia;o ophagales;f Cyto 0.00% 0.10% 0.00% 0.00% 0.10% 0.10% 0.10% 0.00% 0.10%
phagaceae;g Sporocytophaga
k__Bacteria; i & ia; t h: les;f _Fl
éc eria;p Bacteroidetes;c Cytophagia;o Cytophagales am 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.0
meovirgaceae:g
= : — — ——
k Bacteriaip Bacteroidetesic Flavobacteriiaze Flavebacterialesit | oo™ | oo™ | o 00v | o30% | 0.40% | 040% | 0.00% | 0.00% | o0.10%
Flavobacteriaceae; Flavobacterium
R P S — - 5
:s'fBa?ﬂterla o Bacteroidetesic Sphingobacteriiaio Sphingobacterial| o oo | o oo | o 0o | 020% | 0.40% | 0.40% | 0.20% | 0.40% | o0.20%
k__Bacteria; i i bacteriia; hir ial
cterBip F=tero Sl SiS B 21 0.30 0.00% | 0.10% | 0.20% | 0.30% | 0.30% | 0.10% | 0.10% | 0.30%
es;f _Sphingobacteriaceae:g
- - . T o .
k Bactel‘tlﬂ j=] Bac‘feroldetes ] Sphingobacteriia;o phingobacterial 0.20% 0.00% 0.10% 0.10% 0.10% 0.10% 0.10% 0.10% 0.10%
esif__Sphingobacteriaceae;g _Pedobacter
k_Bacteria;p Bacteroidetes;c _VC2 1 Bac22:0 if g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
ia:p B idetes; irael; spirales;f
k__Bacteria acteroidetes;c Saprospirae];o Saprospirales 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
ia; i e Is: irael;o [Saprospi ;
Bacteriaip _Bacteroidetesic [Saprospiraclio [Saprospiraleslif 0.00% | 0.50% | 070% | 1.20% | 00% | 0.00% | 1.00% | o.60% | o.40%
Chitinophagaceae;g
ia; B eroid. i i spi -
k _Bacteria;p Bacteroide Isaprospirael;c _[saprospirales] 0.00% | 0.20% | 0.00% | 0.10% | 0.10% | 0.00% | 0.00% | 0.10% | 0.30%
Chitinophagaceae;g _Chitinophaga
ia; B ids 1 i H Si spiral it
k_Bacteriaip Bacteroidetesic [Saprospiracl;o [Saprospirales] 0.60% | oo | oo | o7o% | ozon% | osow | oson | oeon | 0205
Chitinophagaceae;g__Flavisolibacter
™ i .c_[Saprospirael;o _[5z iralesl:f
k_Bacteriaip Bacteroldetesic [Saprospiraelio ISaprospirales] 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
Chitinophagaceae;g clter
k Bacﬁena- Bacteroidetes;c, Saprospirael;o Saprospirales];f S 0.20% 0.10% 0.00% 0.10% 0.20% 0.00% 0.00% 0.10% 0.00%
aprospiraceae;g
£ Chl i o iia; diales;f P: hi
k_Bacteriaip Chlamvdiaeic Chlamydiiaio _Chlamydialesif_Parachl| ¢ 550, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
amydiaceae;g__Candidatus Protochlamydia
k_Bacteria;p Chlorobiic ;o if g 0.00% | 0.10% | 0.10% | 0.00% | 0.10% | 0.00% | 0.00% | 0.10% | 0.00%
k_Bacteria;p Chlorobi;c _OPBS60 f g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
k_Bacteria;p Chloroflexilc o f g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
ia; Chl flexi; i s 1i les;f A
k ?actena £ oro -e)(l c__Anaerolineae;o Anaerolineales; na 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.20% 0.00% 0.00%
erolin .2 Anaerolinea
ia; Chl flexi; i > ili les;f _Caldili
:ez::::a b oroflexi;cAnaerolineasio Caldilinealesif Caldili | o oo | oo o I " T T T T T T T o00% | 0.00% | 0.00%
k__Bacteria:p_Chloroflexi:c_Anaerolineae;o SBR1031;f _Adbg 0.10% | 0.00% | 0.10% | 0.10% | 0.00% | 0.20% | 0.00% | 0.10% | 0.00%
k_ Bacteria;p__Chloroflexic _Anaerolineae;o _SBR1031:f _oc28:g 0.00% | 0.00% | 0.10% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00%
k__Bacteria; Chloroflexi;c _Anaerolineae;o envOPS12;f ;g 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
k_Bacteria;p Chloroflexi:c_C0119;0 f 0.30% | 0.20% | 0.30% | 0.60% | 0.20% | 0.60% | 0.40% | 0.10%
k_Bacteria;p Chloroflexic Chloroflexi;o AKIW7SLf g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
i i;c_Chloroflexi;o_[Roseiflexales]; ;
:r Bacteria;p__Chloroflexi:c Sréflex:s. [RossiflexalesLOMWSEON| o oor | oonve | @46% | Gioovs | o.60% | 046% | 6d6% | ooo% | 6.00%
e B. ia; chl flexi;: iz ifl ! - A Koul
k_Bacteria oroflexi;c__Chloroflexi;o_[Roseiflexales 202 | 070w | ook | macw | oza | osek | ©be% | oso% | osot | o.50%
othrixaceael;g
k_Bacteria:p Chloroflexi;c Elin6529;0 f g 3.20% | 2.20% | 2.10% | 2.60% | 1.50% | 2.80% | 2.20% 1.20%
k__Bacteria;p_Chloroflexi;c Gitt-GS-136,0_if g 0.10% | 0.00% 0.00% | 0.00% | 0.00% | 0.00% 0.00%
k__Bacteria;p_Chloroflexi:c_Ktedonobacteria;o _if g 0.00% | 0.00% | 0.10% | 0.10% | 0.00% | 0.00% | 0.00% 0.00%
ia:p__Chloroflexi; ia; -KE-
k__Bacteria hloroflexi:c__Ktedonobacteria;o _JG30-KF: 0.00% 0.00% 0.00% 0.00% 0.10% 0.00% 0.10% 0.00%
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;f__Methylobacteriaceae;g__Methylobacterium

L1 L2 L3 La H1 H2 H3 Ha M2
resenemy % % % % % % % % %
k. Bacteria;p__Cyanobacteria;c Chloroplast;o Chlorophyta;f B 0.00% 0.00% 0.00% 0.00% 0.10% 0.00% 0.00% 0.00%
k teria; 3 i@ Chl 184 @ 12 i H
Ractoris:p. 1oV e o A “~| 0.20% | 0.10% | 0.10% | 0.20% 0.10% | 0.20% | 0.20% | 0.10%
k__Bacteriaip_ Cvanob. inic_Chlor io__Streptophvtaif g 0.00% | 0.00% | 0.00% | 0.00% 0.00% | 0.00% | 0.00%
{kBacteria;p Cyvanobacteriajc _ML635J-23;0 if g 0.00% 0.00% 0.00% 0.00% 0.00%
teria; lusimicrobia; imicrobia; = 0.00% 0.00% | 0.10% 0.00% 0.10%
0.00% 0.00% | 0.10% 0.00% 0.00%
2 0.00% 0.00% | 0.00% 0.00% 0.00%
k_Bacteria;p FCPU426;c jo if g 0.00% 0.00% | 0.00% 0.00% 0.00%
k_Bacteria;p Fibrob sic_Fibrob: 258ds10;f g 0.10% 0.20% 0.10% 0.00%
k_Bacteria;p Firmicutes;c _Bacillio 8 0.30% 0.50% 0.30% 0.40%
m Sin Fimicite: e Rl e AnE B
g Bﬂ:fe”a oy l-:IYI:Y‘ 0.00% 0.00% 0.10% 0.00% 0.00% 0.00%
Be e = m -
ARG S G Bacillale &—B | 510% | 0.20% | 020% | o0.10% 0.30% | 0.20% | 0.10% | 0.20%
acillus
e e R ez T
k_Bacteriaip _Firm Baclliales:f Paen 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
g _Ammoniphily;
& B R . Sacilaleii Peen
= ::ct'f" 2 Smicuissic REL 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
k teria; i icutes; B illi acillales;f
omz:c SGLHLS e Baclliale Pla 0.10% | 0.20% | 0.10% | 0.20% | 0.50% | 0.10% | 0.40% | 0.20% | 0.30%
k ia; Crmicutes: i i .
Bactaris.pl Firm =L 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
ia: Firmi icibacterales; ici
: B“m”:_:r. ey Turicloacteralest Tl 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.10% | 0.00% | 0.00% | 0.00%
k_Bacteria;p Firmicutes;c Clostridiazo Clostridiales;Other;Other 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
k acteria; Fi icutes; 2 lostridi. lostridia
Becceria.oFlrm o= Clostrdiac | g 509, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00%
e 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
eae;g Alkaliphilus
ia i s idia; ri stridi
k__Bacteria;p__Firmicutesic_Clostridiaio__Clost Clostridiac 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | o107
eaeig_Clostridium
2 fa {rrrlettess lostridia; idi
K B“‘“”SOZ, o Clostridiaio  Clostr Lachnospit | g 60e, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
= : 0.20% | 0.10% | 0.20% | 0.80% | 0.40% | 0.40% | 0.70% | 0.20%
k_ Bacteria;p _Firmicutes; lostridia; i Rumi
. Slostiicn Bif _RUminocos 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
k_ Bacteria;p _Gemmatimonadetes; = 0.10% | 0.40% | 0.20% | 0.30% 0.20% | 0.40% | 0.20%
k__Bacteria;p _Gemmatimonadetes;c 8 0.00% | 0.00% | 0.00% | 0.00% 0.00% | 0.10%
k__Bacteria;p _Gemmatimonadetesic i 0.10% | 0.10% | 0.10% | 0.10% 0.00% | 0.10% | 0.00%
k_ Bacteria;p _Gemmatimonad Other:Oth
0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00%
eriOther
k_Bacterla:p Gemmatimen, Samimatimor £ —8 | 520% | 0.30% | 1.10% | o.60 0.90% | 0.30% | 0.40% | 0.20% | 0.50%
k acteria; ati a d 3 G ti detes;. 1i 2
90':31;”,1 £Gemmatimenadetesic _Gemmatimenadetesio EMinS2| g 260, | 4.00% | 1.40% | 2.30% | 2.00% | 0.50% | 1.00% | 0.90% | 1.70%
ia; 5t ati b 55! B i i
'_:t. Bacterisio C_‘;mm‘ imenadetesic _Gemmatim SeMm| 6 00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.10%
k_Bacterla:in_Cammatimon, Semmat Gemm| g g 0.50% | 0.60% 0.40% | 0.40% | 0.80% | 0.50% | 0.90%
2 n5301;g
k—tacie s A vy P et gemm 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
atimonadales;f _Gemmatimonad. Gemmatimona
';7,f51?;°r'“'° Sernmatimor Asaranma KBE= | 5.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00%
a ia; €1 2 ti 2 tes;: imor N14.
;,Li‘c:'m 2_Gemmatimonadetes;c Cemmat 1423 o60% | 0.80% | 1.80% | 1.40% | 0.50% | 0.30% | 0.50% | 0.70% | o.60%
2 iag i irae;: Nitrospir Nitrospirales; =
;A i{"f’f"“ bitrosairae:c. Nitrosgln Nitrospirales:f 0319: 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
k_Bacterla:o Nitrospiracic Nitrospiraio Nitrospiralesif Nitrosoir | o oo ™| o o0 ™[ =0 = L I O T T e T e
k Bactiriain l:ilrt; spirae;c__Nitrospira:o__Nitrospirales:f __Nitrospir 0,007 000, | oloosr | wiosre. | wioovs |- oo |- oioom
k_ Bacterin;p ODIl;c ZB2o f g 0.00% 0.00% | 0.00% | 0.00% | 0.00% 0.00%
k__Bacteria;p_Planctomycetes;c _BD7-11;0 if n 0.00% 0.00% | 0.00% | 0.00% | 0.00% 0.10%
k_Bacteria;p _Planctomycetes;c _OMI90;0 CL5S00-15:f g 0.00% 0.00% | 0.00% | 0.00% | 0.00% 0.00%
k__Bacteria;p__Pla OM190;0__age27;f g 0.10% 0.10% | 0.40% | 0.00% | 0.10% 0.00%
k__Bacteria;p Planctor Phycisphaeraeio CPla-3:f g 0.20% 0.10% | 0.30% | 0.10% | 0.20% 0.10%
: iactern o Pla Phycisphaerae:o__Phycisphaerale 605 oo | 6.dvi 0| 6idos | 0.00% )
k__Bacteria;p__Planctomycetesic__Phycisphaerac;o__WD2101;f g 2.80% | 2.00% 4.60% | 2.80% | 2.90% | 3.60% 3.40%
acteria; Pla H Pla t tia; atales;f
k oacteris:c Planctomyceles e mmats as 0.30% | 0.20% | 0.60% | 0.90% | 0.50% | 0.60% | 0.70% | 0.70% | 0.50%
Gemmataceae;
@ ia; b Pla ia e atales;f
k Bacteria;p Planctom anctomycetia;o emmatales, 1.00% 0.40% 0.70% 0.80% 0.40% 0.80% 0.50% 0.60% 0.40%
Gemmataceae;g _Gemmata
ia; ! it id irellulales;f
ikr e e —ancom Planctomycetiaio Pir 2| o0.50% | 0.60% | 0.50% | 0.30% | 0.80% | 0.60% | 0.60% | 0.80% | o0.40%
ia: = o e : 5
:<r Ilﬁ:‘l‘ctern-: :i;nctom cetesic Planctomycetiaio Pirellulalesit P | oo ™ "0 T 0O T T o:00% || :0me%s - | oo
k_Bacteriao Planctom PlanctomycetinioPirellulalesit | oo =m0 T 0 T oBov% || 6a6% | oo% |- oZo%
ire I H Pirellula
a ia; Pla tor Pla tia B -t ]
k- Ducteria b Flanctom anctomycetiaio Planctomyeetal | o 460, | 0.40% | 0.10% | 0.10% 0.30% | 0.20% | 0.30% | 0.10%
esif Planctomycetaceae;g Planctomyce
k__Bacteria;p__Planctomycetes;c _vadinHA49;0 _DH6L;f g 0.10% 0.10% | 0.00% 0.10% | 0.10% | 0.10% | 0.10%
k. Bacteria;p Proteobacteria;c el 3 H:4 0.00% 0.00% 0.00% 0.00% 0.10% 0.10% 0.00%
k_Bacteria;p Pr terin;c__Alphaproteobacteriao f p 0.00% 0.10% | 0.00% 0.10% | 0.00% | 0.10% | 0.00%
ia; Prot. ias i lobact.
fachiCte£L1 C laic Alphagr teda:o  Caulobacte | o o gec 0.30% 0.30% 0.30% 0.70% | 0.20% 0.40% 0.60% 0.50%
P
e e e 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
@ i b: i Alpha t b ia; Cauloba
k _Bacterisin e s Rre faie_Cavlobacte | g 200, | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | o0.00 0.00% | 0.00%
rales;f Caulob aceae;g Caulobacter
ia; T o Ipha pi ia; a
k_Bacteria;p__Proteobacteriaic__Alphaproteobacteriajo__Caulobacte | g g50. | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00%
rales;f__Caulo raceae;z _Mycoplana
k_Bacterlaio Py seriaic__Alehaprote fnio_Caulobacte | g 300, | 0.10% | 0.20% | 0.30% | 0.40% | 0.40% | 0.30% | 0.20% | 0.30%
rales:f Caulob aceae;g Phenylob: ium
ia; T b: i@ ha ot b i i %
k_Bacterla:io Proteobacteriaic Alohar e Elind29:f 0.80% | 0.70% | 0.80% 1.10% | 1.60% | 0.80% | 1.10% | 0.70% | 1.40%
k 3 ia; P bacteria; Alpha b RF bial.
Bacterlaip Proteobacteriaic Alohaor = 0.00% | 0.00% | 0.00% | 0.00% | 0.00¢ 0.00% | 0.10% | 0.00% | 0.00%
;Other;Other
k B: ia; i@ Ipha 1Y ba ia;
s 4;“”'“ Py < _Alphaproteobacteria;o 0.50% | 0.40% | 0.20% | 0.30% | 0.30% | 0.50% | 0.60 0.30% | 0.50%
k ia; i@ Alph: b ia;
Bacterla.p Protecbacterisic Alphsprotechecterisio 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
if _Aurantimor Other
iaip P eria; or ia: izobiale:
% ':“:ii"::i'“ = la:c _Aloha = 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
2 ia; Pr i o bacteria;. i i
o PR iaic__Alphaproteobacteriaio Rhizoblales | 4 500, | 440% | 1.30% | 0.90% | 1.20% | 1.40% | 1.20% | 0.80% | 1.50%
if Bradyrhizob I
k 2 ia; P bacteria Alpha p ia; Rhi: bial
Bacteris:p Froteobacterisic —Alohs S 12eRI2lEs | 0.10% | 0.10% | 0.10% | 0.10% | 0.00% | 0.10% | 0.10% | 0.10% | ©0.10%
it Brad Balneimonas
K Rhizobiales . z N . . N . = G
T P N T P Sl Y T A 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
L . - e
bacterin asteca, zaqie 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
i Brucell Ochrobactrum
i t i 1 bacteria;. h ia |
K i“v‘::'“ -2__Pro aic _Alohaproteobacteriaio “*| 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
micr
teria; B bacteria; Al b ia; Rhi: bial
k _Bacteriaip_Pr. eriaic _Alphapr ieres 12eB121€2 | 0.40% | 0.50% | 0.40% | 0.20% | 0.50% | 0.50% | 0.50% | 0.50% | 0.30%
Hypho Devosia
i@ Pr id g Al o ia; Rhizobial.
k_Dacteriain P terlaic _Alphaprot, = 1ZOBIRIE2 | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00%
5F Hyph Hyphomicrobium
ba i I ia; izobiales
kB reobacteriaic__Alphaproteobacteriajo__Rhizobiales | g 640, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
if Pedomicrobium
PETT i s 2 . zobial
k_Bacteria:n. P la:c._Alphapro laz0-_Rh 1.40% | 0.90% | 1.60% | 1.90% 1.30% | 1.70% | 1.80% | 1.70%
£ __Hyphom Rhodoplane
v P s P T
k_Bacterlaip Pro laic_Alphagr riaie RBhizobiales | 4 650, | 0.00% | 0.00% | 0.00% 0.00% | 0.00% | 0.00% | 0.00%
3 & Meth ae;Other
k ia; Proteobacteria; Alpha ia; Rhizobial.
Bacteriaip Proteobacteriaic Alohap: s 1z2ebi2les | 5 00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
f__Methylobacteriaceaeg
k acteria; Prot i@ Alpha A% bacteria;. Rhizobial.
Bacteriaip Pro i2:c__Alphaproteobacteriaio R 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.10%
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L1 L2 L3 La H1 H2 H3 Ha M2
- % % % % % % % % %
Bacteria; Prot: bacteria; Alph: t. bacteria; Rhizobial
kf R e e o_Rhizoblales | 4 60% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
: =
k Bacteria; Prot bacteria; Alph. t bacteria; Rhizobial
«—Bacleraip Troreobacterisic —flphaproleobacienaio hiebi@ies | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10%
) o
k_Bacteria;p !’roteobacteria-c _Algrjagroteobacteria‘o Rhizobiales 0.00% 0.00% 0.10% 0.00% 0.00% 0.00% GO G009 0.00%
;f __Phyllobacteriaceae;g Mesorhizobium
k__Bacteria; Proteobacteria;c _Alph teobacteria; Rhizobial
e 'aproteobacteriaio _Rhizoblalés | g 49e | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
;f__Phyllobacteriaceae;g Phyllobacterium
i Bacteria:p _Protecbacteria:c__Alphaproteobacteria;o _Rhizobial
e eria;c_Alphaproteobacteriaio Rhizoblales | g 590, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
. £
ia:p Proteobacteria:c__Alphaproteobacteria;o _Rhizobi
kf iﬁzz;ceaem i :b:::'e:iumA haproteobacteriaio Rhizobiales | 4 500, | 0.00% | 0.10% | 0.10% | 0.10% | 0.40% | 0.20% | 0.10% | 0.10%
- e
i Bacteria:p _Proteobacteria;c _Alphaproteobacteria;o _Rhizobial
e eobacteria;o Rhizobiales | ( 59e, | 0.10% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00%
- =
k_Bacteria:o P bacteria;c _Alphaprotecbacteria;o__Rhizobial
= Rfizzﬂlceae.mte,fh;fﬁﬂic aproteobacteriaio Rhizobiales | g 190, | 0.00% | 0.10% | 0.20% | 0.00% | 0.20% | 0.00% | 0.10% | 0.10%
i Bacteria:p Proteobacteria;c__Alphaprotecbacteria;o _Rhizobial
T e izobiales | 4 00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
ik Bacteria:p Protecbacteria;c _Alphaproteobacteria;o _Rhizobial
e e et S TE R izobiales | 4 00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
; 2 =
ik Bacteriap P ia:c Alphaproteobacteria;o_Rhodobact
ST er:vphor;Z;:::acZ:e;'a S aproteobacteria;o Rhodobact | 440, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
; adaceaeig
erales;
i Bacteria:p Protecbacteria:c _Alphaproteobacteria;o__Rhodobact
e e e 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
erales;f _Rhodobacteraceae;Other
i Bacteria:p Protecbacteria;c__Alphaproteobacteria;o _Rhodobact
= = i 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
erales;f Rhodobacteraceae;g Amaricoccus
k__Bacteria; Proteobacteria; Alph: teobacteria; Rhodobact
e iireay oreie—hedeRa | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
I Bacteria:p _Proteobacteria;c _Alphaproteobacteria;o__Rhodospirill
K _pacieriaip Profecbacterinic flohaprotechacienaic —hedosil 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
4 g
k_ Bacteriap tecbacteria:c _ Alphap ia;o0 Rhodospirill
SR T aproteobacteria;o Rhodospirilll g gge4, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00%
ales;f _Acetobacteraceae;Other
i Bacteria:p Proteobacteria;c__Alphaprotecbacteria;o _Rhodospirill
Ao eria;c_Alphaproteobacteria;o Rhodospinlll ¢ 460, | 0.40% | 0.30% | 0.60% | 0.60% | 0.50% | 0.60% | 0.30% | 0.70%
; =
i Bacteria:p Proteobacteria;c_Alphaprotecbacteria;o _Rhodospirill
i AT I T R odospirilll 5.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
: ‘g T
i Bacteria:p Proteobacteriaic _ Alphaproteobacteria;o__Rhodospiril
K—Pacteriaip froteobacteriaic flehaproteobacteriaio —hodostill 1.20% | 0.60% | 0.80% | 0.90% | 1.20% | 0.60% | 1.10% | 0.90% | 1.10%
7 g s
ia; ia; t = il
o ?:ii:ecc;zaeder'fn:u”::::a°r° eobacteriaio _Rhodoseirilll 50, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
) . o
teria;p _Proteobacteria:c _Alphaproteobacteria:o _Rhodospirill
:IESE_;:C T i;iae(:c;az-cze”:kcerm/:n;?a roteobacteriaio Rhodospirilll 4 940, | 0.20% | 0.20% | 0.20% | 0.10% | 0.50% | 0.20% | 0.20% | 0.20%
k__Bacteria; Proteobacteria; Alph teobacteria; Rickettsial
o facteriaipProteobacterinic flphaprotecbacieniaie MISKSHE®I| 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
k__Bacteria; Proteobacteria; Alph teobacteria; Rickettsial
tacenain_froteopacieraic phaproisobacienaio MICKSHESE] 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
jaip Proteobacteria; phaprotecbacteria;o _Sphing
:ad:::i”aE e f)th':r haproteobacteriao Sphingomo | 550, | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10%
T b :
k Bacteria; Prot bacteria; Alph. t. bacteria; Sphi
nadaIa:s_i”aE':vthr:’b:;e:;::_i phaproteobacteria;o _SphiNEOMO | 4 460, | 1.50% | 1.00% | 1.40% | 0.80% | 0.50% | 1.10% | 0.60% | 1.10%
k Bacteria; teria; Alph: ia; Sphing
e ':”asphi:rs:g::;:::mh; aproteobacteriaio Sphingeme | g4e, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
fo e 2
k_ Bacteria:p Proteobacteria;c _Alphaprotecbacteria;o _Sphi
nad::::”asphin e e e INEOMO | 20% | 0.10% | 0.20% | 0.10% | 0.40% | 0.20% | 0.70% | 0.30% | 0.30%
» )
e L e — =
ST T e Alehaproteobacteriaio SPhINESME | 4509 | 1.00% | 1.20% | 1.70% | 1.30% | 1.30% | 1.70% | 0.80% | 2.00%
7 ohing -
i Bacteria:io P ja:c Alphaproteobacteria;o _Sphing
eisles ?rlaSthngrS::::::::::ecg No:osrgohie:goabciui:‘a = ingomo | 40% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
; 3
k_ Bacteria:p Proteobacteria;c__Alphaproteobacteria;o _Sphi
et e oroth e S‘;h?:rzbffm“ eriaio Sphingomo | g 19e | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.20% | 0.00% | 0.00%
. -
4“’——‘—*”—"——‘—‘0—‘;;:“::::"35 hi:rz::::::i:: A; ’::n rz::s:::te”a o Sphingomo | o 450, | 0.20% | 0.30% | 0.20% | 0.20% | 0.60% | 0.40% | 0.30% | 0.50%
. . Sohing e
i Bacteria:p _Proteobacteria;c _Alphaproteobacteria;o__Sphi
R e th?:rs obacteriaio SPRIRSMS | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
+ Shhing = o
i Bacteria:p_Protecbacteria;c _Betaproteobacteria;o _if g 0.20% | 0.10% | 0.20% | 0.40% | 0.40% | 0.30% | 0.30% | 0.10% | 0.10%
ik Bacteria;p_ Proteobacteria;c_Bet: teria;o A21b:f EB
o abrotecbactensio 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
Bacteria; Prot bacteria; Bet: it bacteria; A21b;f ub
—‘—L;"—‘A—‘—’—'—‘—E aeee = 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
Bacteria; Prot bacteria; Bet: t bacteria; Burkholderi
:(es-o::‘;rgt:er roteobacteria;c Betaproteobacteria;o Burkholderla| 490, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
les;Other;Other
R e e Burkholderia| 4 9% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
s 2 =
k Bacteria; Prot bacteria; Bet t bacteria; Burkholderi
#"—*—‘——'D——L—Ies A S B e urkholderial g 109, | 0.10% | 0.10% | 0.10% | 0.20% | 0.10% | 0.20% | 0.00% | 0.10%
: =
k Bacteria; Prot bacteria; Bet T bacteria; Burkholderi:
e L e, urkholderia)  50%, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
” 5 m
:(esfacéf):a:w:;z:ec:::c;::rc Betaproteobacteria;o Burkholderia|  g50. | 000% | 0.00% | 0.10% | 0.00% | 0.10% | 0.10% | 0.00% | 0.00%
les;f Comamonadaceae;Other
k_ Bacteria:p _Protecbacteria;c _Betaproteobacteria;o__Burkholderi
e eobacteria;o Burkholderial 4, 400, | 0.20% | 0.20% | 0.30% | 0.20% | 0.60% | 0.20% | 0.10% | 0.20%
; =
k_ Bacteria:p teobacteria;c _Betap teria;o Burkholderi
o accleamo:arz:cza:c T clem:n:”;c’te"bac eria;io Burkholderial 500, | 0.20% | 0.20% | 0.20% | 0.20% | 0.30% | 0.30% | 0.10% | 0.30%
: =
i Bacteria:p Proteobacteria;c__Betaproteobacteria;o _Burkholderi
e e urkholderia| 4 109, | 0.60% | 0.70% | 1.40% | 0.80% | 0.90% | 0.90% | 0.40% | 0.40%
: o
k Bacteria; Prot: bacteria; Bet T bacteria; Burkholderi
e e Y urkholderia| 4 90% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
S =
teria;p Proteobacteria;c _Betaproteobacteria;o _Burkholderi
'kes facoi:;zact;;::a:c eriaic Betaproteobacteriaio Burkholderia| g 440, | 0.20% | 0.20% | 0.20% | 0.10% | 0.60% | 0.20% | 0.10% | 0.20%
: -
k_ Bacteria:p Proteobacteria:c_Betaproteobacteria;o__Burkholderi
e acoi:f'ozacterfa:;:: e el 9.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.20% | 0.00% | 0.00% | 0.00%
i Bacteria:p Proteobacteria;c _Betaproteobacteria;o _ENn6067;f
D e 0.90% | 0.70% | 0.90% | 1.50% | 0.60% | 0.60% | 0.70% | 0.20% | 0.70%
i Bacteria:p Proteobacteria;c__Betaproteobacteria;o _MNDILFf
e 21 0.30% | 0.30% | 0.80% | 0.60% | 0.40% | 0.10% | 0.00% | 0.10% | 0.10%
teria:p _Proteobacteria;c _Betaproteobacteria;o _Methylophil
';Iessfac e ethviophil | 4 00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
; g =
Bacteriap P ia:c Betaproteobacteria; thylophil
:Ies e :;t::;:?teninzth e acteriaio Methvlophil | ¢ 40, | 0.00% | 0.00% | 0.10% | 0.10% | 0.10% | 0.00% | 0.00% | 0.00%
; G 7
k Bacteria; Prot bacteria; Bet: t bacteria; Nit
et sl che s e L rosomon | 4 59% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10%
5 =
ik Bacteria:p Proteobacteria;c__Betaproteobacteria;o _Rhodocyclal
acteria;p _Proteobacteria;c Betaproteobacteriaio Rhodocyelal | o oo, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% 8 0.00%

es;f Rhodocyclaceae;g




L1 L2 L3 La H1 H2 H3 Ha M2
b % % % % % % % % %
k__Bacteria;p_ Proteobacteria;c__Betaproteobacteria;o__Rhodocyclal
acisre o =eocomcen OYE2 | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
es;f _Rhodocyclaceae;g Dechloromonas
k__Bacterla;p_Proteobacteria;c _Betaprotecbacteria;o__Rhodocyclal
= e CXE2 ] 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
es;f __Rhodocyclaceae;g Propionivibrio
k__Bacteria;p Proteobacteria;c__Betaproteobacteria;o__SC-I-
At ac_:r'a D eeacierEe 0.10% | 0.10% | 0.20% | 0.30% | 0.10% | 0.10% | 0.30% | 0.10% | 0.10%
k__Bacteria;p Proteobacteria;c Deltaproteobacteria;o__if g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00%
k__Bacteria;p__Proteobacteria;c_Deltap teria;o_ Bdellovibri
acteria;p _Proteobacteriajc Deltaproteobacteriaio SRVBH | 6 00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
nales;f Bacteriovoracaceae;g
k__Bacteria;p__Proteobacteria;c _Deltap teria;o__Bdellovibri
acteria;p__Proteobacteria;c_Deltaproteobacteriaio SHOVRHS | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
nales;f Bdellovibrionaceae;g Bdellovibrio
k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfobact
e e e e L 224 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
erales;f Desulfobulbaceae;g Desulfobulbus
ia;p_Proteobacteria;c Deltaproteobacteria;o _Desulf
Bacteria roteobacteria;c eltaproteobacteria;o esulfurom 0.10% 0.10% 0.20% 0.20% 0.10% 0.20% 0.10% 0.00% 0.20%
onadales;f _Geobacteraceae;z _Geobacter
iap_ P bacteria; Itaprotecbacteria;o__MIZ46;f
R—Bacterin g Pr cteriaic_Deltaproteobacteriaio MIZASE B o 100, | 0.10% | 0.10% | 0.10% | 0.10% | 0.10% | 0.10% | 0.00% | 0.00%
ia;p_Proteobacteria; It bacteria;o M
k__Bacteria;p roteobacteria;c__Deltaproteobacteria;o xococcal 0.10% 0.10% 0.56% 0.00% 0.10% 0.10% 0.30% 0.20% 0.20%
es;Other;Other
teria;p__Protecbacteria;c__Del teobacteria;
:sAfBaf:r'a B Brotecbacieniaic —Delaprotechactariaio —M | 400% | 2.10% | 2.80% | 2.50% | 2.50% | 3.10% | 2.00% | 2.50% | 1.70%
= teria;p__Proteobacteria;c__Delt: ia; 1
k_Bacteriaip _Proteobacteriaic Deltaproteobacteriaio M 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
es;f _Cystobacterineae;g
k__Bacteria;p Proteobacteria;c _Delt: teobacteria;o M |
e xococeall 4 20% | 0.80% | 1.20% | 0.90% | 1.00% | 0.50% | 0.80% | 0.70% | 0.70%
es;f Haliangiaceae;g
teria;p__Pi bacteria; tecbacteria:
k Bacteriaip Proteobacteriaic Deltaproteobacteriaio My; ! 0.00% | 0.10% | 0.40% | 0.30% | 0.00% | 0.10% | 0.10% | 0.00% | 0.20%
esif Myxococcaceaeig
K teria;p__Proteobacteria; 1 teobacteria; 1
Bacterla:p Protecbacteriaic. _Deltaproteobacteriaio M 0.10% | 0.00% | 0.10% | 0.00% | 0.00% | 0.10% | 0.30% | 0.20% | 0.10%
es;f Myxococcaceae;g _Anaeromyxobacter
K teria:p__Proteobacteria;c _Delt: bacteria;o M i
e R T Lo = XOCOE2 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
es;f Nannocystaceae;g Nannocystis
k__ Bacteria;p _Proteobacteria;c Deltaproteobacteria;o M i
Be.Ciaib lotscoacieraic .=iapoteciacieraio ©COC2Y 0.40% | 0.00% | 0.20% | 0.00% | 0.20% | 0.10% | 0.10% | 0.30% | 0.00%
es;f Nannocystaceae;g  Plesiocystis
k__Bacteria;p Proteobacteria;c Delt: teobacteria;o M I
e *OCOCE® 6.10% | 0.10% | 0.10% | 0.00% | 0.10% | 0.00% | 0.10% | 0.10% | 0.00%
es;f OM27:g
k_ Bacterla:p Protecbacteriazc _ Delt: Bacierias ™ i
T Apreicoysena €22l 0.10% | 0.00% | 0.10% | 0.10% | 0.10% | 0.10% | 0.10% | 0.00% | 0.10%
es;f Polvangiaceae;g
k__Bacteria;p _Proteobacteria;c _Delt: bacteria;o M i
o e S €2l 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.20%
|esit__Polyangiaceae;z _Sorangium
teria;p__Protecbacteria; It bacteria:o__Spi ilal
:s.fBaf:Rerla =] roteobacteria;c _Deltaproteobacteria;o pirobacilla 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
es;
k__Bacteria;p _Proteobacteria;c Deltaproteobacteria;o _Syntrophob
mc.ers roteobacteraic —Delaproteobactenaio SVnlroPROB | g 005, | 0.10% | 0.00% | 0.00% | 0.10% | 0.10% | 0.00% | 0.20% | 0.00%
acterales;f Syntrophobacteraceae;g
k__Bacteria;p__Proteobacteria;c G teobacteria;Other;Other;
e roteobacteriaic _Gammaproteobacterlaiothetiotheri | § 509, | 0.10% | 0.00% | 0.00% | 0.20% | 0.00% | 0.00% | 0.00% | 0.10%
k_Bacteria;p Proteobacteria;c _Gammaproteobacteria;o _if g 0.10% | 0.10% | 0.20% | 0.10% | 0.00% | 0.20% | 0.00% | 0.20% | 0.00%
k__Bacteria; Prote ia; G teobacteria; Alteromo
R e ——— 0.10% | 0.10% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00%
nadales;f 211ds20;g
k__Bacteria;p _Proteobacteria;c G protecbacteria;o _Alt
e roteobacteraic —Gammaproteobactera S2M2| 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
nadales Alteromonadaceae;g _Cellvibrio
k_Bacteria;p _Proteobacteria;c G protecbacteria;o__Enterob
. reteobacteriaic _Gammaproteobacteriaio —ERLEroba | 600% | 0.00% | 0.00% | 0.00% | 0.10% | 0.00% | 0.00% | 0.00% | 0.00%
cteriales;f Enterobacteriaceae;g
k__Bacteria;p _Proteobacteriac G protecbacteria; gionell
S 5 _;'a roteobacteriaic Gammaproteobacteria:o Legionell | 540, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
k_Bacteriaip _Proteobacteria;c__Gammaproteobacteriao_Legionell | o oo I "o T T L T N0 T T T T T o
ales;f _Coxiellaceae;g
k__Bacteria;p__Proteobacteria;c__G protecbacteria;o__Legionell
ncters roteobacteriaic__cammaproteobacteriaio Leglonell | §00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
ales;f _Coxiellaceae;g __Aquicella
teria;p__Protecbacteria;c__G protecbacteria;o__Legionell
k_Bacteria roteebaciernaic —sammaproteobacteriaio Leglonell | .00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
ales;f__Legionellaceae;g Legionella
k__Bacteria;p_Proteobacteria;c G proteobacteria; P d
T = 2rmmaprofecbacieriaio Psedeom | §10% | 0.10% | 0.00% | 0.10% | 0.10% | 0.60% | 0.40% | 0.10% | 0.10%
onadales;f _Pseudomonadaceae;g Pseudomonas
k__Bacteria;p__Proteobacteria;c__G protecbacteria;o__Thiotrich
acteriaipBroteobacteriaic__Gammaproteobacteriaio _Thiotrieh | g 300, | 0.20% | 0.00% | 0.10% | 0.40% | 0.10% | 0.00% | 0.20% | 0.10%
ales;f rickettsiaceae;g
k__Bacteria;p__Proteobacteria;c__G proteobacteria;o_ Xanth
S acteriaic_Gammaproteobactenaio Xanthom | 5 10% | 1.50% | 1.20% | 1.80% | 2.40% | 1.20% | 2.00% | 2.00% | 1.10%
onadales;f _Sinobacteraceae;g
k__Bacteria;p__Proteobacteria;c__G protecbacteria;o__ Xanth:
acteriaip_proteobacieriac—sammaproteobacteriaio XAnthom | o 40, | 0.20% | 0.30% | 0.10% | 0.50% | 0.30% | 0.40% | 0.40% | 0.20%
onadales;f Sinobacteraceae;g Steroidobacter
k__Bacteria;p__Proteobacteria;c G protecbacteria;o__ Xanth:
S roteonacieraic_Gammaproteobacteriaio Xanthom | g 5o, | 1.20% | 1.60% | 2.30% | 2.20% | 1.30% | 1.40% | 0.60% | 1.10%
onadales;f Xanthomonadaceae;g
k__Bacteria;p__Proteobacteria;c__G teobacteria;o__ Xanth
acteriaipbroteobacteriac__Gammaproteobacteriaio Xanthom | o g0, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
onadales;f Xanthomonadaceae;g Arenimonas
k__Bacteria;p__Proteobacteria;c__G protecbacteria;o__ Xanth
ass - roteobacieraic__Gammaproteobacieniaio Xanthom | g 500, | 0.40% | 0.50% | 0.30% | 0.50% | 0.40% | 0.70% | 0.20% | 0.60%
onadales;f Xanthomonadaceae;g Dokdonella
k__Bacteria;p__Proteobacteria;c_G protecbacteria;o__ Xanth
v roteobacieriaic__Gammaproteobactenaio Xanthom | o 190, | 0.00% | 0.00% | 0.10% | 0.00% | 0.10% | 0.00% | 0.00% | 0.10%
onadales;f Xanthomonadaceae;g Luteibacter
k__Bacteria;p__Proteobacteria;c G protecbacteria;o__ Xanth
Seer e roteobacieriaic__Gammaproteobacienaio JXAnthom | o 500, | 0.30% | 0.60% | 0.90% | 1.40% | 0.40% | 0.80% | 0.50% | 0.90%
onadales;f Xanthomonadaceae;g Luteimonas
ia:p ia:c_G prot teriazo_ X
k__Bacteria Proteobacteria;c ammaproteobacteria;o anthom 0.10% 0.00% 0.00% 0.00% 0.10% 0.10% 0.10% 0.10% 0.00%
onadales;f _Xanthomonadaceae;g Lysobacter
ia:p teobacteria;c__Gammaproteobacteria;
k_Bacteria;p_Proteobacteria;e _Gammaproteobacteria;o_Xanthom | o oo " L T 0L T T O T T T T T
onadales;f Xanthomonadaceae;g Rhodanobacter
ia;p__Spirochaetes;c _Spirochaetes;o _Spiroch i _soi
k Bacteria irochaetesic__Spirochaetesio Spirochaetalesif_Soi|  5o0, | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%
|rochaetaceae;g_ Spirochaeta
k_Bacteria;p TMZc SC3;0 f g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.10%
k__Bacteria:p__V icrobia; pitutae;o  Opitutales;f _Opitut
ceae:: — errucomicrobiaic Opitutaeio e 2| 5 20% | 0.20% | 0.10% | 0.20% | 0.40% | 0.20% | 0.20% | 0.20% | 0.20%
k_Bacteriaip Verrucomicrobiaie _Opitutacio _Opitutalesif _Opituta | | oo™ | (0 7T T T T T T T e | o600
ceaeig  Opitutus
k .Bacteria-p Verrlrlcomfcrobia'c Verrucomicrobiae;o _Verrucomicr 0.20% 0.10% 0.00% 0.10% 0.00% 0.30% 0.20% 0.10% 0.00%
obiales;f_Verrucomicrobiaceae;g
k _Bacteria-n Verrll.lcom.icrobirc Verruc-cmicrobiae‘o Verrucomicr 0.00% 0.00% 0.00% 0.00% 0.00% 0.10% 0.00% 0.00% 0.00%
|obiales;f _Verrucomicrobiaceae;g Luteolibacter
k__Bacteria;p V. icrobia;c__[Pedosph: T haeral
acteria;p errucomicrobia;c [Pedosphaerael;o [Pedosphaera 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
es];Other;Other
Bacteria;p Vi icrobia;c_[Pedosph: ;0 [Pedosphaeral
zs fat: eria;p errucomicrobia;c [Pedosphaerael;o [Pedosphaera 0.50% 0.50% 0.80% 0.80% 1.10% 0.60% 0.90% 1.20% 0.70%
leslif g
k__Bacteria;p V. icrobia;c__[Pedosph ; dosphaeral
ac erla i) ‘errucomicrobia;c _[Pedosphaerae]l;o [Pedosphaera 0.10% 0.10% 0.20% 0.20% 0.20% 0.20% 0.30% 0.10% 0.10%
esl;f Elin515g
k__Bacteria;p V. icrobia;c_[Pedosph: 0 [Pedosphaeral
acteriaipVerrucomicrobiaic [Pedosphaeraelio [Pedosphaeral |  so0, | .40% | 0.70% | 0.60% | 0.60% | 0.50% | 0.40% | 0.70% | 0.40%
eslif Elin517;¢
k__Bacteria;p V. icrobia;c _[Pedosph: 0 [Pedosphaeral
acteria;p errucomicrobia;c [Pedosphaerael;o [Pedosphaera 0.10% 0.40% 0.20% 0.30% 0.50% 0.20% 0.10% 0.20% 0.20%
esl;f _auto67 aW.g _
k__ Bacteria;p V. icrobia;c__[Spartobacterial;o [Chthoniobact
acteria;p Verrucomicrobiaic [Spartobacterialio [Chthoniobact| | 40, | 0209% | 0.20% | 1.00% | 0.30% | 0.50% | 0.10% | 0.20% | o0.20%
erales];f [Chthoniobacteraceael;g
k__Bacteria;p_ Verrucomicrobia;c__[Spartobacterial;o__[Chthoniobact . . .
erales];f _[Chthoniobacteraceael;z _Candidatus Xiphinematobacter 0.10% | 0:00% | ‘0:0%. | DA% | 0903 | DI00%: | 0/00%: | 0.00% | C:10%
k__Bacteria;p_ Verrucomicrobia;c _[Spartobacterial;o _[Chthoniobact ) N : N N g N N
el [ ihorhacianacaici Etheitheciar 0.00% | 0.00% | 0.10% | 0.10% | 0.20% | 0.20% | 0.10% | 0.10% | 0.10%
k__Bacteria;p Verrucomicrobia;c [Spartobacterial;o [Chthoniobact o - - o o - -
T T 1.10% | 0.50% | 1.80% | 1.70% | 0.50% | 1.20% | 2.10% | 1.00% | 1.20%
k_Bacteria;p Verrucomicrobia;c [Spartobacterial;o _[Chthoniobact N N N N N
SRl (G enbcieaseacin Ellsoe 0.20% | 0.00% | 0.10% | 0.10% | 0.10% | 0.10% | 0.00% | 0.00% | 0.10%
k_Bacteria;p V. icrobia;c _[Spartobacterial;o _[Chthoniobact
acteriaip Verrucomicrobiaic [Spartobacterialio [Chthoniobact) o 560, | o.10% | 0.20% | 0.20% | 0.10% | 0.30% | 0.10% | 0.00% | 0.00%
|erales];f _[Chthoniobacteraceael;z  OR-59
k_Bacteria;p WS2;c SHA-109;0 f g 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00% | 0.00%






