sample_IY_1 reSeq_raw_fastq (total reads: 254048)
rOOt e

ce?lu ar
organisms
95.7%
karyota

Bacteri
67.9% _
environmental

6.79
I
Opisthokonta
samples

Protecbagter ’ “Bactaia o apbacteria ke
g B o / 56 T 37.2%
1
obacteria Qassified BacH Clobtridia Deinbeocei canddate. Bacterdidetes Actinobacteria Fungl
Protbacteria vk v
T h / Y T T T 7% / \
Baciles Lactobhilales Clostrldiales D vromen Micrdeoccales J
06% 0% 1.3% 1.4% s 4 0.6% 0.% 1.7
/\ \ 29. 4
s , 5 I R e . Ascomycota iomycota v
SurktNidbrices candidatecvigh 381 baceru Ammwcs :
0.7% i 0.7% 0% o5t o 0.4% 14% 02 0.6% 0% i 2.7%
monas ndfsited Deinotocous iy o Ferbkin Ardvobacer wndafsted o SaCCharomyceta Agaricohycotina - ol
02% 11% 06% w ore - ]% "/3 2% T 1
Pezizomycotina : RoL.a
Endoc Saccharol na y Agf‘“i yeetes allomycis CSF55
0.8%

leotiomyceta Agaricolycetes S
incertae sedis R

Endoclymum mycetes
' L% [ % 9. 80\0 0.7% \
Saccharo Lecancthh ideo myceta I rgrkes

Endochsium ycetales
" 16.8%
debaryorboetaceas ostkum Dothideomycetes sotsghyes

Pseud
0.9%
Microcgecineae ndochylriacese
bacterium LDB-B197
oy 9
0.2% 2:0% 9 90/
19. 0
\
Sacchan/A

1 o 8% %
Canmda/Lo derumyces os!roDachendae Doth\decmé?e ]\?poromycetldae
l ] 14.3%
ida Capnduiales Pleosporales
l l.l% 14|3%
Cobida Cladospbriaceae Pleosporineae
1.4% 13% 14.1%
Cladosborium Didymellaceae

13.7%
Leptosphaerulina
13 1%

Leptosphaerulina
ch m
137%



sample_lY_ 3 reSeq_raw_fastq (total reads: 5403)

Desulftobacterium

root
100%
cellular
anisms
98.4%

Bacteri karyota
9.9% il 54.4%

I .
Obacterla enviromental Op'sthokonta nvironmental

Bacteria group samples

unclassified Bacterdiggtes/Chlorobi

Microtocgineae
0.2%

samples

I P T ? P 34.2%

- 22.% % | 204

GammaprotesbaCieria ! Bac Clostridia canddate Bacterbidetes Actinobacteria uncultured
0.9% Y ProteQugteria % 2 ] division) JS1 1.2% marine ar¢haeon
N 0.8% 6 0% /2 89 L1% 4 20
Bacitdle Lactobhilaies Clostridiales E"Vs'fmgl‘::‘a' Bacioidia Actinomyeefales s%mococcales acterisles Chytridiol B\asmaLmycma omycota
) O s 3. s 0% 1.9% e op 4% 7.30 o 2.8% 0.4% 21.29, 2.1
o 8 0
I
" Ngssied uncuhured unclassj Micrococcaceae - Ascomycota -
el mone oo ko o ssifiec Lachngszzaceae ookesididate division JS1 bame”ugﬂa;.z n:a\es Actinomygetales Mlcrobgss/:aceae CmynehD sprcese Chylnglur;]ycetes B\asmclgclﬂo/nmyceles y iomycota Ri zeD/InIa

0.7% ]% ’/13'80 A 1_[% 17.4% 2.7% 2.
|
pseutbmonas uncigasified ok i Renibact€rium cter unclgisiied cl SaCCharomyCE‘ta Agaricomycotina Roglla
ooy Lachnospiraceae % Actinomycetales (miscellaneous) & Micrococcineae (miscellaneous) "S5 ) aciad oo alomycis
05% 2% S0 11% ] ' 5.7% T e
Microcdkcineae Pezizom in ; Rofella
bacteriurh LDB-B197 E"d"c{'yq:fceae Saccha;ro o na ezizomycotina Aganiomycetes allomytis CSFSs
11% : y ]_1.%% :
Endod ﬂyA:rlum Saccharo:nycetes leotiomyceta Agariconyceles  agan srycotidae

LI 2f % 1.7% 0.8% 1
E”{:‘r’"cosyl‘;'r‘\"“ Saccharomycetales Lecanororayt8ies dothideomyceta iomyceta Agarteales
" o oy : 9 0.6%

5% t 7.6% :[:
Debaryomycetaceae OSp UM Dothideomycetes Sordaridmycetes
1.1% 0.4% 7 6% 0.8%
CandidafL glideromyces i Dothid n/ tid Pledsparomycetidae
dade Ostroporhycetidae othideonfycetidae y
L% os% 2.3% 4.8%
Canldlda Capnodiales Pleosporales
11% 22% 4.8%
Catita Cladosporiaceae Pleosporineae
1.1%
Cladosporium Didymellaceae
1.3% 4.1%

Leptosphaerulina

4.%% .
Leptosphaerulina
chartarum
4.1%



sample_lY_ 8 reSeq_raw_fastq (total reads: 174)

root
100%

cellular
ganisms
98.3%

acteri - karyota

6.1%\ 28.2%
uncla$sified ' i n 0 baCte r I a enviromental Opisthokonta vironmental

Bacteria samples

% 59
2. 494% 2.9% 15.5%

\
Actinobacteria Eing

%

Gammaproteetfacteria -~ Betaproteohacteria R marine archaeon
4% 1.7% 49 4(y 17% .50/
) 0\'
,,,,,,,,,, G S IR . my/ Micrococcales
17% 1.7% 3% 9.2%
. unclassffied MICFOCOCC&K Ascomycota BaSfdiomycota
gy o3 > B~ e~ s - Actinomycetales 6.9% 2.3%
2 33.3% ]
unclassified Renibactérium saccharomyceta Agaricomycotina ohu
Lot - i L dgcese b - il Actinomycetales (miscellaneous) 3% 1.7% s
2.3% 0 / : {
p— Pezizomycotina Agaricomycetes ¥ s
o

2.?% ,7\
leotiomyceta W;/ [ .
.3% -




