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SCIENCE www.sciencemag.org

_ === Deciphering the Rhizosphere Microbiome
Mycorrhizal fungal diversity . . , a0 Bosynthes
determines plant biodiversity, o igease-Suppressive Bacteria

ecosystem variability and Peroxisome 0.07 0.84

letters to nature

Relative abundance Correlation (r) with

Gene Category (% of reads) % Verrucomicrobia

Fatty acid biosynthesis 0.71 0.89

od i 'ty . M " Pent hosphat

productivi Rodrigo Mendes, "t Marco Kruiit, "4 Irene de Bruiin,'§ Ester Dekkers, Menno van der Voort," Aty 1.42 0.81
Marcel G. A. van der Heijden*t, John N. Klironomosti, a2 : 3 . 34 3 ) _

Margot Ursic:, Peter Moutogliss, Ruth Streitwolf-Engel*, Johannes H. . Sthnmsder, Yvette M. Plcenlo, Todd Z. DeSantis,™" Gary L. Andersen, Tyrosine metabolism 0.37 0.81
Thomas Boller*, Andres Wiemken* & lan R. Sanders* Peter A H. M. Bakker, ]05 M. Raal]makers ﬂ Lipopolysaccharide 027 0.80

biosynthesis

Rapid responses of soil microorganisms improve plant

>
-~

fltness In novel environments Microbe History x Contemporary Water, P =0.0002 Valine, |ICUC|nC- |5I0|C'UC||"|9 0.90 -0.91
Dry Soil biosynthesis
Jennifer A. Lau*>' and Jay T. Lennon®<1?
Wet Soil Cell division 0.04 -0.85
*W.K. Kellogg Biological Station, Michigan State University, Hickory Comners, MI 49060; and Departments of *Plant Biology and “Micrebiology and - 34 +
Molecular Genetics, Michigan State University, East Lansing MI 48823 o CRED sl id
Edited by David M. Karl, University of Hawaii, Honolulu, HI, and approved July 16, 2012 (received for review February 9, 2012) Ke] S e ﬂICIO AL 0.41 -0.85
Global change is challenging plant and animal populations with  natural ities can make the ionary of £ metabolism
novel environmental conditions, including increased atmospheric  global change difficult to predict, but understanding adaptation in S o | ) . 1.76 _0.84
€O, concentrations, warmer temperatures, and altered predipita-  a CommMUNity CONteXt is necessary for assessing Species’ responses = Nitrogen metabolism . .
tion regimes. In some cases, contemporary or “rapid” evolution  to global change and identifying factors that contribute to adaptive s
can ameliorate the effects of global change. However, the direction  responses to novel envi nts. § Porphyrin, chlorophyll 0.63 0.82
and magnitude of evolutionary responses may be contingent upon Natural pla.u [mpuhllmn interact with a dneﬁe mmu nity of . . -
interactions with other community members that also are experi- Many of the global rivers L metabolism
encing novel environmental conditions. Here, we examine plant  that affect plant populations, such as rising ncentrations, 11 r
adaptation to drought stress in a multigeneration experiment that  global warming, and altered precipil regimes, simultancously Bacterial toxins 0.07 -0.82
feedbacks between plants  influcnce the abundance and composition of microbial commu-
and soil microbial communities. Although drought stress reduced Valine, leucine, isoleucine D e
0 degradation
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:i\ Global diversity and geography

lll FUNGAL BIOGEOGRAPHY

Leho Tedersoo,'* Mohammad Bahram,>} Sergei Pélme," Urmas Koljalg,”

n:

5% LR R [E]

Reconstructing the Microbial Diversity and Function of
Pre-Agricultural Tallgrass Prairie Soils in the United States
Noan Fierer et al.

Science 342, 621 (2013)

The diversity and biogeography of soil
bacterial communities

Noah Flerar*t and Robert B. Jackson**

*Diepartment of Biology and *Nicholas School of the Environment and Earth Sciences, Duke University, Durham, b
Edited by Christopher B. Field, Camegie Institution of Washington, Stanford, C&, and approved December 5, 200¢

For canturies, blologlsts have studied patterns of plant and animal c mmunities | 14) a d ..j
diversity at continental scales. Until recently, similar studies were J,. :m-l dg
Impossible for microorganisms, arguably the most diverse and | h cterial commu l s
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1. Earth Microbiome Project

The Earth Microbiome Project is a systematic

attempt to characterize the global microbial
faxonomic and functional diversity for the benefit
of the planet and mankind

2. Human Microbiome Project
studying the role of microbes in human health and disease.
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4.1 BHIMEMESE

> WG — BT,

> BRI IR, 5 B AR

> B REUER, EEERLE, SRR —10-10cmt88H &,
FEEL0N LR, IBEN— REIR S

> BB RSB ES . M TERAER, 7 ELEER0-
10, 10-20. 20-30 cmEUf¥.

Sample 1 i 6 ‘
LK O

Sample 2

Sample3 | ...........

Sampled | ...........

Sample5 | ..........

Sample6 | ............

Sample7 | ............

Sample8 | ...........

Sample9 | ...........

Sample 10 | ............




4.2 HEmBIRTE

1. PGS AEHWEML. 2. 3., EAEERXNFERES
7, G F AN TEHHES Biric; BEF KA ERMH
RERBR, oA R] B R

2. MIEEM IR R BIFRGH TR, T-20°CKEITRE

3. DNARF T H: — A5 iR U DNAT] PATE-40 °C/-80 °C
KK AL, BfsRRNA, WA DIREFREL-24E.

4. iREF 773\: DNAFESBLPCRE=Y iEHm T FHUK{RE T UKHEEF; RNA
R EHTUKIEE .

5. Zaiak: B OEESE, FIEEDNARESF/PNE FRE IR
B AN, WsomIF .08, PR ILE#HEF/NE S F BT

S

\
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I SEEMNFEAR
EX: BEENFEAR (High-throughput sequencing) XFR “ F—4%” M7

AR (“Next-generation” sequencing technology) , BE—IRFIATHIN L+ 2
JUB IZ%DNA FAT A E, —RRIZKEM.

— R FSangerit:: & T 265 P A BN 2 X U 7

:ﬁ?ﬂﬂ;’?: 454 sequencer, lon Proton sequencer,
lllumina sequencer,

=fRET I FE: PacBio Sequel, &H TAiFEERE
RE

M
BEE
it




5.1 MFFEREENA: MiseqIFES

Bk i yiN[a] EHiE=S Q30 B
2x250 bp ~39 hrs 75-85Gb > 75% V2R E
2x300 bp ~65 hrs 13.2-15 Gb > 70% ViEiE

WH. o, TEEEANF. BF8Hde novoilll 7. RIS HIERRN
Fr. #RIEE.

lllumina Miseqll 4% lllumina Miseqilll & F



5.2 MFEEERMTA: =ZRAMFN

PacBio =AUl ¥ X F#R/ESMRT (Single Molecule, Real-Time) lfF, BIE4rT5EZR}f
WF, ZHEETHRDMEESFRIER, TRY 3R RE 552 E .

B
1. BIRRUFER | FONFEKIEEI10~15kb , RIKTAIBII40kb
2, BERIERE : NFEREXZI30xAT , HifEIXT99.999% ( Q50)
3. I9—HYESSE : TPCRYIE(RIFIEFGCIREFIE

4, TTESRNEEEN | EHHTERENFRN e PacBio RSl
e
PacBio RSII PacBio Sequel
SEHR K 10~15kb 8~12kb -
ZMWs 157 10075
¥#EE / SMRTCell 500Mb~1Gb 5~10Gb ,
SMRTCell No./Run 1~16 1~16 PacBio Sequel

Run time / SMRTCell 0.5~6hrs 0.5~6hr



5.3 16S rDNAY I F SR ENFHHmER:

NG

DNAiE—,ﬂR
]Barcodef 5| i3k {TPCRY 18

(— MEmRIT M — N Jh$FRYBar code )

4

PCRF=HIZEL. EE (B

miIHERIM)
\ 4

D

=]bar code PCRAZH14E i

FERRE
$
WV EHE (Miseq
Truseq DNA)
¥
LML

AR FI=



5.3.1 ¥ FNFHFmERRBARELL: DNARE

> RTWEER IR, e

> BYLRS =R

B B H &R . {H5

2 PRI

> KA. ) ;&A%%Ejﬁﬁ[f Sy
sWn (AT, RIBE&H) .

25 A HH
> TERAIRSERHTIE, FRE-
MOBIO PowerSoil DNA Isolation Kit, B
FAZ15070, W& B IR R

HEFEAET -

LR

S— i Bl

REUIME
J%% (=3

&Xﬁw?‘ﬂﬁ

: B’Jiﬂ%?

& (8Jn/#%

MR, HO

R — IR AE R R




5.3.2 /1B F N F i am & Y

YARER2: 5|4

Barcode + 16S rRNAE X 5|4, 15 2 AR i 5] B U]

GRS
e
2
M3
A
FEMS
FES6

Barcode IF [1] 5| #7515

515F_B1
515F_B2
515F B3
515F_B4
515F_B5
515F_B6

inz:’ F%¥§1T35':f‘)i§532ﬁ:<>

BarcodelE [F] 5| #)515
CTACCGATTGCGGTGYCAGCMGCCGCGGTA
TCACCCAAGGTAGTGYCAGCMGCCGCGGTA
AGCCAGTCATACGTGYCAGCMGCCGCGGTA
AGCGAACCTGTTGTGYCAGCMGCCGCGGTA
GTTTGCTCGAGAGTGYCAGCMGCCGCGGTA
CAAACGCACTAAGTGYCAGCMGCCGCGGTA

5[5 5] #7909R
CCCCGYCAATTCMTTTRAGT
CCCCGYCAATTCMTTTRAGT
CCCCGYCAATTCMTTTRAGT
CCCCGYCAATTCMTTTRAGT
CCCCGYCAATTCMTTTRAGT
CCCCGYCAATTCMTTTRAGT

1. Barcode®—MMEHF12MEER —BDNAF B, HAXRX S AFBIER, E35%E6 K

B ANFE 51 Y0HI5" 4 o

2. BarcodeR] LAHNFEIE M BR 5 M 5| KI5 %, REEL—514 L inbarcodeBlH]; #1iE
1E Wi ER barcode, — /M i B2 I F #H [R] barcode K.

3. HEEREM S| ¥nbarcode] 1k 516S rRNAJREAHE, 048 M 7 E & & A nif,
barcode5|#J>N: barcode + 5’-nifH-3’,

4. Barcodel. 2. 3

X NERFERFH, FEERSIRERS.



51 47T My =551

7 _ .® . N . ETANTE (BB BHERAT
4= ATAYTE (BB BRGEERAFT  SIUEBRITHER www sangon.com
- L& RGE: synth@sangon.com
LGI=EE HithH JbniEREE: beijing@sangon.com
B HithH B S5 ERSS HLE . 8008203090
* U N4 ikt I BER
* 2 SR ididadia L FAR A A E-maili] Fqf (T i 7 .
* R B ididadid 2. DRI VT # R e N [ A b3, T R R R B AT AT L, 1]
A ity S BRI E -mail [B] 5 1 AN B S S
* 7% Pl . it 3. E B B S RN IR
* % FHL: ikidadi
*HRABEEEIE: | GEUESRHERE, LIEE)
*E-MAIL:
* 27 % EXK H R K 7z AR (9020
*RERERPERE i
fe==

D Primerf# |5)(5103) R S T R T S T

515F_B1 CTACCGATTGCGGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B2 TCACCCAAGGTAGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B3 AGCCAGTCATACGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B4 AGCGAACCTGTTGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B5 GTTTGCTCGAGAGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B6 CAAACGCACTAAGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B7 GAACAAAGAGCGGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B8 GCTAAGTGATGTGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B9 AAGGGACAAGTGGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B10 |AGTGTCGATTCGGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B11 |CTATTAAGCGGCGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B12 |CCTACCATTGTTGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B13 |GAGTCCGTTGCTGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F _B14 |GATAACTGTACGGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B15 |TAAACCTGGACAGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B16 |CCGAATTGACAAGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B17 |CTGGCATCTAGCGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B18 |GGTGGTCGTICTGTGYCAGCMGCCGCGGTA 30 5 5 ULTRAPAGE

515F_B19 |ACTATGGGCTAAGTGYCAGCMGCCGCGGTA 5 5 ULTRAPAGE

%I%AEEBT 7] A& A5 0D, ﬂ%ﬁ%ﬁv\%luﬁ‘dﬂ PAGEZi{L . AT &S RLEYIaH
BYEIEN, JTHEHR16S rRNA, EEERE.



5.3.3 ¥ EFNFHRESFHNFEAREL3: PCRY 12

> PCRERP M EKBIHETISEREERKEROR
*T@P(JPCR&@MZIS/% :

5 22 PR
*”dNT
EMBIY o urrmmmnrssEEEaRs 595 $ibarcods)
ALY

7ﬁ1ﬁDNA

Tag DNAK & B

Mg 1.5-2.5 mM

> ﬂiﬁﬁnnmdﬂlﬁﬁl il f.'%, nJUﬁL MRMER. BE
MgCLEE. IRETagBFHE. MBSARKMR,
> YHE§16S rRNA I:I:‘EL%WS»&E:F W, TH18S rRNA &5 .




5.3.4 i W FAFFEmERHNRAERS: KA

¥ EHREEFFVITR, R4, MTHELERH. BarcodeT | MMPCRE B =40, WM
VIR 2E4k, 235 FNanodropfE R BEFARE. FHEERAL AT &7, BELER
& B H 33 ORI &
Size in base
pairs

5000 —
4000 —

3000 —

2000 —
1800 —

1000 —

500 —

Jack Parker



5.3.5 3 1@ F M FHEmEZTHBEARELLS

lkbA*$ [y

T Se—

97 Bt DVLO1_2015.0. O IRAA AR == + FEpechc+ 3RS ANI201 50021 s - Mie
%E?{E APCRFZ:%#FII:I':I EX ~ = rmmss o2 me #8958 mem acoh
I:\' #ED Ju LA L ==E e Sewss =8 . E A z
(B— MRS AR e 2 - soen 2 | |
= HA (o . gmm B U - &-A- - Hanmmm s - % o (B8 s
A E X KBarcode) s " - =
32 - 12
A E B D E F H I hi K L
1 MRS Barcode Primer G15F FPrimer 909R 1A AZRS B PCREYHREmel) (100 ng DNA EEFHER (u)
2 Bl B15F_E1 909K EIL1 TEMIBEM RS 184 543
3 B2 515F_RB2 905k BEL2 TIEMEBM AR 193 5.18
4 B3 B15F_E3 90K EIL3 TEMBEBWRAAMERS 33.7 2.97
5 B¢ B15F_Rd 909K BIL4 TEMBRRAMESR 246 4.07
f BS 515F_RB5 905k BELS TIEMMEBR AR 21 238
7 EB& 515F_E6 90K EILG TEMBWRAAERS 50.6 1.98
Truseq DNA @E 2 ET B1EF_E7 909K BILT i%miﬁﬂﬁﬁﬁﬁu%? 332 3.01
9 B8 515F_EB 905k BXLS TIEMMEBR AR 32 3.13
10 B3 515F_EQ 90K EIL3 TEMBEBWRAAERS 382 2.62
11 BI1O 515F_B10 909K EIL10 TEMBEMRMESRIC 459 218
12 Bil 515F_B11 905k EXL11 TIEMBMTAESRIL 223 448
13 B1zZ 515F_E12 90K EIL12Z TEMEWAAMESRIZ 398 2.51
14 BIZ B15F_B13 909K BIL13 TEMBMAMESRIZ 336 2.98
15 Bl4 515F_B14 905k BXL14 TIEMEBMTAERIL 523 1.90
16 B15 515F_E15 90K EIL15 TEMEWAAESRIT 344 2.91
17 Bl 515F_B16 909K EIL16 TEMBMAMESRIE 35 2.86
18 B17 515F_B17 905k BEL1T TIEMBMTAERLT 236 424
Mise ?@“}? 19 E1% 515F_B13 809K EIL1Z TEitEwRAERe 119 8.40
q 20 BI19 B15F_B1% 909K EIL1Y9 TEMPMAMESRIS 188 532
21 B20 515F_B20 905k BEL20 TIEMBMTAMERZ0 183 546
22 Bzl 515F_B21 90K EIL21 TEMBEWAAMESRZL 171 5.85
23 B22 515F_B22 909K BIL22 TEMPMAMESRZE 386 2.59
24 B23 515F_B23 905k BEL23 TIEMBMTAES2 234 427
25 B2d 515F_E24 90K EIL24 TEMEPWAAMESRZe 425 235
C 1 l BZ5 515F_B25 909K EIL25 TEMPMAMESRE 134 746
P R Ong u E26 515F_B26 905k BEL26 TEMERTMERE 73 13.70
28 [B27 515F_E27 BEL27

260/280: 1.8-2.0
260/230: EIFKT1
js

1. J_EAFBindex, PAX 53 A FEHEE;

90K TEMEWAAMESRZY 142 7.04

R ) H Y

B — AN EF A EEE E X Kbarcodef i ;

2. jCadaptoriEZERIPCR™=¥ 7T £, SEHNFKID T ERBW PG _EroligosFE E.
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> QiimeF5: ETLinuxEr{ERSA

> RDPFES: windowsFs, B5ERE

> Mothur'PF5: SMEIERAE, RGN




5.3.7 ¥ FHRDP¥ & S th M il FF BUR AR =7

eI R ) R G Ed

v

JF UG YR AE RDP M vk W 4h 1k

v

&R 24 (Uchime 844

Bt ATLEDAE A B A o 1) )7 271 B50AH 45
(daisychopper #4)
|

v
1E RDP Wi 34T 77 H1 HE 5%
(Aligning)
- A e 9 2K
praN 2]
RS K -
o (Clustering)
(Classifying) I

- v

Geil OTU 43 A Al R
a2

(Rarefaction, shannon 4%)

h 4
511 IS SRr = s a i
(PCoA, CCA, VPA, Heatmap %)

v
TRV S5 R A 22 FEAE R L 5 A B R IR o R




75y EENMNARRE: 6.1 BREEF0IE
&R T AR LU AR IR W B E S X B R RO R AR R ALE

HEERN EEWE

12800-4100 m

7k 2200m8 1800 Stress=0.1123 = 1500
2000 ® 2000
* 3200 mg %12188 A 2200
o a K 3800 m? 2600 ¥ 240
T S 2800 o x
o ° 3888 8 > 2800
;| ® 3000
: B o3 "OO'. 3600 - e 3200
LAl o0 | 0o 2888 < e 3600
""" g 00000 2938 * 3800
_____ Yiei § o @ 4000
Eﬁi ) 1000 1600 2100 2500 2900 3500 3700 3900 4500 4900 som X 50 m w 4l00

EHEE (C)15¢ 118 9.4 7.0 46 L0 -0.2-L.4-5.0 -T.¢ . d v v

NMDSI

(MAT.MAP)

N -

ERK (mm) 638 1028 138 1613 1873 2263 2393 2523

Climate

Plant %)

1
1
'
1
1
!
i
[
'
1
1
!
1
(1
v

- [ % >
(Lietal.,, R?=0.89
F ro nti ers | n (PSR.DB) g 0567 pH, Conductivity)
Microbiology, S
2018) R?=0.84

GOF=0.76
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R T PRI A ERE RS LR NE T

W5 7o sE Al N S B IR AR 2 AR S AR R, RIL A alpha % i VR H A
FRIREN EMN TR EEEOC R E V). ARalphazZ it 5 EH RS HRGRIH B #
PIAHIME o A0 Be A T 1) B- 22 Pt 2 A2 3123 (A B S A AU 52, 1 B I B- 2 FE i 2
Bz A (Al PE BN I YL 52 . FEIIR AR R A S A Y B- 2 A B2 A
Ky T B R R M A 2 AR R fedr.  (Tu et al., 2017, FEMS
Microbial Ecology)
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1. An aridity threshold (Al=0.22) occurs along the transect, in which key driving factors shaping bacterial
community may be different.

2. Temperature is crucial in arid system. Adaptation of a bacterial community to extreme environment is
most important in arid system.
3. In semi-arid systems, precipitation increases plant biomass and carbon availability, thus, those bacteria

with fast growth and nutrient uptake ability gain the competition. (Yao et al., 2017, Catena ).
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1. Nitrogen-driven shift: bacteria mainly response directly to N deposition, e.g.
Proteobacteria, Acidobacteria. They change continuously with N rates.
2. pH-driven shift: some bacteria response mainly to pH when it drops below 6.0,
e.g. Verrucomicrobia.
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@‘; WS # Hove @ upoap Q searcH @B csTCloud @ HOW TO USE - e

WELCOME TO ENVIRONMENTAL GENOMIC CLOUD
THE HUB FOR BIG DATA OF ENVIRONMENTAL GENOME

We have provided (804GB) ) requests in tota

PIPELINES MODULES

Our unique database provide dozens of microbiome dataset resources

© Try our advanced search engine >

http://egcloud.cib.cn
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:‘ Z } it A HoMe &b uroap  Q searcH @ CSTCloud (FEIREE) SGNIN | SGNUP

CREATE PRIVATE ACCOUNT

One account is all you need
One free account gets you into everything

* Email: * Professional Title:
Researcher v

* Captcha: itute: ‘ . O r

Send Captcha u l—l ‘ |_
* User Name: * Department:
James
¥ Nainie: * City: Insight into the universal law of microbiome

Deposit and analyze your private NGS data set
Search and download public data set

* Password: * Street:

* Confirm Password: * Postal Code:
* Education Background: * Country:
Ph.D. v

Csoue | s
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'w). ENVIROMMENT GENOMIC CLOUD

RESET PASSWORD

..... One account is all you need

© Please fill your register E-mail address into following form to retrieve your password. We will One free account gets you into everything
send an E-mail that contains a temporary password to allow you login our database website to
change password. You should change this temporary password to a new one in time!

* E—mail:

RESET Insight into the universal law of microbiome

Deposit and analyze your private NGS data set

Search and download public data set
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Environmental Genomic Cloud

o * HFEBIELEERER * * TIPS FOR SUPPLEMENTARY DATA UPLOADING
7 1 BREERREP TER (sheet) E’JﬂﬁF’?’—Fﬂ‘E?
G T RPN = TR RGN i

Iiﬁifﬂ &,

3. EAEMERRiRE TR,
g é ?AIﬁﬁﬁﬁﬁj_g\]ééﬁgemss& . | -

iteName; #ltemsE—] = am: * e_Name * ame MAP
o BRI B W, Z95ErE it roup_N
e 5. BATHRE, HHA sﬁ’]—:r—EﬁzEj 1 ALOls Ali
o BARERANE U) .2 2 AL02s Ali

N ik SR T
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QT oD — U ,\ 5 o

33 6 BTO1s Batang not_collect not_collect not_c
space | ciin ] BTO02s Batang not_collect not_collect not_c
8 BT03s

Summary

1. READMEMITANTCVHEL 3 “gitems  #SampleN*GroupName  #File_Name

2. sheet&Z MRANN T A A5 4 1 ALOIs  Ali ALO1s. fastq. gz
I EN AN e A § 2 ALO2s  Ali ALO2s.fastg. gz

3. 7|°/$7ﬁ H E{éﬁq IZ Tﬁiﬁ:ﬂzﬁ' 3 AL03s Al AL 03s.fastqg. gz
Ak A ? 4 AL04s  Ali ALO4s.fastq. gz

4 T ifﬁ} 5 AL0Ss Al ALOSs. fastq. gz

5. /Xﬁ;&?& EI/JCE” 13 Umot CO”@Ct ?E 6 BTOls  Batang BTO1s. fastq. gz
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DEPOSITE YOUR DATA SET

Need help figuring out where to start? Py L ﬁ .
Try to learn more how to submit the data to SOIL BIOTA DATABASE. EF?' y . ):Li % IJ 5\_ %ﬁ Iﬁ E n

5 00 JHIRBIEIR AT

A Warning: This project still not be submitted! Please provied correct files and associated meta information, and click SUBMIT button to submit current project.

NEW SUBMISSION: SUBO00031

Upload Files & Project Info. Define Detection Method Define EGC Ontology Final Confirm

o 2 3 4
PETE— p—

X UPLOAD FILES

A NOTE: Please upload fastg.gz and xlsx files to finish file uploading.




| File Name | Format Size
516_9.fastg.gz fastg.gz 1817 MB
Iggeads ™ Run info. 516_10.fastg.gz fastg.gz 10.56 MB

Welcome to use EGC™

-___.d'_----]\--"‘-\.\_\_\__-

UPLOAD § RESET

e cel 0, R 4 s
@ Checking progress:

Total Files: 71
Total Size: 550.79 MB

Checked Files: 71

;J;!

I, 1 S SCAFS LA e —
corentsizec1zive ] 20 SR MDSAZES A ona-sto mcratiome serin platorn
urrent MD5: 4 cf07dadf2dd5c2a 43317 RN N \ N ,
3. IR NS, B
@ Uploading progress: 4 ll{—:_l; fﬁ‘j’ft[:ﬁ% %km‘ﬁ%{% ‘%‘
b 5. Uy SO RIS SO REAT T ORI PR 1A
etworl eed: 1. /s JAN
Ep:oadZdSIF:ilesd: :;30 - ]j ﬁ%i{%
Uploaded Size: 10.56 MB
Current File: s16_10.fastq.gz
Current Size: 10.56 MB
Current MD5: 049cae8f257148ce114b73810af37a6a
1. riiiFiles, WEEEAHISCH:
2. WEEHAETSCHEA (ReadsHIRun Info)
3. KLiTUPLOAD
4. FAESCAE
5. bARrlrE, RS dUPLOAD R ]
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A NOTE: Please provide necessary information for those files you uploaded.

* Project Name:

* Sample Count: * Sample Source:
======== Please select ======== #
* Data Type: * Primers:
======== Please select ======== : ======== Please select ======== #
* Sequencing platform: * Data License:
======== Please select ======== : ======== Please select ======== #

* Project Description:
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#* Space
* | ongitude * | atitude
GPS = GPS s
* Elevation
GPS .
£+ Climate
* MAP * MAT

Ak

Meteorological Station Based Interpolation Method

Ak

Meteorological Station Based Interpolation Method

## Vegetation

* \Vegetation Type

Survey =
£+ Soil
* SoilUtilization Type
Survey ¥
¥ Properties
* Conductivity * Total Mitrogen

Ap
Ap

Conductivity Instrument Kjeldahl Apparatus

* Ammonium Nitrogen * Nitrate Nitrogen

Ak
Ak

Ultraviolet Spectroscopy Ultraviolet Spectroscopy

* nH * Temperature

pH Meter

Ak

Thermometer

Ak
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{3 SUBMIT EGC ONTOLOGY

A NOTE: Please define EGC ontology for each sample your uploaded.

Soil = Forest ’ Broad leaved forest & Evergreen broad leave: 5 & Add
Search o B

(] File Name File Size Treatment EGC Ontology Level 1 EGC Ontology Level 2 EGC Ontology Level 3 EGC Ontology Level 4 Status
()] s16_9.fastg.gz 19.17 MB gl800 Soil Forest Broad leaved forest Evergreen broad leaved forest V
—1  s16_10.fastg.gz 10.56 MB g1800 Soil Forest Broad leaved forest Evergreen broad leaved forest V
n s16_11.fastg.gz 14.46 MB g1800 Soil Forest Broad leaved forest Evergreen broad leaved forest V
- 516_14.fastq.gz 3.28 MB g1800 Soil Forest Broad leaved forest Evergreen broad leaved forest V
| | s16_15.fastg.gz 11.75 MB g1800 Soil Forest Broad leaved forest Evergreen broad leaved forest V
s16_16.fastg.gz 2.40 MB gl800 Soil Forest Broad leaved forest Evergreen broad leaved forest V

1. EFEEE X WIAT
TR — R
A Add 24

XN KA [ Status I X XA N 2) 2], 1t B INE)
ﬁﬂ%u\ﬂ&ﬁ& %El 4% W, jZ%L_iE%?‘EE‘W&E&E’Jﬁ, TR 5 R 1-475 5%
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$» FINAL CONFIRM

A NOTE: Please confirm all information for finalsubmission.

Submission |D: SUB000001

Project Name: Soil bacterial community along the elevational gradients of Gongga Mountain, China

Project Description: Ecological understandings of soil bacterial community succession and assembly

mechanism along_elevational gradients in mountains remain not well understood. Here, by employing_the high—

factors and community assembly mechanisms along_the elevational gradients of 1800-4100 m on Gongga

Mountain in China.

Submiter: lichaonan

Institution: Chengdu Institute of Biology

Department: Chinese Academy of Sciences

Sample Count: 71

Sample Source: Soil

Data Type: 16S rRNA

Amplifying Primers: 515F/B06R (16S rRNA)

Sequencing Platform: lllumina Miseq
Data Authorization: Private
Data Requestion Condition: Co—first author

Creation Time: 2019-05-03 05:33:32
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A Warning: This project still not be submitted! Please provied correct files and associated meta information, and click SUBMIT button to submit current project.

NEW SUBMISSION: SUB000001

Upload Files & Project Info. Define Detection Method Define EGC Ontology Final Confirm

o SUCCESS °

:’} Your project has been submited to our plat

form successfully! You will receive an email l AskipToStep1 | ASkipToStep2 | @ Final Submit

if your register email address is valid (8217

90729@¢qa.com).
<7 FINAL CONFIRM

A NOTE: Please confirm all information for finalsubmission.

Submission ID: SUB000001

Project Name: Soil bacterial community along the elevational gradients of Gongga Mountain, China

Project Description: Ecological understandings of soil bacterial community succession and assembly

mechanism along_elevational gradients in mountains remain not well understood. Here, by employing_the high—

throughput sequencing_technique, we systematically examined soil bacterial diversity patterns, the driving
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"‘?}- REERAE @ Home @ upoap  Q searcH @B CSTCloud (FERHEE)

Project s 16S rRNA

b P 4 b 1 4 B A 7

? GENERAL MAP : , 9 Common Markers Q :[;ﬂj |7§] % E_ ©2 CONSOLE

Hi b L D)3 2 FIREN K OF &)

' @ShowinTextlList L~ Send To Analyze

Filtering Levels:

CENE (o
FERAREAT 2= 5] %

PO TN S AR

T i PR

' O REERFRRA ARG, AEEHEEAERIIE
@

L Double click the tags to delete added indices.

| | TS T AL R 24T 7o Search @ Clear All
] A = Fe b E %4
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f' 3“5“1@«%@5‘5—' A HoMe @ upoap Q. searcH @B CSTCloud (MERES) az@E® | o

W ENVIROMMENT GENOMIC CLOUR

Project ¥ 16S rRNA

% GENERA £ CONSOLE
ADD FILTERING CONDITIONS

_ VNIEE =y I @ Show In Text List 2 Send To Analyze

PROPERTIES PROPERTIES Filtering Levels:

Meta Properties

Conductivity (
Total Nitrogen (

Double click the tags to delete added indices. 51 [T 151 2% 7K “F- ] VB BT A Fe b
j] AN ﬁii ﬁj?ffh%ﬂ - & Change Level ® Clear All

Double click the tags to delete added indices.

#, Start To Search T Clear All
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Project 165 rANA

‘H ENGINE

% Conductivity [»=01 :

% Detect Method For Conductivity:

vity Instrument

% Total Nitrogen [>=01] :

500 Kiv
o SEIME© 2019 AutoNavi - GS(2018)9842

L 1 R —

A HOME

SIS R R

& urLOAD

Q| sEARCH

& csTCloud (FERES) & FHER

£ CONSOLE

@, Show In Text List l#* Send To Analyze

(U]

Filtering Levels:

Meta Properties

Conductivity
Total Nitrogen (

Double click the tags to delete added indices.

&, Start To Search Tl Clear All
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:‘('“ > AREFET # HomMe @ uroap Q searcH @B cSTCloud (RERES)

Project 16S rRNA

? GENERAL MAP Screen &2 CONSOLE
=+
R 45

ease click a point on map to find sample information

|+ Send To Analyze

Filtering Levels:

Meta Properties H -

Double click the tags to delete added indices.

@ Clear All
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16S rRNA

? GENERAL MAP | @ Full Screen £ CONSOLE

You clicked marker at [ 99.71 ,35.87 ], Sample accession number: REAOCC0984
@ Show In Text List | Send To Analyze

DETAILED INFORMATION FOR SAMPLE: REACC00S84

Filtering Levels:

PLE INFORMATION Meta Properties

ITEMS VALUES
T PROPE
PROJECT ACCESSION PRJOO Total Nitrogen (

READS ACCESSION
DATA TYPE
DATA TYPE

TA TYPE
DATA TYPE
DATA AUTHORITY
SAMPLE SOURCE
AMPLIFYING PRIMER

Double click the tags to delete added indices.

4, Start To Search i Clear All
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P :fwﬁmﬁfoﬁﬁ #Hove @ upoap  Q searcH @B CSTCloud (MEREE)

Project = 16S rRNA

9 GENERAL MAP | £ CONSOLE
Microbial Community Composition KigastZ/EAE N MR- 1/1D) BN = Sond To Analyze

Filtering Levels:

<

Kingdom Phylum Class Crder Family Genus Species

: : ; S Meta P ti
Microbial Community Compostion At Order Level EEEEREAS

r—/\\. idobacteriales
Bacillales

——ﬂr N

Subgroup_6

Subgroup_4 —

Sphingomonadales Sphingobacteriales

Double click the tags to delete added indices.

&, Start To Search @ Clear All
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y
h‘. EMVIROMMENT GENOMIC (0UD

Project = 165 rRNA

i

10 per page ~ 4 Sort by data finished time ~ iE Display sample recor 4 Sent to ~

= DATABASE SUMMARY

earched records: 1to 10 of 32 in total

) Projects (5)

O Samples (526) * %ou must clear all your selected records by click this button before your plan to
O Pipelines (13)

rt a new requestion!

O Modules (0) B 1. Microbial diversity in Chinese temperate steppe: unveiling_the most influergial environmental drivers: REA00QQ874

READDOQ874 | PRJDOOOOE | 165 rRMA
Soil | llurina Miseq | 515F/B0BR (16S rRNA) | 2019-05-06 | 5 ssarches | o

€ DATA TYPE B 2. Microbial diversity in Chinese temperate steppe: unveiling the most influential aavironmental drivers: REAQQC0903 |

READDD0903, J 10 per page ~ % Sort by data finished time ~ &= Display project records ~ Iﬁ E ﬁ” 4 Sent to ~
B6S rRNA (422) Soil | Nurninal J\ ﬁ

8S rRNA (0) - 3. Microbi A Searched records: 1to 4 of 4 in total
BEADDDOS04 LSS * You must clear all your selected records by click this button before your plan to start a new requestion!
Soil | Murnina
a 1. Microbial diversity in Chinese temperate steppe: unveiling the most influential environmental drivers
- Mi 4 i
4QM icrobi PRJO0O00B | 151 samples | 165 rRNA
REAQDODI06 Sail | llurnina Miseq | 515F/BOER (168 rRNA) | 2019-05-06 | 5 searches | o
Soil | Nurnina

2. Soil fungus community along_the elevational gradients of Gongga Mountain, China

» morA (0) — 5. Microbid PRJ0O0000S | 71 samples | ITS
Soil | lllumina Miseq | ITS4/gITS7 (ITS) | 2019-05-05 | 29 searches | {€))

» amoA_comammox (0) REAOCODSEA
moA_ACB_like (D) Soil | Nlumina 8 3. Soil bacterial community structure in Chinese wetlands
PRJ000002 | 200 samples | 165 rRNA
- 6. Microbii Soil | lumina Miseq | 515F/BOBR (163 rANA) | 2019-05-04 | 32 searches | ()
& DATA SOURCE REAQUO0901| 4. Soil bacterial community along_the elevational gradients of Gongga Mountain, China
Soil | Nurmina

PRJ0O0O001 | 71 samples | 16S rRNA
Soil | Nlumina Miseq | 515F/80BR (165 rRNA) | 2019-05-04 | 37 searches |°

? Soil (526) 7. Microbig

ages, Skip 23
@ Water (0) READOOOST] | < n 1pages, Skipte = 1  Page %
_ Soil | Nlurmina
? Plant (0)
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Project 165 rRNA

= PROJECT INFORMATION IDE\i E )[;:F‘[EI%

Project 165 rRNA
= NES

> SAMPLE INFORMATION > META DATA > DIVERSITY 2 MICROBIOME > SEQUENCE FEATURES > PHYLOGENTIC FEATURES

Project Name: Microbial diversity in Chinese temperate steppe: unveiling the most influential environmental drivers

Project Description: Temperate steppe is extremely sensitive to the current global changes. However, what are the main environmental
variables driving microbial diversity in temperate steppe are still unclear, something that impairs doing_predictions about
the expected effects of global changes on microbe—-mediated ecological functions. This is why, in this study, the

Sample Detailed Information

Sample Number REAQ0Q0874
Project Number PRJO00008
Search Count 5

Submiter lichaonan
Submiter's Country China
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N EMVIROMMENT GENOMIC CLOUD

Project v 165 rRNA ] Q SEARCH \
1. HdE i N
- 10 per page ~ + Sort by data finished time ~ iE Display sample records ~  Sent to ~
= DATABASE SUMMARY
A Searched records: 1 to 10 of 32 in total
Projects (5)
Samples (526) * You must clear all your selected records by click this button before your plan to start a new requestion!
Pipelines (13)
Modules (0) most influential environmental drivers: REA0000874
RE DATA STATUS XK
So
£ DATA TYPE PR e : fal A R AARARRAS
1. PRJOO0008 Haq.lsst T T e

& SEND EMAIL TO SUBMITER

o5 s (422 S Pernoad | 3. RIEMBEARAE a2

185 rRNA (0)
- 3. Co-first author
TS (7)
RE!
nifH (0) So Your accepted condition:

a»

phoD (33) Co-first author
pmoA (0) U
nirS (0)
nirk (0)

mcrA (0) [] 5. Microbial diversity in Chinese temperat|

*Subject:

g >

m Data Requestion for PRJOO0O008
* Email Content:

x (D) B FE:
amoA_comarnmox (0) REAO0O0984 | PRJ0D000S | 165 rRNA o ; v
EAAT

amoA_AOB_like (0) Soil | llumina Miseq | 515F/B06R (165 rRNA) | 2018-054 ?27'}3‘337*}3 J L't

O 6. Microbial diversity in Chinese temperat

REA0000901 | PRJOOO0OS | 165 rANA
Soil | lllumina Miseq | 515F/B06R (165 rRNA) | 2019-05;

) DATA SOURCE

[] 7. Microbial diversity in Chinese temperat
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<> Project ID: PRJO0O0003

<> Your data set requestion precondition: Co-first author

<> | accept condition: Co-first author

<> Requested samples: REA0O000321, READD003 18, REAOODD320

<> Please visit EG Cloud (http://210.75.236.64) to processes it in time, thanks!

Kou Yongping

Researcher | Ph.D.

Chinese Academic of Sciences, Chengdu institute of Biology
Renmin nan road, Chengdu, China, 610041



B 15 R — BE A

# HoMe & uroap Q  searcH @B cSTCloud (FEIRHES)

Welcome to EC Cloud, >> The deliberate designed persoan center helps you to use our platform easily.

ARD & MY EG-CLOUD ~

& SEND EMAIL TO REQUESTER éﬁ*ﬁi’ﬁ:%jﬁjﬂﬂﬁjﬁéﬁ sHBO

Co-first author

of* My Authoriza

Requester should accepted condition at least:

“>

Co-first author

O Project ID R *Subject: = i&ﬁiﬁ?%i‘%*ﬂﬁ%@)\ [

Refused Permanently: Data Requestion for PRJO0O0OC ﬂ

|Saarch H o om. ‘

O PRJO00O002 . Not Procesz Refuse Perr

* Email Content:

Showing 1to 1 of 1 rows

<4 REQUESTED SAMPLE ACCESSIONS e
'-{-:‘ i IR R Data Requestion S REAG@D321
lh‘ P ENVIRONMENT ¢ ] )
Pt Data Beguestion =====> REABBOAI1E

Data Requestion s=mma REABBRDIZA

s HAE 1 RIAUIREA

* Email Footnote:
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