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Fig.1 Annual number of publications on the soil microbial community assembly research from 2003 to 2022
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Table 1 List of the top 10 cited publications in WOS database

SCRR4A W—EE KR R tH AR GIE b
Title of literatures First author Source Year Cited times

Revealing structure and assembly cues for Arabidopsis

Davide B. Nature 2012 1144
root-inhabiting bacterial microbiota avide ature
Using neTwork' analysis t({ 'explore co-occurrence patterns Albert B. The ISME Journal 2012 1071
in soil microbial communities
St'ruclu.re, variati.on, and assembly of the root-associated Joseph E. PNAS 2015 1008
microbiomes of rice
Mycorrhizal ecology and evolution; the past, the present, Marcel G. A New Phytologist 2015 755

and the future

Microbiology and Molecular

Patterns and processes of microbial community assembly Diana R. N. . . 2013 701
Biology Reviews
A -comprehensive -survey of soil ‘a(:linobacterial diversity Ryan T. J. The ISME Journal 2009 676
using pyrosequencing and clone library analyses
Mdss s?e(:tral rr'mlecular networking of living Jeramie W. PNAS 2012 523
microbial colonies
Generation of multimillion-sequence 16S rRNA gene Aolied and Envi al
ied and Environmenta
libraries from complex microbial communities Andrea K. B. Pp ) v 2011 512
. . . . Microbiology

by assembling paired-end illumina reads
Feed friends: Do plant exudates shape the root

(TP }inur rends: o plant exudaies shape e 100N Joelle . Trends in Plant Science 2018 489
microbiome?
Dynamic root exudate chemistry and microbial substrate
preferences drive patterns in  rhizosphere microbial ~ Kateryna Z. Nature Microbiology 2018 480

community assembly

22 EERHAEXRR

2 5 T 2003—2022 4 [H] WOS it 22 e - 8 i A Wy RV #4 Al A SR SRR SR T AR, B dE
MR ey By K EEAE ) 4 5 U W R IABE L R 58 T 9 J1 4 v ( Zhou JZ) 71 I RE 27 B UER A= W Bk 5 iy 1 2%
FHE(Li X2Z) ma Ol R HZE (Shen QR) | PUALARMPBI R KEFARYF5 5572 (Wei GH) 1 E BB rg 50+
SRR ST T A RETREHE ( Chu HY ) FTPY LR MBI R 2F B BT (Jiao S) &5, BT 07 1Y & SCR B BBl 7 12—21 Z [,
S IR UIE FIAE 95—518 Z I8, R Mg 5 | IR Yu I AE 7.92—40.33 Z [0) , AU £ 42 B0 FEAE 13—56 Z (8], Y
FAEE R BE B VOSviewer A2 B, FAE A/ B Ti%AE & S HADME R B SRR,

K2 WOS BiRELXHEHAN 10 WIEEER
Table 2 List of the top 10 most productive authors in WOS database

TREIBES R

fE# mMﬂz% _ %ﬁil}fﬁi?ﬁ_\ Average cited ﬂﬁ%_ﬁﬁmﬁﬁ
Author Number of publications Total cited times limes per paper Total link strength
Zhou JZ( JA%EH) 21 518 24.67 56
Li XZ(ZHH) 18 427 23.72 40
Shen QR( JLH5€) 15 183 12.20 13
Wei GH( F3#%%) 14 161 11.50 13
Chu HY (#75:3HE) 13 384 29.54 32
Jiao S(HEHR) 13 284 21.85 17
Deng Y ( 3HE) 13 384 29.54 16
Yao MJ(WhEAS) 12 170 14.17 31
Xu JM(#REH) 12 95 7.92 20
Cowan DA 12 484 40.33 15

http ; //www.ecologica.cn



16 4] Wik A5 ET SCHRTT i T A SRR AE MRS A BT S S 6927

AFUS A 1R 7 A 2 L R A 2 T () B VR I 22 I 5 A0 R R B A S i) s iV 2 L I 4% T
AL, AT DL I 58 U A% O SO G AVE G &R . TEAVE LB v [ i T AR K | AR 3R e SO B i
Z s BVEE Z A B A, (R 228 Z Rl B VR R % s A R — RS b, S KW B A B R SR 2k
W R AR AT T HE 2B R R Fh S R B DG AR

K2 @8 T 2003—2022 4[] - HEi A MR A EEF ST U 19 99 A AEH L AVEX R WEIh AT LA
SR R B ZoutE T RRRL BT 2k SC R B TEBE I AR BRI (Zhou JZ, 18
SRR 21, 85 IR 518, F BI85 IR 24.67 , AU R4 SR BE 56) (2R H (Li XZ, 18 SCR A 18, g5 ik
427 BB IR 23.72 A AR BRI 40) FIFEIEIHE (Cha HY , 18 SCRIEL 13, 815 3R 384, R 348 51 4 vk
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Fig.2 The author cooperative relationships of publications on soil microbial community assembly
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Fig.3 The top 10 countries with the most publications on soil microbial community assembly

2003—2022 47 HA[H] 7E 3% 913k & 22 SCHR B HE 24 A 10 457 AL A B R} 2% BE ( Chinese Academy of
Sciences) M K27 1A 5 F1] 43 K& ( University of California, Berkeley ) . P4 b & #k Bl £ K 2% ( Northwest A&F
University ) FIRFE H 22 K2 (University of Colorado) 55 (38 3) , & SCEUE7E 21—168 Z[a], B85 [ R ETE 193—
3807 ZI) A E HEHE SR BETE 23—217 Z[6] . Horh, & SCHCER S5 m T FE LA Ry vh R A B, i & SCE U
18.1%, 7 WOS 4l 2 s ie B HEA T 10 RBFFEHLG A 5 A b [ R BIEFE AL, 3500 o b R 7
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R3 WOS XHEZXER 10 fHIFF R
Table 3 List of the top 10 most active institutions of publications in WOS database

SCHRER BT R TIL I

IR FUE B o

o Number of Total cited Average cited - .
Institution .. . . Total link strength
publications times times per paper
PR
. . 168 2885 17.17 217
Chinese Academy of Sciences
TN R ZAAR SE R 0
L. . 56 3161 56.45 116
University of California, Berkeley
PR B 38 335 8.8 ”3
Northwest A&F University '
B RiZK#
L ) 33 3807 115.36 48
University of Colorado
bt Tk
o 28 652 23.29 97
University of Oklahoma
WK
. L. 25 193 7.72 35
Zhejiang University
e
o . 23 638 27.74 79
Tsinghua University
B R SR
. 23 1818 79.04 44
Utrecht University
R A R
- . o 23 608 26.43 27
Nanjing Agricultural University
FE PYAL AT [ S
. . 21 825 39.29 31
Pacific Northwest National Laboratory
LeidenUniv Yunrf@h Univ
NioolKnaw
Kyot®Univ
Netherlands Inst Ecol Niog Knaw Radboud Upiv Nijmegen Cranfigld Univ
. Wageningen Univ - - Lanzieu Univ
» Univ Sao Paulo Fu]lan’\lormal Univ Nanjing Nermal Univ P
Univ Warwick Rotharfigted Res Korea Pol@r Res Inst L)
Univ Greningen China @igr Univ
@niv GBttingen Univ Melbourne . y
Univ Cdpenh: . . i Pekifg)univ
Iniv Cepenhagen Swedish O/Agr Sci b VNanjing Agr Univ Univ-Neuchatel ' .
s N - " « Univ Belsinki
Univ Gologne
Ufz Helmholtz Gtr Environm Res .. Penn State Univ Chm d SCI
- FujianAg restry Uniy @
Univ Rotsdam Chinese Agad Forestry
- Berlin Brandenburg InsbAdv Biodivers Res Bbify /1, Nonhww&F Univ- HangzhoutNormal Univ
Agrascope Free URIV Berlin  yos Univ Toronto
Goethe Uy Frankfurt VWestern Sydney Univpacific Nortfiwest Natl Lab
Univ orraine  ~~ Calfech Hunand@gr Univ
Ohio Sfate Uni Cornéll Univ Univ. Ténnessee Sun-Yat§en Univ
i Zheji Univ
—gﬁv"ﬁfﬁ?ﬁ g l‘ No Arizona Univ, of HuazhofiglAgr Univ
MarinaiBiol Lab Swiss Fe({kt Technol ® Univ “homa‘ Arizona State Univ

°
Univ &fizona | NASA

®
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a* U”'V'C%”‘e'%v Tsingfilia Univ
i o Dayis
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Fig.4 Distribution of publications source institutions in field of on soil microbial community assembly in WOS database and their

cooperative relationships
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Table 4 List of the top 10 most active foreign journals and their influencing factors

. i SCHR A , ,
R A ; SRR e Ik AL .,

m SO g PO REBSIRRC g

Number of R Total cited Average cited
Journal L Percentage of total . . Impact factor

publications . times times per paper

literatures

Frontiers in Microbiology 109 11.7 1844 16.92 4.71
Soil Biology & Biochemistry 57 6.1 1531 26.86 6.23
Environmental Microbiology 49 5.3 1766 36.04 5.19
The ISME Journal 48 5.2 5555 115.73 9.66
FEMS Microbiology Ecology 42 4.5 539 12.83 3.99
Science of the Total Environment 37 4.0 332 8.97 6.70
Applied and Environmental Microbiology 33 3.6 1227 37.18 4.30
Microbiome 28 3.0 787 28.11 12.24
mSystems 25 2.7 290 11.60 6.55
Applied Soil Ecology 24 2.6 169 7.04 3.56
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