CITATION REPORT
List of articles citing

Source: https://exaly.com/paper-pdf/57928015/citation-report.pdf
Version: 2024-04-20

This report has been generated based on the citations recorded by exaly.com for the above article. For
the latest version of this publication list, visit the link given above.

The third column is the impact factor (IF) of the journal, and the fourth column is the number of

citations of the article.




e

905

903

901

899

897

895

893

CITATION REPORT

Paper IF Citations

Mathematical Modeling of Microbial Community Dynamics: A Methodological Review. 2014, 2, 711-752

Comparative integrated omics: identification of key functionalities in microbial community-wide
metabolic networks. 2015, 1, 15007 59

Diversity of key players in the microbial ecosystems of the human body. 2015, 5, 15920

Linear growth Faltering in infants is associated with Acidaminococcus sp. and community-level
changes in the gut microbiota. 2015, 3, 24 77

Atmospheric N deposition alters connectance, but not functional potential among saprotrophic
bacterial communities. 2015, 24, 3170-80

Redox regime shifts in microbially mediated biogeochemical cycles. 2015, 12, 3713-3724 8

Microbial responses to changes in flow status in temporary headwater streams: a cross-system
comparison. Frontiers in Microbiology, 2015, 6, 522

A network-based approach to disturbance transmission through microbial interactions. Frontiers in 5
Microbiology, 2015, 6, 1182 57 4

Cross-biome comparison of microbial association networks. Frontiers in Microbiology, 2015, 6, 1200 5.7

Cyanobacteria drive community composition and functionality in rock-soil interface communities.
2015, 24, 812-21 47

A methodological framework for linking bioreactor function to microbial communities and
environmental conditions. 2015, 33, 112-8

Ecological perspectives on synthetic biology: insights from microbial population biology. Frontiers
in Microbiology, 2015, 6, 143 5749

Metabolic interactions in microbial communities: untangling the Gordian knot. 2015, 27, 37-44

Deciphering microbial community robustness through synthetic ecology and molecular systems L
synecology. 2015, 33, 305-17 4

Ecology and exploration of the rare biosphere. 2015, 13, 217-29

Extinction risk of soil biota. 2015, 6, 8862 124

A Lipid-Accumulating Alga Maintains Growth in Outdoor, Alkaliphilic Raceway Pond with Mixed

Microbial Communities. Frontiers in Microbiology, 2015, 6, 1480




(2016-2016)

o1 Community Structure in Methanogenic Enrichments Provides Insight into Syntrophic Interactions in o
9 Hydrocarbon-Impacted Environments. Frontiers in Microbiology, 2016, 7, 562 57 4

Co-occurrence Analysis of Microbial Taxa in the Atlantic Ocean Reveals High Connectivity in the

Free-Living Bacterioplankton. Frontiers in Microbiology, 2016, 7, 649

Transitioning from Microbiome Composition to Microbial Community Interactions: The Potential of

889 the Metaorganism as an Experimental Model. Frontiers in Microbiology, 2016, 7, 1610

57 22

On the Origins and Control of Community Types in the Human Microbiome. 2016, 12, e1004688

The Contribution of High-Order Metabolic Interactions to the Global Activity of a Four-Species

887 Microbial Community. 2016, 12, 1005079 35

The interconnected rhizosphere: High network complexity dominates rhizosphere assemblages.
2016, 19, 926-36

Taxon interactions control the distributions of cryoconite bacteria colonizing a High Arctic ice cap.

885 2016, 25, 3752-67 41

Geological connectivity drives microbial community structure and connectivity in polar, terrestrial
ecosystems. 2016, 18, 1834-49

883 The role of tissue-specific microbiota in initial establishment success of Pacific oysters. 2016, 18, 970-87 67

Distinct interacting core taxa in co-occurrence networks enable discrimination of polymicrobial oral
diseases with similar symptoms. 2016, 6, 30997

881  Microbial succession in response to pollutants in batch-enrichment culture. 2016, 6, 21791 63

Topological distortion and reorganized modular structure of gut microbial co-occurrence networks
in inflammatory bowel disease. 2016, 6, 26087

879 A network analysis of methane and feed conversion genes in the rumen microbial community. 2016 ;

1

MetaMIS: a metagenomic microbial interaction simulator based on microbial community profiles.
2016, 17, 488

877 Metagenomes provide valuable comparative information on soil microeukaryotes. 2016, 167, 436-50 28

Challenges in microbial ecology: building predictive understanding of community function and
dynamics. 2016, 10, 2557-2568

High-rate activated sludge communities have a distinctly different structure compared to low-rate
875 sludge communities, and are less sensitive towards environmental and operational variables. 2016, 43
100, 137-145

Phylogenetic network analysis applied to pig gut microbiota identifies an ecosystem structure

linked with growth traits. 2016, 10, 2973-2977




CITATION REPORT

3 Structure, Variation, and Co-occurrence of Soil Microbial Communities in Abandoned Sites of a Rare
73 Earth Elements Mine. 2016, 50, 11481-11490 99

Air pollution below WHO levels decreases by 40 % the links of terrestrial microbial networks. 2016,
14, 467-475

The full-scale anaerobic digestion microbiome is represented by specific marker populations. 2016,

871 104,101-110 48

Structure and function of methanogenic microbial communities in sediments of Amazonian lakes
with different water types. 2016, 18, 5082-5100

869 The Ecology and Evolution of Microbial Competition. 2016, 24, 833-845 292

Attached biofilms and suspended aggregates are distinct microbial lifestyles emanating from
differing hydraulics. 2016, 1, 16178

867 Dynamic models of the complex microbial metapopulation of lake mendota. 2016, 2, 16007 27

Low abundance of Archaeorhizomycetes among fungi in soil metatranscriptomes. 2016, 6, 38455

865 Ecological networking of cystic fibrosis lung infections. 2016, 2, 4 52

Distance-dependent effects of pathogenic fungi on seedlings of a legume tree: impaired nodule
formation and identification of antagonistic rhizosphere bacteria. 2016, 104, 1009-1019

Temporal and spatial influences incur reconfiguration of Arctic heathland soil bacterial community

863 structure. 2016, 18, 1942-53

21

Microbial interactions and community assembly at microscales. 2016, 31, 227-234

Geographic patterns of co-occurrence network topological features for soil microbiota at

861 continental scale in eastern China. 2016, 10, 1891-901 403

Emergent technologies and analytical approaches for understanding the effects of multiple
stressors in aquatic environments. 2016, 67, 414

Inhibitory bacteria reduce fungi on early life stages of endangered Colorado boreal toads (Anaxyrus

859 boreas). 2016, 10, 934-44 66

Correlation detection strategies in microbial data sets vary widely in sensitivity and precision. 2016,
10, 1669-81

3 Insights in the ecology and evolutionary history of the Miscellaneous Crenarchaeotic Group lineage.
57 2016, 10, 665-77 70

Evaluating the core microbiota in complex communities: A systematic investigation. 2017, 19, 1450-1462




(2017-2017)

855 A family of interaction-adjusted indices of community similarity. 2017, 11, 791-807 24

Marine Ecosystems as Complex Adaptive Systems: Emergent Patterns, Critical Transitions, and
Public Goods. 2017, 20, 458-476

853  Analysis of soil microbial communities based on amplicon sequencing of marker genes. 2017, 53, 485-489 152

Soil Bacterial and Fungal Communities Show Distinct Recovery Patterns during Forest Ecosystem
Restoration. 2017, 83,

Environmental Metabarcoding Reveals Contrasting Belowground and Aboveground Fungal 5
Communities from Poplar at a Hg Phytomanagement Site. 2017, 74, 795-809 9

Making a microbiome: the many determinants of host-associated microbial community
composition. 2017, 35, 23-29

849 Disentangling Interactions in the Microbiome: A Network Perspective. 2017, 25, 217-228 327

Ecological diversity and co-occurrence patterns of bacterial community through soil profile in
response to long-term switchgrass cultivation. 2017, 7, 3608

3 An equation-free method reveals the ecological interaction networks within complex microbial L
47 ecosystems. 2017, 8, 1774-1785 3

Microbial network, phylogenetic diversity and community membership in the active layer across a
permafrost thaw gradient. 2017, 19, 3201-3218

3 Consequences of tropical forest conversion to oil palm on soil bacterial community and network 3
45 structure. 2017, 112, 258-268 3

The diversity and co-occurrence patterns of diazotrophs in the steppes of Inner Mongolia. 2017,
157,130-138

3 Multiple stressors in sediments impact adjacent hard substrate habitats and across biological
43 domains. 2017, 592, 295-305 17

Deciphering conjugative plasmid permissiveness in wastewater microbiomes. 2017, 26, 3556-3571

841 Community structure follows simple assembly rules in microbial microcosms. 2017, 1, 109 235

Microbial diversity and ecological networks as indicators of environmental quality. 2017, 15, 265-281

Strong impact of anthropogenic contamination on the co-occurrence patterns of a riverine

839 microbial community. 2017, 19, 4993-5009 110

Biodiversity and species competition regulate the resilience of microbial biofilm community. 2017,

26,6170-6182




CITATION REPORT

3 Microbial communities with distinct denitrification potential in spruce and beech soils differing in
37 nitrate leaching. 2017, 7, 9738 25

Assembly of microbial communities in replicate nutrient-cycling model ecosystems follows
divergent trajectories, leading to alternate stable states. 2017, 19, 3374-3386

835 Inferring network structure from cascades. 2017, 96, 012319 2

Ecological Network Inference From Long-Term Presence-Absence Data. 2017, 7, 7154

Early successional patterns of bacterial communities in soil microcosms reveal changes in bacterial
833 community composition and network architecture, depending on the successional condition. 2017, 5
120, 44-54

Modeling time-series data from microbial communities. 2017, 11, 2526-2537

Translating Phytobiomes from Theory to Practice: Ecological and Evolutionary Considerations. 2017 -
,1,57-69

Biogeography and ecological diversity patterns of rare and abundant bacteria in oil-contaminated
soils. 2017, 26, 5305-5317

829 Devilin the detail: a closer look at childhood obesity and the gut microbiota. 2017, 19, 11-12 5

Exploring the bacterial gut microbiota of supralittoral talitrid amphipods. 2017, 168, 74-84

Pediatric obesity is associated with an altered gut microbiota and discordant shifts in Firmicutes

populations. 2017, 19, 95-105 213

Dynamics of the Bacterial Community Associated with Phaeodactylum tricornutum Cultures. 2017,
577

Parasitic Eukaryotes in a Meso-Eutrophic Coastal System with Marked Phaeocystis globosa Blooms.
2017, 4,

Watershed Urbanization Linked to Differences in Stream Bacterial Community Composition.
Frontiers in Microbiology, 2017, 8, 1452

Fast and Simple Analysis of MiSeq Amplicon Sequencing Data with MetaAmp. Frontiers in
Microbiology, 2017, 8, 1461 57 47

Resolving Species Level Changes in a Representative Soil Bacterial Community Using Microfluidic
Quantitative PCR. Frontiers in Microbiology, 2017, 8, 2017

Cyanobacteria and Alphaproteobacteria May Facilitate Cooperative Interactions in Niche

Communities. Frontiers in Microbiology, 2017, 8, 2099 57 26

821

Statistical analysis of co-occurrence patterns in microbial presence-absence datasets. 2017, 12, e0187132




(2018-2017)

819  Using null models to infer microbial co-occurrence networks. 2017, 12, e0176751 38

Learning Microbial Community Structures with Supervised and Unsupervised Non-negative Matrix
Factorization. 2017, 5, 110

Large Blooms of () Underlie the Response to Wetting of Cyanobacterial Biocrusts at Various Stages

of Maturity. 2018, 9, 16

817

Estimating taxon-specific population dynamics in diverse microbial communities. 2018, 9, e02090

Bacterial Succession Decreases Network Complexity During Plant Material Decomposition in

815 Mangroves. 2018, 76, 954-963 =

Microbial rRNA gene expression and co-occurrence profiles associate with biokinetics and
elemental composition in full-scale anaerobic digesters. 2018, 11, 694-709

813  Designing Reactor Microbiomes for Chemical Production from Organic Waste. 2018, 36, 747-750 14

Deterioration-Associated Microbiome of Stone Monuments: Structure, Variation, and Assembly.
2018, 84,

Cropping practices manipulate abundance patterns of root and soil microbiome members paving

811 the way to smart farming. 2018, 6, 14

211

Microbial community assembly in wild populations of the fruit fly Drosophila melanogaster. 2018,
12,959-972

809 Using metabolic networks to resolve ecological properties of microbiomes. 2018, 8, 73-80 37

Structure of association networks in food bacterial communities. 2018, 73, 49-60

807 Recurrent patterns of microdiversity in a temperate coastal marine environment. 2018, 12, 237-252 77

Co-occurrence patterns of soybean rhizosphere microbiome at a continental scale. 2018, 118, 178-186

805 Soil bacteria show different tolerance ranges to an unprecedented disturbance. 2018, 54, 189-202 19

KDiamend: a package for detecting key drivers in a molecular ecological network of disease. 2018,
12,5

Grapevine rootstocks shape underground bacterial microbiome and networking but not potential

functionality. 2018, 6, 3 108

803

Keystone taxa predict compositional change in microbial communities. 2018, 20, 2207-2217




CITATION REPORT

801 Review and perspective on mathematical modeling of microbial ecosystems. 2018, 46, 403-412 28

Electron acceptors for anaerobic oxidation of methane drive microbial community structure and
diversity in mud volcanoes. 2018, 20, 2370-2385

799  Ecosystem Design: When Mangrove Ecology Meets Human Needs. 2018, 367-376 6

High-Throughput Techniques As Support for Knowledge-Based Spatial Conservation Prioritization
in Mangrove Ecosystems. 2018, 539-554

Earthworms differentially modify the microbiome of arable soils varying in residue management.
797 2018, 121, 120-129 25

Short-term dynamics and interactions of marine protist communities during the spring-summer
transition. 2018, 12, 1907-1917

Integrated network analysis reveals the importance of microbial interactions for maize growth.
795 2018, 102, 3805-3818 42

Initial gut microbiota structure affects sensitivity to DSS-induced colitis in a mouse model. 2018, 61, 762-769

Environmental factors shaping the archaeal community structure and ether lipid distributionin a
793 subtropic river and estuary, China. 2018, 102, 461-474

How gut transcriptional function of Drosophila melanogaster varies with the presence and
composition of the gut microbiota. 2018, 27, 1848-1859

Aerobic Anoxygenic Phototrophic Bacteria Promote the Development of Biological Soil Crusts.

791 Frontiers in Microbiology, 2018, 9, 2715 57 10

Rhizosheath microbial community assembly of sympatric desert speargrasses is independent of the
plant host. 2018, 6, 215

789  Topological motifs populate complex networks through grouped attachment. 2018, 8, 12670 2

Hunters or farmers? Microbiome characteristics help elucidate the diet composition in an aquatic
carnivorous plant. 2018, 6, 225

3 Microbial Community Composition and Predicted Functional Attributes of Antarctic Lithobionts
77 Using Targeted Next-Generation Sequencing and Bioinformatics Tools. 2018, 243-290

Ecological patterns in the skin microbiota of frogs from tropical Australia. 2018, 8, 10510-10519

3 Community Structure, Dynamics and Interactions of Bacteria, Archaea and Fungi in Subtropical
795 Coastal Wetland Sediments. 2018, 8, 14397 35

The Role of the Phyllosphere Microbiome in Plant Health and Function. 2018, 533-556




(2018-2018)

Seasonal succession of small planktonic eukaryotes inhabiting surface waters of a coastal upwelling

783 gystem. 2018, 20, 2955-2973 =

Seasonal function succession and biogeographic zonation of assimilatory and dissimilatory
nitrate-reducing bacterioplankton. 2018, 637-638, 1518-1525

781  Keystone taxa as drivers of microbiome structure and functioning. 2018, 16, 567-576 610

Network-guided genomic and metagenomic analysis of the faecal microbiota of the critically
endangered kakapo. 2018, 8, 8128

Environmental Sources of Bacteria Differentially Influence Host-Associated Microbial Dynamics.
779 2018, 3, 7

Combining amplicon sequencing and metabolomics in cirrhotic patients highlights distinctive
microbiota features involved in bacterial translocation, systemic inflammation and hepatic
encephalopathy. 2018, 8, 8210

777  Analytic Methods in Microbiome Studies. 2018, 29-42

Soil bacterial networks are less stable under drought than fungal networks. 2018, 9, 3033

775  From hairballs to hypotheses-biological insights from microbial networks. 2018, 42, 761-780 187

Effect of Early Weaning on the Intestinal Microbiota and Expression of Genes Related to Barrier
Function in Lambs. Frontiers in Microbiology, 2018, 9, 1431

Microbial Community Structure and Functional Potential Along a Hypersaline Gradient. Frontiers in

773 Microbiology, 2018, 9, 1492 57 20

Microbial communities as dynamical systems. 2018, 44, 41-49

L Structural development and assembly patterns of the root-associated microbiomes during
77T phytoremediation. 2018, 644, 1591-1601 37

Microbial community changes during a toxic cyanobacterial bloom in an alkaline Hungarian lake.
2018, 111, 2425-2440

6 Spatiotemporal Distribution and Assemblages of Planktonic Fungi in the Coastal Waters of the L
799 Bohai Sea. Frontiers in Microbiology, 2018, 9, 584 57 7

Effect of Limit-Fed Diets With Different Forage to Concentrate Ratios on Fecal Bacterial and
Archaeal Community Composition in Holstein Heifers. Frontiers in Microbiology, 2018, 9, 976

Divergent Responses of the Diazotrophic Microbiome to Elevated CO in Two Rice Cultivars.

767 Frontiers in Microbiology, 2018, 9, 1139 57 12

Ecology of Contaminant Biotransformation in the Mycosphere: Role of Transport Processes. 2018,

104, 93-133




CITATION REPORT

6 Liming does not counteract the influence of long-term Fertilization on soil bacterial community 3
795 structure and its co-occurrence pattern. 2018, 123, 45-53 3

Systems biology approaches towards predictive microbial ecology. 2018, 20, 4197-4209

6 Biomarker panels for characterizing microbial community biofilm formation as composite
793" molecular process. 2018, 13, e0202032 4

A unifying framework for fast randomization of ecological networks with fixed (node) degrees.
2018, 5, 773-780

Linking microbial co-occurrences to soil ecological processes across a woodland-grassland ecotone.

761 5018, 8, 8217-8230

22

Distinct patterns and processes of abundant and rare eukaryotic plankton communities following a
reservoir cyanobacterial bloom. 2018, 12, 2263-2277

Changes in microbiota along the intestine of grass carp (Ctenopharyngodon idella): Community,
759 interspecific interactions, and functions. 2019, 498, 151-161 29

Profiling microbial communities in a watershed undergoing intensive anthropogenic activities.
2019, 647, 1137-1147

Application of organic fertilizer improves microbial community diversity and alters microbial
757 network structure in tea (Camellia sinensis) plantation soils. 2019, 195, 104356 49

Deciphering rhizosphere microbiome assembly of wild and modern common bean (Phaseolus
vulgaris) in native and agricultural soils from Colombia. 2019, 7, 114

Experimental Setup and Data Analysis Considerations for DNA- and RNA-SIP Experiments in the
755 Omics Era. 2019, 2046, 1-15 3

Associations between fungal and bacterial microbiota of airways and asthma endotypes. 2019, 144, 1214-1227 £5

Seeds of native alpine plants host unique microbial communities embedded in cross-kingdom
753 networks. 2019, 7, 108 4

Decoding Wheat Endosphere-Rhizosphere Microbiomes in -Infested Soils Challenged by Biocontrol
Agents. 2019, 10, 1038

Variations in Soil Functional Fungal Community Structure Associated With Pure and Mixed

751 plantations in Typical Temperate Forests of China. Frontiers in Microbiology, 2019, 10, 1636 57 21

Identifying main interactions in marine predatorprey networks of the Bay of Biscay. 2019, 76, 2247-2259

749 Use and abuse of correlation analyses in microbial ecology. 2019, 13, 2647-2655 81

Difficulty in inferring microbial community structure based on co-occurrence network approaches.

2019, 20, 329

10



(2019-2019)

Detecting interaction networks in the human microbiome with conditional Granger causality. 2019, ;
747 15,e1007037 4

Microplastics from mulching film is a distinct habitat for bacteria in fFarmland soil. 2019, 688, 470-478

Microbial assembly, interaction, functioning, activity and diversification: a review derived from
745 community compositional data. 2019, 1, 112-128 40

Invader-resident community similarity contribute to the invasion process and regulate biofertilizer
effectiveness. 2019, 241, 118278

The capacity of wastewater treatment plants drives bacterial community structure and its

743 assembly. 2019, 9, 14809 10

Impacts of Maize Domestication and Breeding on Rhizosphere Microbial Community Recruitment
from a Nutrient Depleted Agricultural Soil. 2019, 9, 15611

L Agricultural management and plant selection interactively affect rhizosphere microbial community
74 structure and nitrogen cycling. 2019, 7, 146 9

Species-wide Metabolic Interaction Network for Understanding Natural Lignocellulose Digestion in
Termite Gut Microbiota. 2019, 9, 16329

Responses of phyllosphere microbiota and plant health to application of two different biocontrol
739 agents. 2019, 9, 42 23

An expectation-maximization algorithm enables accurate ecological modeling using longitudinal
microbiome sequencing data. 2019, 7, 118

Genome-centered omics insight into the competition and niche differentiation of Ca. Jettenia and L
737 Ca.Brocadia affiliated to anammox bacteria. 201 9,103,8191-8202 3

Differential dynamics of microbial community networks help identify microorganisms interacting
with residue-borne pathogens: the case of Zymoseptoria tritici in wheat. 2019, 7, 125

Rapid Inference of Direct Interactions in Large-Scale Ecological Networks from Heterogeneous
735 Microbial Sequencing Data. 2019, 9, 286-296.e8 33

Proto-dolomite formation in microbial consortia dominated by Halomonas strains. 2019, 23, 765-781

Comparative analysis of midgut bacterial community under Vibrio splendidus infection in
733 Apostichopus japonicus with hindgut as a reference. 2019, 513, 734427 7

Seabird and pinniped shape soil bacterial communities of their settlements in Cape Shirreff,
Antarctica. 2019, 14, e0209887

731 The Future Agricultural Biogas Plant in Germany: A Vision. 2019, 12, 396 78

The Purple Sea Urchin Demonstrates a Compartmentalization of Gut Bacterial Microbiota,

Predictive Functional Attributes, and Taxonomic Co-Occurrence. 2019, 7,

11



CITATION REPORT

Dynamics of bacterial communities and interaction networks in thawed fish fillets during chilled

729 storage in air. 2019, 293, 102-113 58

The role of fungi in heterogeneous sediment microbial networks. 2019, 9, 7537

727  Plant Host-Associated Mechanisms for Microbial Selection. 2019, 10, 862 72

How sample heterogeneity can obscure the signal of microbial interactions. 2019, 13, 2639-2646

5 Evolutionary histories impart structure into marine fish heterospecific co-occurrence networks.
725 2019, 28, 1310-1324

Multidisciplinarity in Microbiome Research: A Challenge and Opportunity to Rethink Causation,
Variability, and Scale. 2019, 41, e1900007

Competitive interaction with keystone taxa induced negative priming under biochar amendments.

723 2019,7,77 60

Bioinformatics matters: The accuracy of plant and soil fungal community data is highly dependent
on the metabarcoding pipeline. 2019, 41, 23-33

721 Complex Microbial Communities Drive Iron and Sulfur Cycling in Arctic Fjord Sediments. 2019, 85, 28

The spatial scale dependence of diazotrophic and bacterial community assembly in paddy soil. 2019
, 28,1093

Extent of the annual Gulf of Mexico hypoxic zone influences microbial community structure. 2019,

719 14, 0209055 10

Delving into the dark ecology: A continent-wide assessment of patterns of composition in soil
fungal communities from Australian tussock grasslands. 2019, 39, 356-370

. Exploring co-occurrence patterns between organic micropollutants and bacterial community
77 structure in a mixed-use watershed. 2019, 21, 867-880

Gut eukaryotic disease-discriminatory taxa are indicative of Pacific white shrimp (Litopenaeus
vannamei) white feces syndrome. 2019, 506, 154-160

715  Atheoretical framework for controlling complex microbial communities. 2019, 10, 1045 32

Highly connected taxa located in the microbial network are prevalent in the rhizosphere soil of
healthy plant. 2019, 55, 299-312

Composition and Dynamics of the Activated Sludge Microbiome during Seasonal Nitrification
713" Failure. 2019, 9, 4565 37

Agricultural intensification reduces microbial network complexity and the abundance of keystone

taxa in roots. 2019, 13, 1722-1736

12



(2019-2019)

Contributions of the microbial community to algal biomass and biofuel productivity in a

711 wastewater treatment lagoon system. 2019, 39, 101461

Fission-fusion dynamics and group-size-dependent composition in heterogeneous populations.
2019, 99, 032412

709 Biogeography of Soil Bacterial Networks along a Gradient of Cropping Intensity. 2019, 9, 3812 24

Rarity of microbial species: In search of reliable associations. 2019, 14, e0200458

Consistent bacterial selection by date palm root system across heterogeneous desert oasis

797 agroecosystems. 2019, 9, 4033 16

A New Method to Correct for Habitat Filtering in Microbial Correlation Networks. Frontiers in
Microbiology, 2019, 10, 585

705  Carbon sources mediate microbial pentachlorophenol dechlorination in soils. 2019, 373, 716-724 18

Arbuscular mycorrhizal fungi serve as keystone taxa for revegetation on the Tibetan Plateau. 2019,
59, 609-620

Structural equation modeling of a winnowed soil microbiome identifies how invasive plants

793 re-structure microbial networks. 201 9,13, 1988-1996 26

Effective removal of nitrate by denitrification re-enforced with a two-stage anoxic/oxic (A/O)
process from a digested piggery wastewater with a low C/N ratio. 2019, 240, 19-26

Primate microbiomes over time: Longitudinal answers to standing questions in microbiome

791 research. 2019, 81, 22970 4

Bacterial community composition and function shift with the aggravation of water quality in a
heavily polluted river. 2019, 237, 433-441

6 Distinct methanotrophic communities exist in habitats with different soil water contents. 2019, o
99 132,143-152 3

Web-gLV: A Web Based Platform for Lotka-Volterra Based Modeling and Simulation of Microbial
Populations. Frontiers in Microbiology, 2019, 10, 288

6 Prokaryotic taxa play keystone roles in the soil microbiome associated with woody perennial plants
97 " in the genus. 2019, 9, 11102-11111 3

Using co-occurrence network topology in assessing ecological stress in benthic macroinvertebrate
communities. 2019, 9, 12789-12801

695 Compositional homogeneity in the pathobiome of a new, slow-spreading coral disease. 2019, 7, 139 20

Niche partitioning of microbial communities in riverine floodplains. 2019, 9, 16384

L



693

691

689

687

685

683

681

679

677

CITATION REPORT

Glacial Runoff Promotes Deep Burial of Sulfur Cycling-Associated Microorganisms in Marine
Sediments. Frontiers in Microbiology, 2019, 10, 2558 57 10

Gene Transmission in the One Health Microbiosphere and the Channels of Antimicrobial Resistance.
Frontiers in Microbiology, 2019, 10, 2892

Seed mucilage interacts with soil microbial community and physiochemical processes to affect

seedling emergence on desert sand dunes. 2019, 42, 591-605 12

Subsurface biogeochemistry is a missing link between ecology and hydrology in dam-impacted river
corridors. 2019, 657, 435-445

Reply to 'Can we predict microbial keystones?’. 2019, 17, 194 11

Can we predict keystones?. 2019, 17, 193

Statistical determination of crucial taxa indicative of pollution gradients in sediments of Lake Taihu,
China. 2019, 246, 753-762 27

Co-occurrence patterns of the microbial community in polycyclic aromatic
hydrocarbon-contaminated riverine sediments. 2019, 367, 99-108

Concept of microbial gatekeepers: Positive guys?. 2019, 103, 633-641 11

Influence of rice cultivars on soil bacterial microbiome under elevated carbon dioxide. 2019, 19, 2485-2495

The k-core as a predictor of structural collapse in mutualistic ecosystems. 2019, 15, 95-102 52

Seasonal and ecohydrological regulation of active microbial populations involved in DOC, CO, and
CH fluxes in temperate rainforest soil. 2019, 13, 950-963

When can competition and dispersal lead to checkerboard distributions?. 2019, 88, 269-276 17

Contrasting Soil Bacterial and Fungal Communities between the Swamp and Upland in the Boreal
Forest and their Biogeographic Distribution Patterns. 2019, 39, 441-451

Responses of archaeal, bacterial, and functional microbial communities to growth season and
nitrogen fertilization in rice fields. 2020, 56, 81-95 15

Fungal community demonstrates stronger dispersal limitation and less network connectivity than
bacterial community in sediments along a large river. 2020, 22, 832-849

Balance between community assembly processes mediates species coexistence in agricultural soil

microbiomes across eastern China. 2020, 14, 202-216 181

A Tripartite Microbial-Environment Network Indicates How Crucial Microbes Influence the Microbial

Community Ecology. 2020, 79, 342-356

14



(2020-2020)

Japanese subgingival microbiota in health vs disease and their roles in predicted functions

675 associated with periodontitis. 2020, 108, 280-291 21

Bacterial Succession in Salt Marsh Soils Along a Short-term Invasion Chronosequence of Spartina
alterniflora in the Yellow River Estuary, China. 2020, 79, 644-661

6 High throughput sequencing combined with null model tests reveals specific plant-fungi
73 associations linked to seedling establishment and survival. 2020, 108, 574-585 4

The -Resistant Olive Cultivar "Leccino" Has Stable Endophytic Microbiota during the Olive Quick
Decline Syndrome (OQDS). 2019, 9,

671 Enhanced inference of ecological networks by parameterizing ensembles of population dynamics
7 models constrained with prior knowledge. 2020, 20, 3

Soil depth and grassland origin cooperatively shape microbial community co-occurrence and

function. 2020, 11, e02973

669 Unique bacterial assembly, composition, and interactions in a parasitic plant and its host. 2020, 71, 2198-2209 5

Bioconversion of agricultural waste into poly-fglutamic acid in solid-state bioreactors at different
scales. 2020, 102, 939-948

Metacommunity theory for transmission of heritable symbionts within insect communities. 2020,

667 10.1703-1721 13

Development of biological soil crust prompts convergent succession of prokaryotic communities.
2020, 187, 104360

Dynamics of a natural bacterial community under technological and environmental pressures: The

665 case of natural whey starter for Parmigiano Reggiano cheese. 2020, 129, 108860 14

Response of prokaryotic communities to extreme precipitation events in an urban coastal lagoon: A
case study of Yundang lagoon, China. 2020, 706, 135937

663 Biogeographical distribution of bacterial communities in saline agricultural soil. 2020, 361, 114095 17

Rare rather than abundant microbial communities drive the effects of long-term greenhouse
cultivation on ecosystem functions in subtropical agricultural soils. 2020, 706, 136004

Biogeographic patterns of microbial association networks in paddy soil within Eastern China. 2020,

661 142 107696

Differential responses of stream water and bed sediment microbial communities to watershed
degradation. 2020, 134, 105198

6 Manipulating the phytoplankton community has the potential to create a stable bacterioplankton
59 community in a shrimp rearing environment. 2020, 520, 734789 9

Cyanobacterial blooms alter the relative importance of neutral and selective processes in

assembling freshwater bacterioplankton community. 2020, 706, 135724

1y



CITATION REPORT

6 Soil origin and plant genotype structure distinct microbiome compartments in the model lequme
57 Medicago truncatula. 2020, 8, 139 39

Microbial Reference Frames Reveal Distinct Shifts in the Skin Microbiota after Cleansing. 2020, 8,

6 Impact of a resistance gene against a fungal pathogen on the plant host residue microbiome: The
55 case of the Leptosphaeria maculans-Brassica napus pathosystem. 2020, 21, 1545-1558 5

Diversity, Interaction, and Bioprospecting of Plant-Associated Microbiomes. 2020, 12, 390

Identification of microbial interaction network: zero-inflated latent Ising model based approach.
053 2020, 13,16 B

Bulk and Active Sediment Prokaryotic Communities in the Mariana and Mussau Trenches. Frontiers
in Microbiology, 2020, 11, 1521

Mutual environmental drivers of the community composition, functional attributes and
651 co-occurrence patterns of bacterioplankton in the composite aquatic ecosystem of Taihu 5
watershed in China. 2020, 96,

Long-term high-P fertilizer input decreased the total bacterial diversity but not phoD-harboring
bacteria in wheat rhizosphere soil with available-P deficiency. 2020, 149, 107918

6 Biogeographical distribution of dissimilatory nitrate reduction to ammonium (DNRA) bacteria in
49 wetland ecosystems around the world. 2020, 20, 3769-3778

Compositions and Co-occurrence Patterns of Bacterial Communities Associated With Polymer- and
ASP-Flooded Petroleum Reservoir Blocks. Frontiers in Microbiology, 2020, 11, 580363

647 Deciphering functional redundancy in the human microbiome. 2020, 11, 6217 32

Response of high-, mid- and low-abundant taxa and potential pathogens to eight disinfection
methods and their interactions in domestic hot water system. 2020, 749, 141440

Gut microbial co-abundance networks show specificity in inflammatory bowel disease and obesity.
645 2020, 11, 4018 =

Investigation of the Ecological Roles of Putative Keystone Taxa during Tailing Revegetation. 2020,
54,11258-11270

643 Deciphering the archaeal communities in tree rhizosphere of the Qinghai-Tibetan plateau. 2020, 20, 235 4

Structural Variations of Vaginal and Endometrial Microbiota: Hints on Female Infertility. 2020, 10, 350

6 Bacterial predation limits microbial sulfate-reduction in a coastal acid sulfate soil (CASS) ecosystem.
41 2020, 148, 107930 ©

Three decades post-reforestation has not led to the reassembly of arbuscular mycorrhizal fungal

communities associated with remnant primary forests. 2020, 29, 4234-4247

16



(2020-2020)

6 The Nexus Between Plant and Plant Microbiome: Revelation of the Networking Strategies. L
39 Frontiers in Microbiology, 2020, 11, 548037 57 1

Temperature Shapes Ecological Dynamics in Mixed Culture Fermentations Driven by Two Species of
the Genus. 2020, 8, 915

Stem Endophytic Mycobiota in Wild and Domesticated Wheat: Structural Differences and Hidden

637 Resources for Wheat Improvement. 2020, 6, 12

The Rhodamine Isothiocyanate Analogue as a Quorum Sensing Inhibitor Has the Potential to
Control Microbially-Induced Biofouling. 2020, 18,

6 Microbiome Diversity and Community-Level Change Points within Manure-based small Biogas
35 Pplants. 2020, 8,

High Aluminum Drives Different Rhizobacterial Communities Between Aluminum-Tolerant and
Aluminum-Sensitive Wild Soybean. Frontiers in Microbiology, 2020, 11, 1996

6 Impact of long-term industrial contamination on the bacterial communities in urban river
33 sediments. 2020, 20, 254 5

Covariation patterns of phytoplankton and bacterioplankton in hypertrophic shallow lakes. 2020,
96,

A network-based approach to deciphering a dynamic microbiome’s response to a subtle
perturbation. 2020, 10, 19530

Hypergraph Clustering Based on Game-Theory for Mining Microbial High-Order Interaction Module.
2020, 16, 1176934320970572

Comparative Gut Microbiome Differences between Ferric Citrate and Calcium Carbonate
Phosphate Binders in Patients with End-Stage Kidney Disease. 2020, 8,

The human respiratory tract microbial community structures in healthy and cystic fibrosis infants.
2020, 6, 61

Characterization of digestate microbial community structure following thermophilic anaerobic

627 digestion with varying levels of green and food wastes. 2020, 47, 1031-1044

Co-occurrence is not evidence of ecological interactions. 2020, 23, 1050-1063

Oyster hemolymph is a complex and dynamic ecosystem hosting bacteria, protists and viruses.

625 2020,2, 12

Label or Concept - What Is a Pathobiont?. 2020, 28, 789-792

Gastrointestinal dysbiosis following diethylhexyl phthalate exposure in zebrafish (Danio rerio):

623 Altered microbial diversity, functionality, and network connectivity. 2020, 265, 114496 13

Reconstructing ecological networks with noisy dynamics. 2020, 476, 20190739

L7



CITATION REPORT

Niche differentiation of denitrifying anaerobic methane oxidizing bacteria and archaea leads to

effective methane filtration in a Tibetan alpine wetland. 2020, 140, 105764 18

621

Spatiotemporal vanadium distribution in soils with microbial community dynamics at vanadium
smelting site. 2020, 265, 114782

Grain size tunes microbial community assembly and nitrogen transformation activity under

619 frequent hyporheic exchange: A column experiment. 2020, 182, 116040 5

Microbial communities network analysis of anaerobic reactors fed with bovine and swine slurry.
2020, 742, 140314

Niche Differentiation in the Composition, Predicted Function, and Co-occurrence Networks in
617 Bacterial Communities Associated With Antarctic Vascular Plants. Frontiers in Microbiology, 2020, 57 10
11,1036

Rhizosphere Soil Fungal Communities of Aluminum-Tolerant and -Sensitive Soybean Genotypes
Respond Differently to Aluminum Stress in an Acid Soil. Frontiers in Microbiology, 2020, 11, 1177

Earth microbial co-occurrence network reveals interconnection pattern across microbiomes. 2020,

8, 82 8o

615

Auxotrophic interactions: a stabilizing attribute of aquatic microbial communities?. 2020, 96,

Prokaryotic communities vary with floc size in a biofloc-technology based aquaculture system. 2020

613 559 735632

Biotic and Environmental Drivers of Plant Microbiomes Across a Permafrost Thaw Gradient.
Frontiers in Microbiology, 2020, 11, 796

Underlying Mechanism of Wild in Tolerance to Disease Under the Natural Forest Cover. Frontiers in

611 pricrobiology, 2020, 11, 1142 57 4

Moss biocrusts buffer the negative effects of karst rocky desertification on soil properties and soil
microbial richness. 2020, 1

The effect of methane seeps on the bacterial tetraether lipid distributions at the Okinawa Trough.

699 2020, 225, 103845 5

Microbial community structure and functional properties in permanently and seasonally flooded
areas in Poyang Lake. 2020, 10, 4819

607 Subgingival Host-Microbial Interactions in Hyperglycemic Individuals. 2020, 99, 650-657 5

Characterization of the Gut Microbiota of the Antarctic Heart Urchin (Spatangoida). Frontiers in
Microbiology, 2020, 11, 308

Molecular Ecological Network Complexity Drives Stand Resilience of Soil Bacteria to Mining

605 Disturbances among Typical Damaged Ecosystems in China. 2020, 8, 5

Network analysis reveals the strengthening of microbial interaction in biological soil crust

development in the Mu Us Sandy Land, northwestern China. 2020, 144, 107782

18



(2020-2020)

Efficiency of probiotic traits in plant inoculation is determined by environmental constrains. 2020,

603 148 107893 4

Microbiome definition re-visited: old concepts and new challenges. 2020, 8, 103

Scoring Species for Synthetic Community Design: Network Analyses of Functional Core

601 Microbiomes. Frontiers in Microbiology, 2020, 11, 1361 57 10

Changes of root microbial populations of natively grown plants during natural attenuation of V-Ti
magnetite tailings. 2020, 201, 110816

Dynamics of active potential bacterial and fungal interactions in the assimilation of acidobacterial
599 EPSiin soil. 2020, 148, 107916 4

Disentangling the seasonal co-occurrence patterns and ecological stochasticity of planktonic and
benthic bacterial communities within multiple lakes. 2020, 740, 140010

Response of protist community dynamics and co-occurrence patterns to the construction of

597 artificial reefs: A case study in Daya Bay, China. 2020, 742, 140575 10

Strong linkages between dissolved organic matter and the aquatic bacterial community in an urban
river. 2020, 184, 116089

Evidence of selective enrichment of bacterial assemblages and antibiotic resistant genes by 3
595 microplastics in urban rivers. 2020, 183, 116113 7

Keystone Species and Modularity in Microbial Hydrocarbon Degradation Uncovered by Network
Analysis and Association Rule Mining. 2020, 8,

Respiratory mycobiome and suggestion of inter-kingdom network during acute pulmonary °
593 exacerbation in cystic Fibrosis. 2020, 10, 3589 4

Distinct mechanisms shape soil bacterial and fungal co-occurrence networks in a mountain
ecosystem. 2020, 96,

L Gut microbial signatures associated with moxidectin treatment efficacy of Haemonchus contortus
591 ininfected goats. 2020, 242, 108607 4

Network analysis infers the wilt pathogen invasion associated with non-detrimental bacteria. 2020,
6,8

3 Volatile organic compounds in the salt-lake sediments of the Tibet Plateau influence prokaryotic
599 diversity and community assembly. 2020, 24, 307-318

Mainland and island populations of Mussaenda kwangtungensis differ in their phyllosphere fungal
community composition and network structure. 2020, 10, 952

587  K-core robustness in ecological and financial networks. 2020, 10, 3357 5

Impact of Cover Crops on the Soil Microbiome of Tree Crops. 2020, 8,

19



CITATION REPORT

585  Deploying root microbiome of halophytes to improve salinity tolerance of crops. 2020, 14, 143-150 3

Microbiome Dynamics Associated With the Atacama Flowering Desert. Frontiers in Microbiology,
2019, 10,3160

3 Soil microbial community responses to climate extremes: resistance, resilience and transitions to L
593 alternative states. 2020, 375,20190112 5

Rare Species Shift the Structure of Bacterial Communities Across Compartments in a Subalpine
Peatland. Frontiers in Microbiology, 2019, 10, 3138

581  Integrating Computational Methods to Investigate the Macroecology of Microbiomes. 2019, 10, 1344 3

Environmental DNA reveals seasonal shifts and potential interactions in a marine community. 2020,
ALY

Contrasting Patterns of the Bacterial Communities in Melting Ponds and Periglacial Rivers of the
579 zhuxi glacier in the Tibet Plateau. 2020, 8,

Modeling of the Coral Microbiome: the Influence of Temperature and Microbial Network. 2020, 11,

Revealing Fungal Communities in Alpine Wetlands Through Species Diversity, Functional Diversity
577 and Ecological Network Diversity. 2020, 8, 4

Opportunistic bacteria use quorum sensing to disturb coral symbiotic communities and mediate the
occurrence of coral bleaching. 2020, 22, 1944-1962

Revealing structure and assembly fFor rhizophyte-endophyte diazotrophic community in mangrove L
575 ecosystem after introduced Sonneratia apetala and Laguncularia racemosa. 2020, 721, 137807 J

Impacts of directed evolution and soil management legacy on the maize rhizobiome. 2020, 145, 107794

573  Applying the core microbiome to understand host-microbe systems. 2020, 89, 1549-1558 56

Multifunctionality of biocrusts is positively predicted by network topologies consistent with
interspecies facilitation. 2020, 29, 1560-1573

DNA Stable-Isotope Probing Delineates Carbon Flows from Rice Residues into Soil Microbial

571 Communities Depending on Fertilization. 2020, 86, 16

Prospects for Integrating Disturbances, Biodiversity and Ecosystem Functioning Using Microbial
Systems. 2020, 8,

6 Composition, Predicted Functions and Co-occurrence Networks of Rhizobacterial Communities
599 Impacting Flowering Desert Events in the Atacama Desert, Chile. Frontiers in Microbiology, 2020, 11, 571 57

The Response of the Soil Microbiota to Long-Term Mineral and Organic Nitrogen Fertilization is

Stronger in the Bulk Soil than in the Rhizosphere. 2020, 11,

20



(2021-2020)

River bacterial community structure and co-occurrence patterns under the influence of different

567 domestic sewage types. 2020, 266, 110590 21

Resistance of Tick Gut Microbiome to Anti-Tick Vaccines, Pathogen Infection and Antimicrobial
Peptides. 2020, 9,

6 Distributions of chlorinated paraffins and the effects on soil microbial community structurein a
565 production plant brownfield site. 2020, 262, 114328

The bacterial community and metabolome dynamics and their interactions modulate fermentation
process of whole crop corn silage prepared with or without inoculants. 2021, 14, 561-576

6 Self-regulating microbiome networks ensure functional resilience of biofilms in sand biofilters
563 during manganese load fluctuations. 2021, 188, 116473

Experimentally-validated correlation analysis reveals new anaerobic methane oxidation
partnerships with consortium-level heterogeneity in diazotrophy. 2021, 15, 377-396

High soil pH enhances the network interactions among bacterial and archaeal microbiota in alpine

561 grasslands of the Tibetan Plateau. 2021, 23, 464-477 9

Microbial networks inferred from environmental DNA data for biomonitoring ecosystem change:
Strengths and pitfalls. 2021, 21, 762-780

The microbial network property as a bio-indicator of antibiotic transmission in the environment.
559 2021, 758, 143712 4

Quantitative estimation of stochastic and deterministic processes for soil prokaryotic community
assembly in the Yellow River floodplain. 2021, 72, 1462-1477

Effects of disturbance to moss biocrusts on soil nutrients, enzyme activities, and microbial

557 communities in degraded karst landscapes in southwest China. 2021, 152, 108065 1

Soil prokaryotic community structure and co-occurrence patterns on the fragmented Chinese Loess
Plateau: Effects of topographic units of a soil eroding catena. 2021, 198, 105035

Organic amendments drive shifts in microbial community structure and keystone taxa which ;
555 increase C mineralization across aggregate size classes. 2021, 153, 108062 7

Spatial patterns and co-occurrence networks of microbial communities related to environmental
heterogeneity in deep-sea surface sediments around Yap Trench, Western Pacific Ocean. 2021, 759, 143799

Aquatic food webs in deep temperate lakes: Key species establish through their autecological
553 yersatility. 2021, 30, 1053-1071

Succession of the composition and co-occurrence networks of rhizosphere microbiota is linked to
Cd/Zn hyperaccumulation. 2021, 153, 108120

; Drivers of diazotroph community structure and co-occurrence in a Northern Great Plains pulse crop
55 rotation system. 2021, 157, 103737 5

A network approach to elucidate and prioritize microbial dark matter in microbial communities.

2021, 15, 228-244

21



549

547

545

543

541

539

535

533

CITATION REPORT

Nitrate-assisted biodegradation of polycyclic aromatic hydrocarbons (PAHSs) in the
water-level-fluctuation zone of the three Gorges Reservoir, China: Insights from in situ microbial 15
interaction analyses and a microcosmic experiment. 2021, 268, 115693

Microbial communities in mangrove sediments. 2021, 141-175

Elevation-related climate trends dominate fungal co-occurrence patterns on Mt. Norikura, Japan.

Influence of Plant Host and Organ, Management Strategy, and Spore Traits on Microbiome
Composition. 2021, 5, 202-219

Rewiring of peatland plantkthicrobe networks outpaces species turnover. 2021, 130, 339-353 2

Metabolic modelling approaches for describing and engineering microbial communities. 2021, 19, 226-246

Transkingdom interactions between Lactobacilli and hepatic mitochondria attenuate western
diet-induced diabetes. 2021, 12, 101

An overview of theoretical and experimental approach to study environmental microflora. 2021, 119-139

Higher Sensitivity of Microbial Network Than Community Structure under Acid Rain. 2021, 9, 5

Full Issue PDF. 2021, 5, 122-247

Soil total organic carbon/total nitrogen ratio as a key driver deterministically shapes diazotrophic
community assemblages during the succession of biological soil crusts. 1 7

Effect of different types of industrial wastewater on the bacterial community of urban rivers. 2021,
36,31-48

Exploring the interaction network of a synthetic gut bacterial community. 3

Guild-based analysis for understanding gut microbiome in human health and diseases. 2021, 13, 22

Spatiotemporal dynamics of marine microbial communities following a Phaeocystis bloom:
biogeography and co-occurrence patterns. 2021, 13, 294-308

Effect of different types of anthropogenic pollution on the bacterial community of urban rivers.
2021, 93, 1322-1332

Insights into biotic and abiotic modulation of ocean mesopelagic communities. o)

Building clone-consistent ecosystem models. 2021, 17, e1008635

22



(2021-2021)

. Climate and Nutrient-Driven Regime Shifts of Cyanobacterial Communities in Low-Latitude Plateau
53T Lakes. 2021, 55, 3408-3418 4

Bacterial associations in the healthy human gut microbiome across populations. 2021, 11, 2828

529 Climate warming enhances microbial network complexity and stability. 2021, 11, 343-348 89

Sludge digestibility and functionally active microorganisms in methanogenic sludge digesters
revealed by E. coli-fed digestion and microbial source tracking. 2021, 193, 110539

5 Dynamic characteristics and co-occurrence patterns of microbial community in tobacco leaves
527 during the 24-month aging process. 2021, 71, 3

Hydrostatic pressure influence activity and assembly of bacterial communities in reservoir
sediments. 2021, 66, 1049-1059

525 Long-term patterns of an interconnected core marine microbiota. 0

Erosion reduces soil microbial diversity, network complexity and multifunctionality. 2021, 15, 2474-2489

Different lactic acid bacteria and their combinations regulated the fermentation process of ensiled
523  alfalfa: ensiling characteristics, dynamics of bacterial community and their functional shifts. 2021, 17
14,1171-1182

Comparative Metagenomics Reveals Microbial Signatures of Sugarcane Phyllosphere in Organic
Management. Frontiers in Microbiology, 2021, 12, 623799

Exploring Biocontrol Agents From Microbial Keystone Taxa Associated to Suppressive Soil: A New

521 Attempt for a Biocontrol Strategy. 2021, 12, 655673

11

The pattern of sedimentary bacterial communities varies with latitude within a large eutrophic lake.
2021, 87, 125860

. A suite of rare microbes interacts with a dominant, heritable, fungal endophyte to influence plant
519 trait expression. 2021, 15, 2763-2778 5

Lake Ecosystem Robustness and Resilience Inferred from a Climate-Stressed Protistan Plankton
Network. 2021, 9,

. Keystone species affect the relationship between soil microbial diversity and ecosystem function
517 under land use change in subtropical China. 2021, 35, 1159-1170

The soil microbial food web revisited: Predatory myxobacteria as keystone taxa?. 2021, 15, 2665-2675

Composition and co-occurrence patterns of Phragmites australis rhizosphere bacterial community.
515 2021, 55,695-710 3

Mycobiomes of Young Beech Trees Are Distinguished by Organ Rather Than by Habitat, and

Community Analyses Suggest Competitive Interactions Among Twig Fungi. Frontiers in Microbiology
,2021, 12, 646302

=



CITATION REPORT

. Protist diversity and community complexity in the rhizosphere of switchgrass are dynamic as plants L
513 develop. 2021, 9, 96 5

Quantitative Assessment of Nucleocytoplasmic Large DNA Virus and Host Interactions Predicted by
Co-occurrence Analyses. 2021, 6,

Bacterial and eukaryotic community interactions might contribute to shrimp culture pond soil

511 ecosystem at different culture stages. 1

The Sorghum bicolor Root Exudate Sorgoleone Shapes Bacterial Communities and Delays Network
Formation. 2021, 6,

509 The effects of flood pulse on multiple aquatic organisms in a seasonal shallow lake. 2021, 55, 379-399 1

Replanting disease alters the faunal community composition and diversity in the rhizosphere soil of
Radix pseudostellariae. 2021, 310, 107304

° Rhizosphere Bacterial Networks, but Not Diversity, Are Impacted by Pea-Wheat Intercropping.
597" Frontiers in Microbiology, 2021, 12, 674556 57 3

Recovering dynamic networks in big static datasets. 2021, 912, 1-57

Clomazone improves the interactions between soil microbes and affects C and N cycling functions.
595 2021, 770, 144730 7

Minerals Determined a Special Ecological Niche and Selectively Enriched Microbial Species from
Bulk Water Communities in Hot Springs. 2021, 9,

Predicting the influence of fertilization regimes on potential N fixation through their effect on
503 free-living diazotrophic community structure in double rice cropping systems. 2021, 156, 108220 7

Bacterial community responses to the redox profile changes of mariculture sediment. 2021, 166, 112250

Rumen Microbiota of Tibetan Sheep () Adaptation to Extremely Cold Season on the

501 Qinghai-Tibetan Plateau. 2021, 8, 673822 3

Archaeal and bacterial communities assembly and co-occurrence networks in subtropical mangrove
sediments under Spartina alterniflora invasion. 2021, 16, 10

499 Active metabolic pathways of anaerobic methane oxidation in paddy soils. 2021, 156, 108215 7

Pulse Frequency in Crop Rotations Alters Soil Microbial Community Networks and the Relative
Abundance of Fungal Plant Pathogens. Frontiers in Microbiology, 2021, 12, 667394

Changes in alpine grassland type drive niche differentiation of nitrifying communities on the
497 Qinghai-Tibetan Plateau. 2021, 104, 103316

Vertical diversity and association pattern of total, abundant and rare microbial communities in

deep-sea sediments. 2021, 30, 2800-2816

24



Analysis of Ecological Networks in Multicomponent Communities of Microorganisms: Possibilities,
495 |imitations, and Potential Errors. 2021, 52, 188-200

Studying Microbial Communities through Co-Occurrence Network Analyses during Processes of
Waste Treatment and in Organically Amended Soils: A Review. 2021, 9,

493  Effects of Short-Term Rice Straw Return on the Soil Microbial Community. 2021, 11, 561 2

The Impact of Fertilizer Amendments on Soil Autotrophic Bacteria and Carbon Emissions in Maize
Field on the Semiarid Loess Plateau. Frontiers in Microbiology, 2021, 12, 664120

, Testing cophylogeny between coral reef invertebrates and their bacterial and archaeal symbionts.
49T 2021, 30, 3768-3782

Association of biochar properties with changes in soil bacterial, fungal and fauna communities and
nutrient cycling processes. 2021, 3, 239-254

489  Anti-tick microbiota vaccines: how can this actually work?. 1 7

Open challenges for microbial network construction and analysis. 2021, 15, 3111-3118

3 Microbiomes attached to fresh perennial ryegrass are temporally resilient and adapt to changing
407 ecological niches. 2021, 9, 143

LDPE microplastics affect soil microbial communities and nitrogen cycling. 2021, 773, 145640

Manganese dioxide driven the carbon and nitrogen transformation by activating the

485 complementary effects of core bacteria in composting. 2021, 330, 124960 10

Characterization of chilled chicken spoilage using an integrated microbiome and metabolomics
analysis. 2021, 144, 110328

3 Spatial and temporal distribution of aerobic anoxygenic phototrophic bacteria: key functional
4°3 groups in biological soil crusts. 2021, 23, 3554-3567 3

Biogeography, Assembly Patterns, Driving Factors, and Interactions of Archaeal Community in
Mangrove Sediments. 2021, 6, e0138120

481  Profiling of Oral Microbiota and Cytokines in COVID-19 Patients. Frontiers in Microbiology, 2021, 12, 671813 21

Niche partitioning facilitates coexistence of closely related honey bee gut bacteria. 2021, 10,

Domestication affects the composition, diversity, and co-occurrence of the cereal seed microbiota.
479 2021, 31, 75-86 =

Disentangling environmental effects in microbial association networks.

25



CITATION REPORT

Spatiotemporal variations and relationships of phosphorus, phosphomonoesterases, and bacterial
477 communities in sediments from two Chilean rivers. 2021, 776, 145782

The rice histone methylation regulates hub species of the root microbiota. 2021, 48, 836-843

Impacts of biochar-based fertilization on soil arbuscular mycorrhizal fungal community structure in
475 3 karst mountainous area. 2021, 28, 66420-66434 3

Soil acidification mediates changes in soil bacterial community assembly processes in response to
agricultural intensification. 2021, 23, 4741-4755

Response of Fungal Diversity, Community Composition, and Functions to Nutrients Management in
473 Red Soil. 2021, 7, 3

The Gut Microbiota of Naturally Occurring and Laboratory Aquaculture Lytechinus variegatus
Revealed Differences in the Community Composition, Taxonomic Co-Occurrence, and Predicted
Functional Attributes. 2021, 1, 201-224

. Metabolic potential and survival strategies of microbial communities across extreme temperature
47 gradients on Deception Island volcano, Antarctica. 2021, 23, 4054-4073

High-Level Diversity of Basal Fungal Lineages and the Control of Fungal Community Assembly by
Stochastic Processes in Mangrove Sediments. 2021, 87, e0092821

469 Solutions in microbiome engineering: prioritizing barriers to organism establishment. 2021, 5

Feedback mechanisms of periphytic biofilms to ZnO nanoparticles toxicity at different phosphorus
levels. 2021, 416, 125834

6 Eukaryotic rather than prokaryotic microbiomes change over seasons in rewetted fen peatlands.
497 2021, 97, 3

Microbial community and abiotic effects on aquatic bacterial communities in north temperate
lakes. 2021, 781, 146771

6 Nitrogen and water addition regulate fungal community and microbial co-occurrence network 6
465 complexity in the rhizosphere of Alhagi sparsifolia seedlings. 2021, 164, 103940

Inference and Validation of the Structure of Lotka-Volterra Models.

6 Indirect interactions among co-infecting parasites and a microbial mutualist impact disease
493 progression. 2021, 288, 20211313

Genome-Resolved Metagenomics of the Chicken Gut Microbiome. Frontiers in Microbiology, 2021,
12,726923

Keystone microbes affect the evolution and ecological coexistence of the community via

461 species/strain specificity. 2021,

Enhanced soil quality after forest conversion to vegetable cropland and tea plantation has

contrasting effects on soil microbial structure and functions.

26



(2021-2021)

459 Co-occurrence in ant primary parasitoids: a colony as host of two eucharitid wasp genera. 2021, 9, e11949 0

Towards Engineering an Ecosystem: A Review of Computational Approaches to Explore and Exploit
the Human Microbiome for Healthcare. 1

Next Generation Microbiome Research: Identification of Keystone Species in the Metabolic
457 Regulation of Host-Gut Microbiota Interplay. 2021, 9, 719072

Regime transition Shapes the Composition, Assembly Processes, and Co-occurrence Pattern of
Bacterioplankton Community in a Large Eutrophic Freshwater Lake. 2021, 1

Insights into the vertical distribution of the microbiota in steel plant soils with potentially toxic
455 elements and PAHs contamination after 60 years operation: Abundance, structure, co-occurrence 12
network and functionality. 2021, 786, 147338

Rumen bacteria influence milk protein yield of yak grazing on the Qinghai-Tibet plateau. 2021, 34, 1466-1478

Fungi in Permafrost-Affected Soils of the Canadian Arctic: Horizon- and Site-Specific Keystone Taxa
453 Revealed by Co-Occurrence Network. 2021, 9,

BEEM-Static: Accurate inference of ecological interactions from cross-sectional microbiome data.
2021, 17, 1009343

. Regulating the dechlorination and methanogenesis synchronously to achieve a win-win
45 remediation solution for Ehexachlorocyclohexane polluted anaerobic environment. 2021, 203, 117542 4

Cyanobacterial bloom induces structural and functional succession of microbial communities in
eutrophic lake sediments. 2021, 284, 117157

USC Dominated Community Composition and Cooccurrence Network of Methanotrophs and
449 Bacteria in Subterranean Karst Caves. 2021, 9, e0082021

A critical perspective on interpreting amplicon sequencing data in soil ecological research. 2021,
160, 108357

Rhizosphere Soil Bacterial Communities of Continuous Cropping-Tolerant and Sensitive Soybean
447 Genotypes Respond Differently to Long-Term Continuous Cropping in Mollisols. Frontiers in 57 3
Microbiology, 2021, 12, 729047

The appropriate dose of Bacillus cereus improves the homeostasis of intestinal microbiota but does
not significantly influence microbial functions in Paramisgurnus dabryanus.

Phylogenetic and Phenogenetic Diversity of Synechococcus along a Yellow Sea Section Reveal Its
445 Environmental Dependent Distribution and Co-Occurrence Microbial Pattern. 2021, 9, 1018

Destruction of the soil microbial ecological environment caused by the over-utilization of the
rice-crayfish co-cropping pattern. 2021, 788, 147794

Microbial co-occurrence network and its key microorganisms in soil with permanent application of
443 composted tannery sludge. 2021, 789, 147945 4

Core bacterial community driven the conversion of fulvic acid components during composting with

adding manganese dioxide. 2021, 337, 125495

27



CITATION REPORT

441  Microbial community coalescence: does it matter in the Three Gorges Reservoir?. 2021, 205, 117638 2

Characteristics of microbial community in EGSB system treating with oxytetracycline production
wastewater. 2021, 295, 113055

Microbial interkingdom associations across soil depths reveal network connectivity and keystone
439 taxa linked to soil fine-fraction carbon content. 2021, 320, 107559

Antibiotics and fFecal transfaunation differentially affect microbiota recovery, associations, and
antibiotic resistance in lemur guts. 2021, 3, 65

437 Homogeneous selection shapes rare biosphere in rhizosphere of medicinal plant. 2021, 129, 107981 4

Liming alters microbial community composition and its co-occurrence patterns in Cd- and
Pb-contaminated agricultural soil. 2021, 166, 104064

Responses of rhizosphere bacterial communities, their functions and their network interactions to
435 d stress under phytostabilization by Miscanthus spp. 2021, 287, 117663

Effects of warming on the bacterial community and its function in a temperate steppe. 2021, 792, 148409

Impact of different types of anthropogenic pollution on bacterial community and metabolic genes
433 in urban river sediments. 2021, 793, 148475 3

Benthic eDNA metabarcoding provides accurate assessments of impact from oil extraction, and
ecological insights. 2021, 130, 108064

Biochar-based fertilizer amendments improve the soil microbial community structure in a karst
431 mountainous area. 2021, 794, 148757 5

Variations in antibiotic resistance genes and removal mechanisms induced by C/N ratio of substrate
during composting. 2021, 798, 149288

, Assessing the effects of cascade dams on river ecological status using multi-species
429 interaction-based index of biotic integrity (Mt-IBI). 2021, 299, 113585

The interaction of acidophiles driving community functional responses to the re-inoculated
chalcopyrite bioleaching process. 2021, 798, 149186

Elevation-related climate trends dominate fungal co-occurrence network structure and the
427 abundance of keystone taxa on Mt. Norikura, Japan. 2021, 799, 149368 4

Quaternary volcanic activities influence core soil microorganisms in a typical steppe. 2021, 207, 105609

5 Bacterial community demonstrates stronger network connectivity than fungal community in
425 desert-grassland salt marsh. 2021, 798, 149118

The structure and assembly mechanisms of plastisphere microbial community in natural marine

environment. 2022, 421, 126780

28



A field study reveals links between hyperaccumulating Sedum plants-associated bacterial
423 communities and Cd/zZn uptake and translocation. 2022, 805, 150400 3

Residual chlorine disrupts the microbial communities and spreads antibiotic resistance in
freshwater. 2022, 423, 127152

N-induced root exudates mediate the rhizosphere fungal assembly and affect species coexistence.

421 2022, 804, 150148

Little environmental adaptation and high stability of bacterial communities in rhizosphere rather
than bulk soils in rice fields. 2022, 169, 104183

The potential role of fertilizer-derived exogenous bacteria on soil bacterial community assemblage
419 and network formation. 2022, 287, 132338 4

Improving cadmium accumulation by Solanum nigrum L. via regulating rhizobacterial community
and metabolic function with phosphate-solubilizing bacteria colonization. 2022, 287, 132209

. Mixing regime shapes the community assembly process, microbial interaction and proliferation of
417 cyanobacterial species Planktothrix in a stratified lake.. 2022, 115, 103-113

Inoculation of Mimosa Pudica with Paraburkholderia phymatum Results in Changes to the
Rhizoplane Microbial Community Structure. 2021, 36,

. Uncovering multi-faceted taxonomic and functional diversity of soil bacteriomes in tropical
415 southeast Asian countries. 2021, 11, 582

Specialized Metabolites for Bacterial Communication. 2020, 66-96

Dissimilatory nitrate/nitrite reduction to ammonium (DNRA) pathway dominates nitrate reduction

413 processes in rhizosphere and non-rhizosphere of four fertilized farmland soil. 2020, 186, 109612 i

Keystone taxa of water microbiome respond to environmental quality and predict water
contamination. 2020, 187, 109666

411 The impact of nutrition on intestinal bacterial communities. 2017, 38, 59-65 78

Impact of a synthetic fungicide (Fosetyl-Al and propamocarb-hydrochloride) and a biopesticide
(Clonostachys rosea) on soil bacterial, fungal, and protist communities. 2020, 738, 139635

Environmental heterogeneity determines the ecological processes that govern bacterial
409 metacommunity assembly in a floodplain river system. 2020, 14, 2951-2966 30

Wheat dwarfing influences selection of the rhizosphere microbiome. 2020, 10, 1452

407 Network analyses in microbiome based on high-throughput multi-omics data. 2021, 22, 1639-1655 17

Fast and simple analysis of MiSeq amplicon sequencing data with MetaAmp.

29



CITATION REPORT

405 Controlling complex microbial communities: a network-based approach. 1

Experimentally-validated correlation analysis reveals new anaerobic methane oxidation
partnerships with consortium-level heterogeneity in diazotrophy.

Identification of the keystone species in non-alcoholic fatty liver disease by causal inference and
403 dynamic intervention modeling.

Longitudinal effects of antibiotics and fecal transplant on lemur gut microbiota structure,
associations, and resistomes.

401 The Dutch Microbiome Project defines factors that shape the healthy gut microbiome. 6

Profiling of oral microbiota and cytokines in COVID-19 patients.

Rapid inference of direct interactions in large-scale ecological networks from heterogeneous
399 microbial sequencing data. 7

Alternative stable states in a model of microbial community limited by multiple essential nutrients.

397 A New Method to Correct for Habitat Filtering in Microbial Correlation Networks. 1

Environmental drivers define contrasting microbial habitats, diversity, and community structure in
Lake Baikal, Siberia.

395 Inferred microbial networks lack replicability: consequences for next-generation biomonitoring. 1

Microbial Hub Taxa Link Host and Abiotic Factors to Plant Microbiome Variation. 2016, 14, e1002352

Model-based quantification of metabolic interactions from dynamic microbial-community data.
393 2017, 12, e0173183 32

Inferring microbial interactions in thermophilic and mesophilic anaerobic digestion of hog waste.
2017,12,e0181395

391 High-dimensional linear state space models for dynamic microbial interaction networks. 2017, 12,e0187822 8

Diversity and Structure of the Endophytic Bacterial Communities Associated With Three Terrestrial
Orchid Species as Revealed by 16S rRNA Gene Metabarcoding. Frontiers in Microbiology, 2020, 11, 6049647

3 Pathogen Infection and Host-Resistance Interactively Affect Root-Associated Fungal Communities
3°9 " in watermelon. Frontiers in Microbiology, 2020, 11, 605622 57 3

Process Disturbances in Agricultural Biogas Production@auses, Mechanisms and Effects on the

Biogas Microbiome: A Review. 2019, 12, 365

30



Metage2Metabo, microbiota-scale metabolic complementarity for the identification of key species.

387 2020, 9, 10

Biogeographic variation in the microbiome of the ecologically important sponge, Carteriospongia
foliascens. 2015, 3, e1435

385 Reconstructing large interaction networks from empirical time series data. 2021, 24, 2763-2774 6

Distinct Responses of Rare and Abundant Microbial Taxa to Chemical Stabilization of
Cadmium-Contaminated Soil. 2021, 6, e0104021

3 Ecological network analysis to assess the restoration success of disturbed mine soil in Zoucheng,
3%3  china. 2021, 32, 5393

Determination of the direct and indirect effects of bend on the urban river ecological
heterogeneity. 2021, 112166

Biogeographic distribution patterns and assembly processes of nirS and nirK-type denitrifiers
across the black soil zone in Northeast China.

Integrating Stochastic and Deterministic Process in the Biogeography of N-Fixing Cyanobacterium
Atelocyanobacterium Thalassa. Frontiers in Microbiology, 2021, 12, 654646 57

Comparative analysis of microbial communities between water and sediment in Laoshan Bay
379 marine ranching with varied aquaculture activities. 2021, 173, 112990 3

Redox regime shifts in microbially-mediated biogeochemical cycles.

Marine Ecosystems as Complex Adaptive Systems: Emergent Patterns, Critical Transitions, and
377 public Goods.

Modeling time-series data from microbial communities.

An equation-free method reveals the ecological interaction networks within complex microbial
375 ecosystems.

Full Issue PDF. 2017, 1, 55-114

Hunters or gardeners? Linking community structure and function of trap-associated microbes to
373 the nutrient acquisition strategy of a carnivorous plant.

System Biology Modeling with Compositional Microbiome Data Reveals Personalized Gut Microbial
Dynamics and Keystone Species.

371 Extent of the annual Gulf of Mexico hypoxic zone influences microbial community structure.

How sample heterogeneity can obscure the signal of microbial interactions.

31



CITATION REPORT

6 Differential dynamics of microbial community networks help identify microorganisms interacting
399 with residue-borne pathogens: the case of Zymoseptoria tritici in wheat.

A suite of rare microbes interacts with a dominant, heritable, fungal endophyte to influence plant
trait expression.

6 Glacial runoff promotes deep burial of sulfur cycling-associated microorganisms in marine
357 sediments.

Enhanced inference of ecological networks by parameterizing ensembles of population dynamics
models constrained with prior knowledge.

6 Soil Microbial Ecology and Its Role in Soil Carbon Sequestration in Sustainable Agroecosystems
355 Under Climate Change. 2020, 249-291

Building clone-consistent ecosystem models.

363 The bacterial microbiota of a parasitic plant and its host.

Impact of a resistance gene against a fungal pathogen on the plant host residue microbiome: the
case of the Leptosphaeria maculans-Brassica napus pathosystem.

361 Rewiring of peatland plant-microbe networks outpaces species turnover.

Estimating Microbial Interaction Network:Zero-inflated Latent Ising Model Based Approach.

359 Inoculation Effects in the Rhizosphere: Diversity and Function. 2021, 339-356 2

Microbial community networks across body sites are associated with susceptibility to respiratory
infections in infants. 2021, 4, 1233

Structure and diversity of fungal communities in long-term copper-contaminated agricultural soil.
357 2022,806, 151302 4

Polymicrobial Peri-Implant Infection. 2020, 11-21

355 Interactions of Nanoenabled Agrochemicals with Soil Microbiome. 2020, 137-163 0

Environmental conditions and diffusion-limited microbial transfer drive specific microbial
communities detected at different sections in oil-production reservoir with water-flooding.

Contrasted microbial community colonization of a bauxite residue deposit marked by a complex
e geochemical context. 2022, 424, 127470 4

Microbial association networks give relevant insights into plant pathobiomes.

32



351 Small Molecule Modulation of Microbiome Ecosystem: A Systems Pharmacology Perspective.

Nutritional inter-dependencies and a carbazole-dioxygenase are key elements of a bacterial
consortium relying on a Sphingomonas for the degradation of the fungicide thiabendazole.

Autochthonous fungi are central components in microbial community structure in raw fermented
349 sausages. 2021,

Contrasting Patterns and Drivers of Soil Fungal Communities between Two Ecosystems Divided by
the Treeline. 2021, 9,

Dietary Contamination with a Neonicotinoid (Clothianidin) Gradient Triggers Specific Dysbiosis
347 Signatures of Microbiota Activity along the Honeybee () Digestive Tract. 2021, 9,

Inter-Kingdom Networks of Canola Microbiome Reveal Bradyrhizobium as Keystone Species and
Underline the Importance of Bulk Soil in Microbial Studies to Enhance Canola Production. 2021, 1

Intercropping Systems Modify Desert Plant-Associated Microbial Communities and Weaken Host
345 Effectsina Hyper-Arid Desert. Frontiers in Microbiology, 2021, 12, 754453 57

Evaluating the impacts of microbial activity and species interactions on passive bioremediation of a
coastal acid sulfate soil (CASS) ecosystem.

Investigating the effects of urban input on the abundance and diversity of potential bio-floc
343 forming bacteria in the River Murray, South Australia. 521, 012015

Microbiomes attached to fresh perennial ryegrass- are temporally resilient and adapt to changing
ecological niches.

341 BEEM-Static: Accurate inference of ecological interactions from cross-sectional metagenomic data.

The relationship between land cover and microbial community composition in European lakes.

Activated sludge microbial communities influencing the performance of a full-scale wastewater
339 treatment plant treating optoelectronic wastewater. 2021, 10, 106833

Disentangling environmental effects in microbial association networks. 2021, 9, 232

337 Renaissance for Phage-Based Bacterial Control. 2021, 1

Bacterial Diversity and CAZyme Potential Revealed in Pandanus Rich Thermal Spring Cluster of
India: A Non-cultivable 16S rRNA Sequencing Approach.. Frontiers in Microbiology, 2021, 12, 760573 57

. Biochar and compost amendments alter the structure of soil fungal network in a karst mountainous L
area.

Strong partitioning of soil bacterial community composition and co-occurrence networks along a

small-scale elevational gradient on Zijin Mountain. 2021, 3, 290

33



CITATION REPORT

Mono-specific algal diets shape microbial networking in the gut of the sea urchin Tripneustes
333 gratilla elatensis. 2021, 3, 79

Estuarine gradients dictate spatiotemporal variations of microbiome networks in the Chesapeake
Bay. 2021, 16, 22

B Bacterial and Archaeal Community Distribution in Qilfield Water Re-injection Facilities and the
33 Influences from Microorganisms in Injected Water. 2021, 1

Flooding and straw returning regulates the partitioning of soil phosphorus fractions and
phoD-harboring bacterial community in paddy soils. 2021, 105, 9343-9357

Relevance of the microbial community to Sb and As biogeochemical cycling in natural wetlands.
329 2021, 151826

New insights into nitrogen removal potential in urban river by revealing the importance of
microbial community succession on suspended particulate matter. 2022, 204, 112371

327 Invitro interaction network of a synthetic gut bacterial community. 2021, 5

Microplastics Impact the Accumulation of Metals in Earthworms by Changing the Gut Bacterial
Communities.

Effects of temperature on composition and stability of bacterial community in colonial Microcystis
325 aeruginosa culture systems. 2021, 33, 1660-1674

Fungal community and functional responses to soil warming are greater than for soil nitrogen
enrichment. 2021, 9,

, Contrasting Effects of Local Environmental and Biogeographic Factors on the Composition and
323 Structure of Bacterial Communities in Arid Monospecific Mangrove Soils.. 2022, e0090321

Destabilization of the Bacterial Interactome Identifies Nutrient Restriction-Induced Dysbiosis in
Insect Guts.. 2022, e0158021

321 Disentangling direct from indirect relationships in association networks.. 2022, 119, fe)

Seasonal variations and co-occurrence networks of bacterial communities in the water and
sediment of artificial habitat in Laoshan Bay, China.. 2022, 9, e12705

. Extending Association Rule Mining to Microbiome Pattern Analysis: Tools and Guidelines to
319 Support Real Applications. 2022, 1,

Response mechanism of microbial community to seasonal hypoxia in marine ranching.. 2021, 811, 152387

. Soil microbial co-occurrence networks become less connected with soil development in a high
317 Arctic glacier foreland succession.. 2021, 152565

Alteration of bacterial communities and co-occurrence networks as a legacy effect upon exposure

to polyethylene residues under field environment.. 2021, 426, 128126

34



(2022-2021)

. Interactions Between Marine Group Il Archaea and Phytoplankton Revealed by Population
315 Correlations in the Northern Coast of South China Sea.. Frontiers in Microbiology, 2021, 12, 785532 57

Assembly of 97 Novel Bacterial Genomes in the Microbial Community Affiliated with Polyvinyl
Alcohol in Soil of Northern China.. 2022, 2022, 2229147

Damming river shapes distinct patterns and processes of planktonic bacterial and microeukaryotic
313 communities.. 2022,

Unravelling microalgal-bacterial interactions in aquatic ecosystems through 16S co-occurrence
networks.

Land-use intensification differentially affects bacterial, fungal and protist communities and

3 decreases microbiome network complexity.. 2022, 17, 1

Understanding Interaction Patterns within Deep-Sea Microbial Communities and Their Potential
Applications.. 2022, 20,

° Bacterial low-abundant taxa are key determinants of a healthy airway metagenome in the early
399 years of human life.. 2022, 20, 175-186

Improvement of plant diversity along the slope of an historical PbEZn slag heap ameliorates the
negative effect of heavy metal on microbial communities. 1

Environmental Filtering by pH and Salinity Jointly Drives Prokaryotic Community Assembly in
397 Coastal Wetland Sediments. 8,

Soil microbial communities of dryland legume plantations are more complex than non-legumes..
2022, 822, 153560

° Determining the Composition of Resident and Transient Members of the Oyster Microbiome..
395 Frontiers in Microbiology, 2021, 12, 828692 57

New Insight Into the Interspecies Shift of Anammox Bacteria "Brocadia" and "Jettenia" in Reactors
Fed With Formate and Folate.. Frontiers in Microbiology, 2021, 12, 802201

o Comparative Analysis of Selective Bacterial Colonization by Polyethylene and Polyethylene
S Terephthalate Microplastics.. Frontiers in Microbiology, 2022, 13, 836052 57

Conceptual strategies for characterizing interactions in microbial communities.. 2022, 25, 103775

301 Cautionary notes on the use of co-occurrence networks in soil ecology. 2022, 166, 108534 2

Effects of ofloxacin on the structure and function of freshwater microbial communities.. 2022, 244, 106084

Long-term succession of Microcystis genotypes is driven by hydrological conditions and
299 anthropogenic nutrient loading in a large shallow lake. 2022, 606, 127451

Enhanced soil quality after forest conversion to vegetable cropland and tea plantations has

contrasting effects on soil microbial structure and functions. 2022, 211, 106029

35



CITATION REPORT

5 Rare-earth metal oxide nanoparticles decouple the linkage between soil bacterial community
97 structure and Function by selectively influencing potential keystone taxa.. 2022, 298, 118863

Response and recovery of nosZ abundant and rare subcommunities to organic amendment and
nitrification inhibitor disturbances, with implications for N2O emissions. 2022, 173, 104386

Deciphering of Microbial Community Structures and Functions of Wastewater Treatment at
295 High-Altitude Area.

The relationship between land cover and microbial community composition in European lakes..
2022, 825, 153732

5 A robust core architecture of functional brain networks supports topological resilience and
93 cognitive performance in aging.

The introduction of Phoebe bournei into Cunninghamia lanceolata monoculture plantations
increased microbial network complexity and shifted keystone taxa. 2022, 509, 120072

. Composition and Potential Functions of Rhizobacterial Communities in a Pioneer Plant from
29T Andean Altiplano. 2022, 14, 14
The Adverse Effect of Chinese Fir (Cunninghamia Lanceolata) Monoculture Plantations on Soil
Nutrient Cycles Mediated by Fungi.

289 Impacts of UV-Cirradiation on marine biofilm community succession.. 2021, aem0229821

Dietary Advanced Glycation End Products Shift the Gut Microbiota Composition and Induce Insulin
Resistance in Mice.. 2022, 15, 427-437

Unveiling the complexity and ecological function of aquatic macrophyte-animal networks in coastal

287 ecosystems.. 2022,

Soil Microbiomes in Apple Orchards Are Influenced by the Type of Agricultural Management but
Never Match the Complexity and Connectivity of a Semi-natural Benchmark.. Frontiers in
Microbiology, 2022, 13, 830668

285  From diversity to complexity: Microbial networks in soils. 2022, 108604 fe)

Microplastics reduce soil microbial network complexity and ecological deterministic selection..
2022,

The Synergism between Methanogens and Methanotrophs and the Nature of their Contributions to

283 the Seasonal Variation of Methane Fluxes in a Wetland: The Case of Dajiuhu Subalpine Peatland. 1

The Microbial Mechanisms of a Novel Photosensitive Material (Treated Rape Pollen) in Anti-Biofilm
Process under Marine Environment.. 2022, 23,

281 Changes of microbiome in response to sugars in a wilt pathogen-infested soil. 1

Spatial Metagenomic Analysis in Understanding the Microbial Diversity of Thar Desert.. 2022, 11,




(2022-)

The impact of the rice production system (irrigated vs lowland) on root-associated microbiome
279 from Farmer8 fields in western Burkina Faso.

Original Leaf Colonisers Shape Fungal Decomposer Communities of in Intermittent Habitats.. 2022,
8,

Network complexity of rubber plantations is lower than tropical forests for soil bacteria but not for
277 fungi. 2022, 8, 149-161

Difference of Bacterial Community Structure in the Meadow, Maize, and Continuous Cropped
Alfalfa in Northeast China.. Frontiers in Microbiology, 2022, 13, 794848

Ecological stability of microbial communities in Lake Donghu regulated by keystone taxa. 2022,
275 136,108695 4

The Extent and Pattern of Mariculture Impacts on Spatial and Seasonal Variations of Sediment
Bacterial Communities Among Three Coastal Waters. 2022, 9,

5 The structure of microbial communities of activated sludge of large-scale wastewater treatment
73 plants in the city of Moscow.. 2022, 12, 3458 3

Diverse Bathyarchaeotal Lineages Dominate Archaeal Communities in the Acidic Dajiuhu Peatland,
Central China.. 2022, 1

L Soil Aggregation Shaped the Distribution and Interaction of Bacterial-Fungal Community Based on
27 a 38-Year Fertilization Experiment in China.. Frontiers in Microbiology, 2022, 13, 824681 57 ©
Keystone microbiome in the rhizosphere soil reveals the effect of long-term conservation tillage on
crop growth in the Chinese Loess Plateau. 1

Network-based approaches for the investigation of microbial community structure and function

269 using metagenomics-based data.. 2022,

The rhizospheric microbiome becomes more diverse with maize domestication and genetic
improvement. 2022, 21, 1188-1202

6 Soil environment reshapes microbiota of laboratory-maintained Collembola during host
257 development.. 2022, 17, 16

Do the Reclaimed Fungal Communities Succeed Toward the Original Structure in Eco-Fragile
Regions of Coal Mining Disturbances? A Case Study in North China Loess-Aeolian Sand Area..
Frontiers in Microbiology, 2022, 13, 770715

Cropping practices manipulate soil bacterial structure and functions on the Qinghai-Tibet Plateau..
2022, 271, 153666

Pathobiology of Enterocytozoon hepatopenaei (EHP) in shrimp: Diagnosis and interpretation from
the gut bacterial community. 2022, 554, 738169

Abundant and rare microbiota assembly and driving factors between mangrove and intertidal
mudflats. 2022, 174, 104438

Linking soil microbial community traits and organic carbon accumulation rate under long-term

conservation tillage practices. 2022, 220, 105360

37



CITATION REPORT

Regulation of soil micro-foodwebs to root secondary metabolites in cultivated and wild licorice

261 Jlants.. 2022, 828, 154302

Microplastics impact the accumulation of metals in earthworms by changing the gut bacterial
communities.. 2022, 154848

Fungal key players of cellulose utilization: Microbial networks in aggregates of long-term Fertilized
259 soils disentangled using C-DNA-stable isotope probing.. 2022, 832, 155051

Intra-annual variation of root-associated fungi of Pinus sylvestris var. mongolica: The role of climate
and implications for host phenology. 2022, 176, 104480

5 Robust bacterial co-occurence community structures are independent of r- and K-selection history.
57 2021, 11, 23497

Seasonal Dynamics and Persistency of Endophyte Communities in Shifts Under Radiation Stress..
Frontiers in Microbiology, 2021, 12, 778327

255  Depth-structuring of multi-kingdom soil communities in agricultural pastures. 2021, 1

From Diversity to Complexity: Microbial Networks in Soils.

Different soil salinity imparts clear alteration in rhizospheric bacterial community dynamics in rice
253 and peanut.. 2021, 204, 36

Composition and Function of Bacterial Communities of Bryophytes and Their Underlying Sediments
in the Dajiuhu Peatland, Central China. 2023, 34, 133-144

- Plant and soil responses to grazing intensity drive changes in the soil microbiome in a desert o
steppe. 1

Integrated network analysis reveals that exogenous cadmium-tolerant endophytic bacteria inhibit
cadmium uptake in rice.. 2022, 134655

249 Environmental factors shaping the gut microbiome in a Dutch population.. 2022, 19

Salinity Is a Key Determinant for the Microeukaryotic Community in Lake Ecosystems of the Inner
Mongolia Plateau, China.. Frontiers in Microbiology, 2022, 13, 841686

Local-Scale Damming Impact on the Planktonic Bacterial and Eukaryotic Assemblages in the upper
247 Yangtze River.. 2022,

Dynamic changes in bacterial community structure are associated with distinct priming effect
patterns. 2022, 169, 108671

245 Image_1.pdf. 2020,

Image1.tif. 2017,

38



(2019-2017)

243 Table1.PDF. 2017,

Table2.PDF. 2017,

241 Data_Sheet_1.PDF. 2020,

Table_1.DOCX. 2018,

239 Table_2.docx. 2018,

Table_3.DOCX. 2018,

237 Image_1.pdf. 2018,

Table_1.docx. 2018,

235 Table_2.docx. 2018,

Image_1.TIF. 2018,

233  Data_Sheet_1.docx. 2018,

Data_Sheet_2.xlsx. 2018,

231 Image_1.TIF. 2018,

Image_2.TIF. 2018,

229 Table_1.DOCX. 2018,

Data_Sheet_1.PDF. 2019,

227  Presentation_1.pptx. 2019,

Table_1.DOCX. 2019,

39



CITATION REPORT

225 Table_1.DOCX. 2020,

Data_Sheet_1.PDF. 2020,

223 Data_Sheet_2.XLSX. 2020,

Image_1.PDF. 2018,

221 Table_1.PDF. 2018,

Data_Sheet_1.docx. 2020,

219 Image_1.pdf. 2020,

Table_1.xlsx. 2020,

217  Data_Sheet_1.zip. 2020,

Data_Sheet_1.docx. 2020,

215 Data_Sheet_1.PDF. 2019,

Data_Sheet_1.zip. 2019,

213  Data_Sheet_2.PDF. 2019,

Data_Sheet_1.docx. 2020,

211 Data_Sheet_1.docx. 2020,

Data_Sheet_2.xlsx. 2020,

209 Data_Sheet_1.PDF. 2020,

Data_Sheet_1.doc. 2020,

40



(2022-2020)

207 Data_Sheet_1.ZIP. 2020,

Data_Sheet_2.ZIP. 2020,

205 Table_6.xls. 2020,

Data_Sheet_3.ZIP. 2020,

203 Data_Sheet_4.PDF. 2020,

Image_1.JPEG. 2020,

201 Data_Sheet_1.docx. 2020,

Image_1.jpg. 2020,

199 DataSheet_1.zip. 2019,

Soil Bacterial Communities of Rice is Dependent on Root Compartment Niches But Independent of
Growth Stages in Mollisols of Northeast China.

L Soil Bacterial Communities of Rice is Dependent on Root Compartment Niches But Independent of
97 Growth Stages in Mollisols of Northeast China.

Gradual Enhancement of the Assemblage Stability of the Reed Rhizosphere Microbiome with
Recovery Time. 2022, 10, 937

L Mechanisms of fungal community assembly in wild stoneflies moderated by host characteristics
95 and local environment.. 2022, 8, 31

Unique Geothermal Chemistry Shapes Microbial Communities on Mt. Erebus, Antarctica.. Frontiers
in Microbiology, 2022, 13, 836943

L Agricultural Management Drive Bacterial Community Assembly in Different Compartments of
93 Soybean Soil-Plant Continuum. Frontiers in Microbiology, 2022, 13, 57

Multitrophic diversity and biotic associations influence subalpine forest ecosystem
multifunctionality.. 2022, e3745

191 Long-term patterns of an interconnected core marine microbiota.. 2022, 17, 22 0

Long-term nickel contamination increased soil fungal diversity and altered fungal community

structure and co-occurrence patterns in agricultural soils.. 2022, 436, 129113

41



CITATION REPORT

Dynamics in diversity, co-occurrence pattern, and community assembly of a perennial desert plant

189 root-associated bacteria. 2022, 22, 100526

Response of the biological community to the translocation of seaweed attaching substrate. 2022,
552,151739

Vertical distribution characteristics and interactions of polycyclic aromatic compounds and

187 bacterial communities in contaminated soil in oil storage tank areas.. 2022, 134695

Conversion of mangrove forests to shrimp ponds in southeastern China destabilizes sediment
microbial networks. 2022, 421, 115907

185  Inter-cluster competition and resource partitioning may govern the ecology of Frankia.. 2022, 204, 326

Ecological modelling approaches for predicting emergent properties in microbial communities..
2022,

183  Distinct strategies of the habitat generalists and specialists in sediment of Tibetan lakes.. 2022, fe)

Growth phase estimation For abundant bacterial populations sampled longitudinally from human
stool metagenomes.

Multiple metal(loid) contamination reshaped the structure and function of soil archaeal

B1 ommunity. 2022, 436, 129186

Dynamics of Planktonic Microbial Community Associated with Saccharina japonica Seedling. 2022,
10, 726

Short-chain fatty acids promote the effect of environmental signals on the gut microbiome and
179 metabolome in mice. 2022, 5, 3

Biological Microbial Interactions from Cooccurrence Networks in a High Mountain Lacustrine
District.

L Soil microbial network complexity predicts ecosystem function along elevation gradients on the
/7 Tibetan Plateau. 2022, 108766

Characterizing the Microbial Consortium L1 Capable of Efficiently Degrading Chlorimuron-Ethyl via
Metagenome Combining 16S rDNA Sequencing. Frontiers in Microbiology, 13,

L Changes in Soil Organic Carbon Fractions and Fungal Communities, Subsequent to Different
75 Management Practices in Moso Bamboo Plantations. 2022, 8, 640

Soil Microbial Network Complexity Varies With pH as a Continuum, Not a Threshold, Across the
North China Plain. Frontiers in Microbiology, 13,

High stability of autochthonous dissolved organic matter in karst aquatic ecosystems: Evidence
173 From Fluorescence. 2022, 220, 118723

Temperature mediated the balance between stochastic and deterministic processes and

reoccurrence of microbial community during treating aniline wastewater. 2022, 221, 118741

42



(2022-2022)

171 Microbiome and -omics application in food industry. 2022, 377, 109781 1

Interlinkages between soil properties and keystone taxa under different tillage practices on the
North China Plain. 2022, 178, 104551

Land-use type strongly affects soil microbial community assembly process and inter-kingdom

169 co-occurrence pattern in a floodplain ecosystem. 2022, 179, 104574

Soil Ph Regulates the Network Patterns and Assembly Processes of Freshwater Wetland Soil
Bacteria in Eastern China: A Parallel with Well-Drained Soils.

167 The Maximum Entropy Principle For Compositional Data.

The Characterization of Microbiome and Interactions on Weathered Rocks in a Subsurface Karst
Cave, Central China. Frontiers in Microbiology, 13,

165  Fusarium oxysporum Disrupts Microbiome-Metabolome Networks in Arabidopsis thaliana Roots. fe)

Primary Succession Changes the Composition and Functioning of the Protist Community on Mine
Tailings, Especially Phototrophic Protists.

Characteristics and diversity of endophytic bacteria in Panax notoginseng under high temperature

163 analysed using full-length 16S rRNA sequencing. 2022, 204,

Ecological clusters of soil taxa within bipartite networks are highly sensitive to climatic conditions
in global drylands. 2022, 377,

161 Over-optimism in unsupervised microbiome analysis: Insights from network learning and clustering. o)

Comparison of the co-occurrence patterns of the gut microbial community between Bt-susceptible
and Bt-resistant strains of the rice stem borer, Chilo suppressalis.

L Co-occurrence networks reveal more complexity than community composition in resistance and
59 resilience of microbial communities. 2022, 13,

Wheat Rhizosphere Microbiota Respond to Changes in Plant Genotype, Chemical Inputs, and Plant
Phenotypic Plasticity. 10,

L Land use alters diazotroph community structure by regulating bacterivores in Mollisols in
57 Northeast China. Frontiers in Microbiology, 13, 57

The Responses of Ammonia-Oxidizing Microorganisms to Different Environmental Factors
Determine Their Elevational Distribution and Assembly Patterns.

155 Dysbiosis and Predicted Functions of the Dental Biofilm of Dairy Goats with Periodontitis. 1

Identification of key steps and associated microbial populations for efficient anaerobic digestion

under high ammonium or salinity conditions. 2022, 360, 127571

43



CITATION REPORT

L Nanoscale zero-valent iron changes microbial co-occurrence pattern in
53 pentachlorophenol-contaminated soil. 2022, 438, 129482

Microbial co-occurrence networks driven by low-abundance microbial taxa during composting
dominate lignocellulose degradation. 2022, 845, 157197

o1 Heterogeneity and its drivers of microbial communities and diversity in six typical soils under two

5 different land uses in tropical and subtropical southern China. 2022, 179, 104555
Cross-kingdom co-occurrence networks in the plant microbiome: Importance and ecological
interpretations. Frontiers in Microbiology, 13,

L The impact of the rice production system (irrigated vs lowland) on root-associated microbiome
49 from fFarmer’s fields in western Burkina Faso.

Increased Soil Fertility in Tea Gardens Leads to Declines in Fungal Diversity and Complexity in
Subsoils. 2022, 12, 1751

L Role of jellyfish in mesozooplankton community stability in a subtropical bay under the long-term
47 impacts of temperature changes. 2022, 157627

Deterministic assembly process dominates bacterial antibiotic resistome in wastewater effluents
receiving river.

Effects of biodegradable and polyethylene film mulches and their residues on soil bacterial
145 communities.

Soil and Soilless Tomato Cultivation Promote Different Microbial Communities That Provide New
Models for Future Crop Interventions. 2022, 23, 8820

L Diverse and distinct bacterial community involved in a full-scale A/O1/H/O2 combination of
43 bioreactors with simultaneous decarbonation and denitrogenation of coking wastewater.

Shared and contrasting associations in the dynamic nano- and picoplankton communities of two
close but contrasting sites from the Bay of Biscay.

141 Toward FAIR Representations of Microbial Interactions. 1

Bacterial species metabolic interaction network for deciphering the lignocellulolytic system in
fungal cultivating termite gut microbiota. 2022, 104763

L Graphical Analysis of A Marine Plankton Community Reveals Spatial, Temporal, and Niche Structure
39 of Sub-Communities. 9,

Impact of soil amendments on nitrous oxide emissions and the associated denitrifying communities
in a semi-arid environment. 13,

L When does a Lotka-Volterra model represent microbial interactions? Insights from in-vitro nasal
37 bacterial communities.

Host or pathogen primed bacterial consortia alters microbial community structures in Arabidopsis

roots and suppresses Fusarium oxysporum.

44



L Precise portrayal of microscopic processes of wastewater biofilm formation: Taking SiO2 as the
35 model carrier. 2022, 849, 157776

Biochar and lime amendments promote soil nitrification and nitrogen use efficiency by
differentially mediating ammonia-oxidizer community in an acidic soil. 2022, 180, 104619

133 Vegetation restoration increases the diversity of bacterial communities in deep soils. 2022, 180, 104631 0

Species abundance correlations carry limited information about microbial network interactions.
2022, 18, 1010491

131 Hydrological connectivity promotes coalescence of bacterial communities in a floodplain. 13, o)

The network perspective: Vertical connections linking organizational levels. 2022, 473, 110112

Co-occurrence patterns and community assembly mechanisms of benthic foraminiferal

129 communities in South Chinese bays. 2022, 144, 109489

Effect of water chemistry on nitrogen transformation, dissolved organic matter composition and
microbial community structure in hyporheic zone sediment columns. 2022, 215, 114246

The role of microbial communities on primary producers in aquatic ecosystems: Implications in

127 turbidity stress resistance. 2022, 215, 114353

Compartment niche and bamboo variety influence the diversity, composition, network and
potential keystone taxa functions of rhizobacterial communities. 2022, 24, 100593

The fecal arsenic excretion, tissue arsenic accumulation, and metabolomics analysis in sub-chronic

125 arsenic-exposed mice after in situ arsenic-induced fecal microbiota transplantation. 2023, 854, 158583

The plastisphere of biodegradable and conventional microplastics from residues exhibit distinct
microbial structure, network and function in plastic-mulching farmland. 2023, 442, 130011

Network analysis reveals significant joint effects of microplastics and tetracycline on the gut than

123 the gill microbiome of marine medaka. 2023, 442, 129996

Microbial Ecology of Hot Desert Soils. 2022, 89-110

Root exudates and rhizosphere soil bacterial relationships of Nitraria tangutorum are linked to

121 k-strategists bacterial community under salt stress. 13,

Microplastic pollution and enrichment of distinct microbiota in sediment of mangrove in Zhujiang
River estuary, China.

Rhizosphere-induced shift in the composition of bacterial community favors mineralization of crop

Tt ; )
9 residue nitrogen.

Comparison and interpretation of freshwater bacterial structure and interactions with organic to

nutrient imbalances in restored wetlands. 13,

45



CITATION REPORT

117  Climate warming restructures seasonal dynamics of grassland soil microbial communities. 2022, 1, 245-256 o

Small molecule modulation of microbiota: a systems pharmacology perspective. 2022, 23,

Microbial co-occurrence network in the rhizosphere microbiome: its association with

115 physicochemical properties and soybean yield at a regional scale. 2022, 60, 986-997

Impact of Elexacaftor/Tezacaftor/Ilvacaftor Therapy on the Cystic Fibrosis Airway Microbial
Metagenome.

Keystone taxa: an emerging area of microbiome research for future disease diagnosis and health

113 safetyin human. 2022, 127203

Assessment of the Pollution of Soil Heavy Metal(loid)s and Its Relation with Soil Microorganisms in
Wetland Soils. 2022, 14, 12164

Comparison of assembly process and co-occurrence pattern between planktonic and benthic

TIT microbial communities in the Bohai Sea. 13,

Effective data filtering is prerequisite for robust microbial association network construction. 13,

Absence of oxygen effect on microbial structure and methane production during drying and

109 rewetting events. 2022, 12,

Co-occurrences enhance our understanding of aquatic fungal metacommunity assembly and reveal
potential hostParasite interactions.

Soil microbial community assembly and stability are associated with potato (Solanum tuberosum L.)

197" fitness under continuous cropping regime. 13,

Functional Guilds, Community Assembly, and Co-occurrence Patterns of Fungi in Metalliferous Mine
Tailings Ponds in Mainland China.

Similar assembly mechanisms but distinct co-occurrence patterns of free-living vs. particle-attached
105 bacterial communities across different habitats and seasons in shallow, eutrophic Lake Taihu. 2022, 1
314,120305

Effects of wind-wave disturbance and nutrient addition on aquatic bacterial diversity, community
composition, and co-occurrence patterns: A mesocosm study. 2022, 3, 100168

Subgingival host-microbiome metatranscriptomic changes following scaling and root planning in

193 Gradell / Il Periodontitis.

A comparison of microbial composition under three tree ecosystems using the stochastic process
and network complexity approaches. 13,

101 Contrasting sea ice conditions shape microbial food webs in Hudson Bay (Canadian Arctic). 2022, 2, o)

PANOMICS at the interface of rootBoil microbiome and BNI. 2022,

46



(2023-2022)

99  The maximum entropy principle for compositional data. 2022, 23, o)

Differential Response of Soil Microbial Community Structure in Coal Mining Areas during Different
Ecological Restoration Processes. 2022, 10, 2013

Plant types shape soil microbial composition, diversity, function, and co-occurrence patterns in the
97 cultivated land of a karst area.

Soil bacterial community response to cover crop introduction in a wheat-based dryland cropping
system. 6,

synDNAH Synthetic DNA Spike-in Method for Absolute Quantification of Shotgun Metagenomic
95 Sequencing.

Effects of Microbial Transfer during Food-Gut-Feces Circulation on the Health of Bombyx mori.

Microbial community structures and important taxa across oxygen gradients in the Andaman Sea
93 and eastern Bay of Bengal epipelagic waters. 13,

Diversity, community structure and potential functions of root-associated bacterial communities of
different wheat (Triticum aestivum) cultivars under field conditions.

Adaptation of rhizosphere and endosphere microbiome to heavy metal pollution in castor bean.
9T 2022, 24,100618

Oyster culture changed the phosphorus speciation in sediments through biodeposition. 2023, 216, 114586

3 Long-term N addition accelerated organic carbon mineralization in aggregates by shifting microbial
9 community composition. 2023, 342, 108249

Targeting keystone species helps restore the dysbiosis of butyrate-producing bacteria in
nonalcoholic Fatty liver disease.

87 Review: Current understanding on biological filtration for the removal of microcystins. 2022, 137160 fe)

Hydrodynamic and anthropogenic disturbances co-shape microbiota rhythmicity and community
assembly within intertidal groundwater-surface water continuum.

3 Seasonal characterization of the prokaryotic microbiota of full-scale anaerobic UASB reactors
5 treating domestic sewage in southern Brazil.

Presence and distribution of triazine herbicides and their effects on microbial communities in the
Laizhou Bay, Northern China. 2023, 186, 114460

3 Changes in diversity patterns and assembly processes of soil nematode communities during forest
3 secondary succession on the Loess Plateau. 2023, 529, 120734

Elevated ozone enhances the network stability of rhizospheric bacteria rather than fungi. 2023,

345, 108315

47



CITATION REPORT

Response mechanism of meiofaunal communities to multi-type of artificial reef habitats from the

81 perspective of high-throughput sequencing technology. 2023, 863, 160927

Disentangling the impact of straw incorporation on soil microbial communities: Enhanced network
complexity and ecological stochasticity. 2023, 863, 160918

Clean recovery and recycling of seasonal surplus forage grass by microbial driven anaerobic
79 fermentation: a case study of napiergrass. 2022, 9,

Nutritional and host environments determine community ecology and keystone species in a
synthetic gut bacterial community.

Environmental and Anthropogenic Factors Shape the Skin Bacterial Communities of a Semi-Arid
77 Amphibian Species.

Habitats modulate influencing factors shaping the spatial distribution of bacterial communities
along a Tibetan Plateau riverine wetland. 2022, 160418

Defining the Benefits of Antibiotic Resistance in Commensals and the Scope for Resistance
75 Optimization.

Microbial community diversity and function analysis of Aconitum carmichaelii Debeaux in
rhizosphere soil of farmlands in Southwest China. 13,

Inference of dynamic interaction networks: A comparison between Lotka-Volterra and multivariate
/3 autoregressive models. 2,

The helminth holobiont: a multidimensional hostParasitethicrobiota interaction. 2022,

- Methane supply drives prokaryotic community assembly and networks at cold seeps of the South
China Sea.

Habitats within the plant root differ in bacterial network topology and taxonomic assortativity.

6 Dynamic Monitoring of Changes in Fecal Flora of Giant Pandas in Mice: Co-Occurrence Network
9 Reconstruction.

Combined organic-inorganic fertilization builds higher stability of soil and root microbial networks
than exclusive mineral or organic fertilization. 2023, 5,

Populus root exudates are associated with rhizosphere microbial communities and symbiotic
patterns. 13,

Decreased precipitation reduced the complexity and stability of bacterial co-occurrence patterns in
a semiarid grassland. 13,

Over-optimism in unsupervised microbiome analysis: Insights from network learning and clustering.
2023, 19,e1010820

Biogeographic Pattern and Network of Rhizosphere Fungal and Bacterial Communities in Panicum

miliaceum Fields: Roles of Abundant and Rare Taxa. 2023, 11, 134

48



(2023

63 Preliminary analysis of mucosal and salivary bacterial communities in oral lichen planus. fe)

Effects of milk replacer feeding level on growth performance, rumen development and the ruminal
bacterial community in lambs. 13,

River water influenced by shale gas wastewater discharge for paddy irrigation has limited effects

61 on soil properties and microbial communities. 2023, 251, 114552

Soil bacterial community structure and functions but not assembly processes are affected by the
conversion from monospecific Cunninghamia lanceolata plantations to mixed plantations. 2023,
185, 104775

Continuous cropping of cut chrysanthemum reduces rhizospheric soil bacterial community diversity
59 and co-occurrence network complexity. 2023, 185, 104801

The putative maintaining mechanism of gut bacterial ecosystem in giant pandas and its potential
application in conservation. 2023, 16, 36-47

57  Facilitative interaction networks in experimental microbial community dynamics. o

Divergence of epibacterial community assemblage correlates with malformation disease severity in
Saccharina japonica seedlings. 10,

55 Clomazone impact on fungal network complexity and stability. 14, o)

Declined symptoms in Myrica rubra: The influence of soil acidification and rhizosphere microbial
communities. 2023, 313, 111892

53 Geographic patterns of microbial traits of river basins in China. 2023, 871, 162070 o)

Deciphering microeukaryoticBacterial co-occurrence networks in coastal aquaculture ponds. 2023,
5, 44-55

Elevated CO2 and temperature increase arbuscular mycorrhizal fungal diversity, but decrease root
51 colonization, in maize and wheat. 2023, 873, 162321

Contributions of plant litter to soil microbial activity improvement and soil nutrient enhancement
along with herb and shrub colonization expansions in an arid sandy land. 2023, 227, 107098

Spatial and temporal changes in the assembly mechanism and co-occurrence network of the
49  chromophytic phytoplankton communities in coastal ecosystems under anthropogenic influences. o)
2023,877,162831

Metagenomics analysis reveals the effects of norfloxacin on the gut microbiota of juvenile common
carp (Cyprinus carpio). 2023, 325, 138389

RNA outperforms DNA-based metabarcoding in assessing the diversity and response of
47 microeukaryotes to environmental variables in the Arctic Ocean. 2023, 876, 162608

Depth and contaminant-shaped bacterial community structure and assembly at an aged chlorinated

aliphatic hydrocarbon-contaminated site. 2023, 452, 131220

49



CITATION REPORT

Depth-dependent effects of tree species identity on soil microbial community characteristics and
45 multifunctionality. 2023, 878, 162972

Distinct community assembly processes and habitat specialization driving the biogeographic
patterns of abundant and rare bacterioplankton in a brackish coastal lagoon. 2023, 879, 163109

Response of soil fungal community to chromium contamination in agricultural soils with different
43 physicochemical properties. 2023, 879, 163244

Revealing the response of microbial communities to polyethylene micro(nano)plastics exposure in
cold seep sediment. 2023, 881, 163366

Metagenomics and network analysis decipher profiles and co-occurrence patterns of bacterial taxa
41 in soils amended with biogas slurry. 2023, 877, 162911

Community dynamics of microbial eukaryotes in intertidal mudflats in the hypertidal Bay of Fundy.
2023, 3,

Soil bacterial communities of paddy are dependent on root compartment niches but independent
39 of growth stages from Mollisols of Northeast China. 14,

Nitrogen application influences the effect of bacteria on the belowground allocation of
photosynthesized carbon under elevated CO2. 2023, 180, 109021

Proportional stochastic generalized LotkaNolterra model with an application to learning microbial
37 community structures. 2023, 448, 127932

Dynamic network modeling of gut microbiota during Alzheimerl disease progression in mice. 2023,
15,

The ecology of bacterial communities in groundwater of industrial areas: Diversity, composition,
35 network, and assembly. 2023, 322, 121207

Winter mulching practice alters soil bacterial communities and networks in lei bamboo (
Phyllostachys praecox ) forests.

Assembly and Network Stability of Planktonic Microorganisms under the Influence of Salinity
20 Gradient: an Arctic Case Study from the Lena River Estuary to the Laptev Sea. 2023, 11,

Structure and Functional Properties of Bacterial Communities in Surface Sediments of the Recently
Declared Nutrient-Saturated Lake Villarrica in Southern Chile.

Temporal assessment of N-cycle microbial functions in a tropical agricultural soil using gene
31 co-occurrence networks. 2023, 18, e0281442

Unravelling microalgal-bacterial interactions in aquatic ecosystems through 16S rRNA gene-based
co-occurrence networks. 2023, 13,

5 Comparative Analysis of the Symbiotic Microbiota in the Chinese Mitten Crab (Eriocheir sinensis):
9 Microbial Structure, Co-Occurrence Patterns, and Predictive Functions. 2023, 11, 544

From guest to host: parasite Cistanche deserticola shapes and dominates bacterial and fungal

community structure and network complexity. 2023, 18,

50



5 Network analysis of 16S rRNA sequences suggests microbial keystone taxa contribute to marine
7 N20 cycling. 2023, 6,

Nitrate has a stronger rhizobacterial-based effect on rice growth and nitrogen use than ammonium
in acidic paddy soil.

Deciphering the microbial community structures and functions of wastewater treatment at
25 high-altitude area. 11,

Soil Fungal Community Structure and Its Effect on CO2 Emissions in the Yellow River Delta. 2023,
20, 4190

. Keystone taxa responsible for the microbial community stability and performance of activated
sludges.

Gut microbiota-derived melatonin from Puerariae Lobatae Radix-resistant starch supplementation
attenuates ischemic stroke injury via a positive microbial co-occurrence pattern. 2023, 190, 106714

Occurrence of OCPs &amp; PCBs and their effects on multitrophic biological communities in

21 riparian groundwater of the Beiluo River, China. 2023, 253, 114713

Community differentiation of rhizosphere microorganisms and their responses to environmental
factors at different development stages of medicinal plant Glehnia littoralis. 11, e14988

L Community response of soil microorganisms to combined contamination of polycyclic aromatic
9 hydrocarbons and potentially toxic elements in a typical coking plant. 14,

Rapeseed Domestication Affects the Diversity of Rhizosphere Microbiota. 2023, 11, 724

L Co-occurrence network of soil bacterial communities in agricultural fields in central Yunnan under
7 different fertilization treatments.

Sensitive or tolerant functional microorganisms under cadmium stress: suggesting potential
specific interaction network characteristics in the rhizosphere system of karst potato. 2023, 30, 55932-55947

L Contrasting Response of Microeukaryotic and Bacterial Communities to the Interplay of
5 Seasonality and Stochastic Events in Shallow Soda Lakes.

Identifying keystone species in microbial communities using deep learning.

The potential to produce tropodithietic acid by Phaeobacter inhibens affects the assembly of
13 microbial biofilm communities in natural seawater. 2023, 9,

Exploration of lung mycobiome in the patients with non-small-cell lung cancer. 2023, 23,

Changes in the structure and function of rhizosphere soil microbial communities induced by

11 Amaranthus palmeri invasion. 14,

Niche Modification by Sulfate-Reducing Bacteria Drives Microbial Community Assembly in Anoxic

Marine Sediments.

51



CITATION REPORT

Short-term responses of plant growth-promoting bacterial community to the herbicides
9 imazethapyr and flumioxazin. 2023, 328, 138581

Dynamics of Phyllosphere Microbiota and Chemical Parameters at Various Growth Stages and Their
Contribution to Anaerobic Fermentation of Pennisetum giganteum.

Bacterial co-occurrence patterns are more complex but less stable than archaea in enhanced oil
7 recovery applied oil reservoirs. 2023, 130, 40-49

Facilitative interaction networks in experimental microbial community dynamics. 14,

Different grazers and grazing practices alter the growth, soil properties, and rhizosphere soil
5 bacterial communities of Medicago ruthenica in the Qinghai-Tibetan Plateau grassland. 2023, 352, 108522

Microbial functional genes within soil aggregates drive organic carbon mineralization under
contrasting tillage practices.

3 Effects of biochar addition on aeolian soil microbial community assembly and structure. fe)

Gut microbiome responds compositionally and functionally to the seasonal diet variations in wild

gibbons. 2023, 9,

Shifts in composition and co-occurrence patterns of the fish community in the south inshore of
Zhejiang, China. 2023, 44, e02502

52



