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Effects of soil properties and carbon substrates on bacterial diversity of two sunflower farms. AMB
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Reclamation of arid and semi-arid soils: The role of plant growth-promoting archaea and bacteria.
Current Plant Biology, 2021, 25, 100173.

Functional diversity of microbial communities in two contrasting maize rhizosphere soils.

Rhizosphere, 2021, 17, 100282. 3.0 16

The diverse functional genes of maize rhizosphere microbiota assessed using shotgun metagenomics.
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Unveiling the putative functional genes present in root-associated endophytic microbiome from maize

plant using the shotgun approach. Journal of Applied Genetics, 2021, 62, 339-351. 1.9 21

Shotgun metagenomics reveals the functional diversity of root-associated endophytic microbiomes in
maize plant. Current Plant Biology, 2021, 25, 100195.

Whole Genome Sequencing of Sunflower Root-Associated <i>Bacillus cereus</i>. Evolutionary

Bioinformatics, 2021, 17, 117693432110389. 1.2 1

High-Throughput Sequencing Survey of Sunflower Soil. Microbiology Resource Announcements, 2021,
10, .

Genomic exploration of Bacillus thuringiensis MORWBS1.1 - candidate biocontrol agent, predicts
genes for biosynthesis of zwittermicin, 4,5-DOPA dioxygenase extradiol, and quercetin 2,3-dioxygenase. 2.6 5
Molecular Plant-Microbe Interactions, 2021, 34, 602-605.

The Immense Functional Attributes of Maize Rhizosphere Microbiome: A Shotgun Sequencing
Approach. Agriculture (Switzerland), 2021, 11, 118.

Draft Genomic Analysis of Pseudomonas sp. Strain OA3, a Potential Plant Growth-Promoting
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Genome Sequence Resource of Pseudomonas fulva HARBPS9.14€”Candidate Biocontrol Agent.
Phytopathology, 2021, 111, 896-898.

Genomic assessment of Stenotrophomonas indicatrix for improved sunflower plant. Current 17 1
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Metagenomic Insight into the Community Structure of Maize-Rhizosphere Bacteria as Predicted by

Different Environmental Factors and Their Functioning within Plant Proximity. Microorganisms, 2021,
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Genomic analysis of a Pseudomonas strain with multiple plant growth promoting properties.
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maltophilia JVBS5, Two Strains with Identifiable Genes Involved in Plant Growth Promotion.
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Genomic Analysis of Endophytic Bacillus cereus T4S and Its Plant Growth-Promoting Traits. Plants, a5 30
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Bacterial community structure of the sunflower (<i>Helianthus annuus«</i>) endosphere. Plant
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Genomic analysis of Bacillus cereus NWUABO1 and its heavy metal removal from polluted soil.
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Metagenomic profiling of the community structure, diversity, and nutrient pathways of bacterial
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Organic Farming Enhances the Diversity and Community Structure of Endophytic Archaea and Fungi in
Maize Plant: a Shotgun Approach. Journal of Soil Science and Plant Nutrition, 2020, 20, 2587-2599.
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pathogenic microorganisms. Scientific African, 2020, 10, e00548. 15 3

Shotgun metagenomic sequencing data of sunflower rhizosphere microbial community in South
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Draft Genome Sequence of Pseudomonas koreensis Strain AB36, Isolated from Gold Mining Soil.
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