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Introduction



Highlights

⚫ EasyMetagenome offers multiple installation options and 

detailed question and answer explanations.

⚫ EasyMetagenome includes detailed parameter explanations 

to accommodate various data scenarios, ensuring flexibility 

and adaptability

⚫ EasyMetagenome supports comprehensive downstream 

analysis from raw data, including read-based, assembly-

based, binning, and genome analysis, with the ability to 

generate publication-ready visualizations.

⚫ EasyMetagenome is developed as an open-source project, 

encouraging collaboration from the community. It’s 

available for access and contribution at 

https://github.com/YongxinLiu/EasyMetagenome.



EasyMetagenome workflow

The EasyMetagenome comprises 

three main components: Software 

and database installation, data 

analyses pipeline, and statistics 

and visualization.

Figure 1 EasyMetagenome workflow



Software, databases, and R packages included in 

EasyMetagenome

Figure 2 Software, databases, and R 

packages included in EasyMetagenome

At least 41 softwares, 21 standards or 

custom databases, 93 R packages 

utilized for differential analysis, 

community comparison, biomarker 

identification, diversity analysis, 

network analysis, and others.



Summary of the EasyMetagenome analysis pipeline

Figure 3 Summary of the 

EasyMetagenome analysis pipeline

EasyMetagenome pipeline 

includes data preprocessing for 

read-based, assembly-based, and 

binning analyses, with files 

available for data visualization.



Taxonomic and functional composition from read-based analysis 

using EasyMetagenome in human gut microbiome samples

Figure 4 Taxonomic and functional 

composition from read-based analysis using 

EasyMetagenome in human gut microbiome 

samples

EasyMetagenome pipeline provides 

read-based analysis and visualization 

like microbial taxonomic 

composition, unique and shared taxa, 

Shannon diversity indices, Principal 

coordinates analysis (PCoA), STAMP 

plot, and abundance of the functional 

pathway.



Functional annotation of assembled contigs and comparative analysis 

of MAGs in human gut microbiome samples

Figure 5 Functional annotation of assembled contigs and 

comparative analysis of MAGs in human gut microbiome 

samples.

EasyMetagenome pipeline provides assembled 

contigs and metagenome assembled genomes 

(MAGs) analysis in human gut microbiome samples 

like functional annotations of assembled contigs, 

KEGG classification of annotated functional genes, 

phylogenetic analysis and distribution of 

metagenome assembled genomes (MAGs), the 

distribution of completeness and contamination on 

MAGs, and CAZy functional gene annotations 

within MAGs.  



Metagenomic assembly genome digging in example human gut 

microbiome

Figure 6 Metagenomic assembly genome digging in 

example human gut microbiome

EasyMetagenome pipeline provides metagenomic 

assembly genome digging in human gut microbiome 

samples like single bacterial genome map, pan-

genomic analysis of target genomes, average 

nucleotide identity (ANI) depicting the genomic 

relatedness, and pan-genome functions analysis.  



Summary

❑ In this study, we introduced Easymetagenome, a user-friendly shotgun 

metagenomics pipeline designed for comprehensive microbiome analysis. 

❑ Currently, EasyMetagenome pipeline supports quality control, host removal, 

read-based, assembly-based, binning, genome and pan-genome analysis. 

❑ EasyMetagenome pipeline offers customizable settings, data visualizations, 

and parameter explanations, with the ability to generate publication-ready 

visualizations.

❑ Website: https://github.com/YongxinLiu/EasyMetagenome 
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iMeta: Integrated meta-omics to change the understanding of the biology and environment

“iMeta” is a Wiley partner journal launched by iMeta Science Society in 2022, first impact factor (IF) 23.8 in 2024, ranking 2/161 in 

the microbiology. It aims to publish innovative and high-quality papers with broad and diverse audiences. Its scope is similar to 

Nature Biotechnology, Nature Methods, Nature Microbiology , Nature Food, etc. Its unique features include video abstract, 

bilingual publication, and social media dissemination, with more than 600,000 followers. It has published 200+ papers and been cited 

for 7000+ times, and has been indexed by SCIE / WOS, PubMed, Google Scholar, and Scopus.

“iMetaOmics” is a sister journal of “iMeta” launched in 2024, with a target IF>10, and its scope is similar to Nature 

Communications, Microbiome, ISME J, Nucleic Acids Research, Briefings in Bioinformatics, etc. All contributes are welcome!

Society: http://www.imeta.science  
Publisher: https://wileyonlinelibrary.com/journal/imeta 

Submission: https://wiley.atyponrex.com/journal/IMT2
https://wiley.atyponrex.com/journal/IMO2 
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