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Supplementary information

Fig. S1 Showcases 9 specific categories of 324 R packages required for
microbiome analysis. These packages have been classified into the following
categories: dependent, data  cleaning, visualization, diversity  analysis,
difference analysis, biomarker identification, correlation and network analysis,
functional prediction, and other analysis (community construction process,
association analysis with other indicators).
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Fig. S2 Partial display of results from integrated R package phyloseq
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Fig. S3 Partial display of results from integrated R package microbiome
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Fig. S4 Partial display of results from integrated R package MicrobiomeAnalystR
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Fig. S5 Partial display of results from integrated R package Animalcules
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Fig. S6 Partial display of results from integrated R package microeco
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Fig. S7 Partial display of results from integrated R package amplicon
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Fig. S8 Best practice analysis flow chart for microbiome data analysis
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Fig. S9 Partial display of results from best practices in microbiome data analysis. (A-I) diversity analysis
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Fig. S10 Partial display of results from best practices in microbiome data analysis. (A-E) diversity analysis, (F-1) difference analysis
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Fig. S11 Partial display of results from best practices in microbiome data analysis. (A-B) difference analysis, (C-D) biomarker identification, (E-
I) network analysis
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5 Fig. S12 Partial display of results from best practices in microbiome data analysis. (A-I) other microbiome analyses
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Sup. Table. Specific classification of 324 R packages in microbiome analysis.

Submitted manuscript for Protein & Cell

Package Classification
abind Data cleaning

ade4 Diversity analysis
agricolae Difference analysis
AlgDesign Diversity analysis
annotate Function prediction
AnnotationDbi Function prediction
ape Diversity analysis
aplot Visualization
askpass Dependented
assertthat Dependented
backports Dependented
base64enc Data cleaning
bayesm Biomarker identification
BH Dependented
Biobase Dependented
BiocGenerics Dependented
BiocManager Dependented
BiocParallel Data cleaning
BiocVersion Dependented
biomformat Data cleaning
Biostrings Dependented

bit Diversity analysis
bit64 Data cleaning
bitops Data cleaning

blob Data cleaning

brew Data cleaning

brio Data cleaning
broom Biomarker identification
bslib Dependented
cachem Dependented

callr Dependented

car Dependented
carData Dependented
cellranger Dependented
checkmate Dependented
circlize Visualization
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