Supplementary Files
Supplementary File 1 : 
File name : Supplemetary_File1_Cumulative_table_reads_per_tissue.csv
File Format : .csv, 
Title of data : Cumulative table of the reads per tissue
Description of data : The cumulative table of the reads across each step of the analysis per tissue. 

Supplementary File 2 : 
File name : Supplementary_File2_Core_microbiome_per_tissue.csv
File Format : .csv, 
Title of data : Core microbiome of each tissue
Description of data : The species of the core microbiome (species present at at least 10% of the samples of tissue) of each tissue alongside each species’ mean frequency (number of reads) for this tissue.

Supplementary File 3 : 
File name : Supplemetary_File3_Core_microbiome_per_tissue_bacteria.csv
File Format : .csv, 
Title of data : Core bacterial microbiome of each tissue
Description of data : The bacterial species of the core microbiome (species present at at least 10% of the samples of tissue) of each tissue.

Supplementary File 4 : 
File name : Supplemetary_File4_Core_microbiome_per_tissue_fungi.csv
File Format : .csv, 
Title of data : Core fungal microbiome of each tissue
Description of data : The fungal species of the core microbiome (species present at at least 10% of the samples of tissue) of each tissue.

Supplementary File 5 : 
File name : Supplemetary_File5_Core_microbiome_per_tissue_virus.csv
File Format : .csv, 
Title of data : Core viral microbiome of each tissue
Description of data : The viral species of the core microbiome (species present at at least 10% of the samples of tissue) of each tissue.

Supplementary File 6 : 
File name : Supplemetary_File6_Core_microbiome_per_tissue_archaea.csv
File Format : .csv, 
Title of data : Core archaea microbiome of each tissue
Description of data : The archaea species of the core microbiome (species present at at least 10% of the samples of tissue) of each tissue.

Supplementary File 7 : 
File name : Supplemetary_File7_Shared_core_microbiome_fungi_allTissues.csv
File Format : .csv, 
Title of data : Shared core fungal microbiome across all 28 tissues
Description of data : The fungal species that are common in the core microbiome of all 28 tissues.

Supplementary File 8 : 
File name : Supplemetary_File8_Shared_core_microbiome_bacteria_allTissues.csv
File Format : .csv, 
Title of data : Shared core bacterial microbiome across all 28 tissues
Description of data : The bacterial species that are common in the core microbiome of all 28 tissues.

Supplementary File 9 : 
File name : Supplemetary_File9_Shared_core_microbiome_virus_allTissues.csv
File Format : .csv, 
Title of data : Shared core viral microbiome across all 28 tissues
Description of data : The viral species that are common in the core microbiome of all 28 tissues.

Supplementary File 10 : 
File name : Supplementary_File10_Performance_GBM_AllTissues.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs27-tissues models 
Description of data : The performance of the GBM models was evaluated using mean AUROC and mean AUPR. Each tissue's model aimed to distinguish that specific tissue from all other tissues. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue. 

Supplementary File 11 : 
File name : Supplementary_File11_Comparisons_Contamination_vs_NoContamination_models.csv
File Format : .csv, 
Title of data : Comparison of the in silico contaminated models and the original models.
Description of data : The comparison across the performances (mean AUROC and mean AUPR) of the GBM 1vs10-tissues models between the in silico contaminated models and the original models, using Wilcoxon’s test. For each tissue’s model there is the mean AUROC and AUPR value for the in silico contaminated models and the original models, along with the p-value of Wilcoxon’s test for each metric. 

Supplementary File 12 : 
File name : Supplementary_File12_Performance_GBM_8resilientTissues.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs7-tissues models 
Description of data : The performance of the GBM models was evaluated using mean AUROC and mean AUPR. Each tissue's model aimed to distinguish that specific tissue from the other 7 tissues. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue. 

Supplementary File 13 : 
File name : Supplementary_File13_FeatureImportance_8resilientTissues.xlsx
File Format : .xlsx, 
Title of data : The importance score of the features for each of the 8 contamination-resilient tissues’ models
Description of data : The importance score of the features for each  of the 8 contamination-resilient tissues’ models. In each tab there is the feature importance score for each tissue’s model in a descending order based on their importance.

Supplementary File 14 : 
File name : Supplementary_File14_Performance_MLmodels_8Tissues_Kaiju.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs7-tissues models using Kaiju taxonomic profiles
Description of data : The performance of the GBM models using Kaiju taxonomic profiles, was evaluated using mean AUROC and mean AUPR. Each tissue's model aimed to distinguish that specific tissue from the other 7 tissues but with the taxonomic profiles calculated using Kaiju tool. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue. 

Supplementary File 15 : 
File name : Supplementary_File15_FeatureImportance_8Tissues_Kaiju.xlsx
File Format : .xlsx, 
Title of data : The importance score of the features for each of the 8 contamination-resilient tissues’ models using Kaiju taxonomic profiles
Description of data : The importance score of the features for each  of the 8 contamination-resilient tissues’ models using Kaiju taxonomic profiles. In each tab there is the feature importance score for each tissue’s model in a descending order based on their importance.

Supplementary File 16 : 
File name : Supplementary_File16_performance_8TissuesModels_LivingDataset.xlsx
File Format : .xlsx, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs7-tissues models on the living dataset of PRJEB4337 and the comparison of random models vs original models
Description of data : The performance of the GBM models tested on the living dataset of PRJEB4337. Each tissue's model aimed to distinguish that specific tissue from the other 7 tissues. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue. The random models were produced after shuffling the tissues labels from the training dataset of the GTEx data, in order to eliminate the biological meaning of the random models. A comparison of the AUROC and AUPR values for the living dataset between the random models and the original models were conducted using Wilocoxon’s test. Muscle and Blood tissues have NA values in the living dataset, as the project PRJEB4337 did not contain samples from these tissues. 

Supplementary File 17 : 
File name : Supplementary_File17_Performance_MLmodels_8Tissues_LivingDataset.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs7-tissues models also tested on the living dataset
Description of data : The performance of the GBM models created with the GTEx data, and evaluated again using the living dataset from the  project PRJEB4337. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue.  Muscle and Blood tissues have NA values in the living dataset, as the project PRJEB4337 did not contain samples from these tissues. 

Supplementary File 18 : 
File name : Supplementary_File18_Relative_Frequency_per_tissue_living_dataset.csv
File Format : .csv, 
Title of data : The relative frequency of the microbial species in the living dataset for each of the 8 contamination-resilient tissues
Description of data : The relative frequency of the microbial species in the living dataset for each of the 8 contamination-resilient tissues. Muscle and Blood tissues are missing, as the project PRJEB4337 did not contain samples from these tissues.

Supplementary File 19 : 
File name : Supplementary_File19_Performance_MLmodels_8Tissues_Kaiju_LivingDataset.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs7-tissues models, using Kaiju taxonomic profiles, and tested on the living dataset
Description of data : The performance of the GBM models created with the GTEx data but using Kaiju taxonomic profiles, and evaluated again using the living dataset from the  project PRJEB4337. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue.  Muscle and Blood tissues have NA values in the living dataset, as the project PRJEB4337 did not contain samples from these tissues. 

Supplementary File 20 : 
File name : Supplementary_File20_Phentotypic_traits_performance_ML_model.xlsx
File Format : .xlsx, 
Title of data : The performance of the GBM created to distinguish each trait in each tissue
Description of data : The performance of the GBM created to distinguish each trait in each tissue of the 8 contamination-resilient tissues. In each tab, there are the results for each trait. For some tissues and some traits, there are none results as these tissues presented small number of samples (below 20 samples) at least at one of the groups of this trait. 

Supplementary File 21 : 
File name : Supplementary_File21_Diseases_performance_ML_model.xlsx
File Format : .xlsx, 
Title of data : The performance of the GBM created to distinguish each disease in each tissue
Description of data : The performance of the GBM created to distinguish each disease in each tissue of the 8 contamination-resilient tissues. In each tab, there are the results for each disease. For some tissues and some diseases, there are none results as these tissues presented small number of samples (below 20 samples) at least at one of the groups of this disease. 

Supplementary File 22 : 
File name : Supplementary_File22_Performance_GBM_genera_8resilientTissues.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs7-tissues models using the AGAMEMNON taxonomic profiles at genus level
Description of data : The performance of the GBM models created using the AGAMEMNON taxonomic profiles at genus level. Each tissue's model aimed to distinguish that specific tissue from the other 7 tissues, using the genera taxonomic profiles of samples. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue. 

Supplementary File 23 : 
File name : Supplementary_File23_Performance_GBM_genera_allTissues.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs27-tissues models using the AGAMEMNON taxonomic profiles at genus level
Description of data : The performance of the GBM models created using the AGAMEMNON taxonomic profiles at genus level. Each tissue's model aimed to distinguish that specific tissue from all the other 27 tissues, using the genera taxonomic profiles of samples. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue. 

Supplementary File 24 : 
File name : Supplementary_File24_Performance_GBM_genes_8resilientTissues.csv
File Format : .csv, 
Title of data : The performance (mean AUROC and mean AUPR) of the GBM 1vs7-tissues models using the HUMAnN 3.0 functional profiles
Description of data : The performance of the GBM models created using the HUMAnN 3.0 functional profiles (microbial genes). Each tissue's model aimed to distinguish that specific tissue from the other 7 tissues, using the quantification of microbial genes of samples. The mean AUROC and mean AUPR represent the average values of AUROC and AUPR across 100 iterations of the GBM model for each tissue. 

Supplementary File 25 : 
File name : Supplementary_File25_NumberOfSamples_perTissue.csv
File Format : .csv, 
Title of data :  The number of samples per tissue in GTEx dataset
Description of data : The number of samples per tissue in GTEx dataset that were used in this analysis.

Supplementary Figure 1 : 
File name : Supplementary_Figure1_Upset_core_microbiome_fungi.jpeg
File Format : .jpeg 
Title of data :  The upset plot of the core fungal microbiome of the 28 tissues
Description of data :  The UpSet plot illustrating the shared fungal species present in the core microbiome across all tissues

Supplementary Figure 2 : 
File name : Supplementary_Figure2_Upset_core_microbiome_bacteria.jpeg
File Format : .jpeg 
Title of data :  The upset plot of the core bacterial microbiome of the 28 tissues
Description of data :  The UpSet plot illustrating the shared bacterial species present in the core microbiome across all tissues

Supplementary Figure 3 : 
File name : Supplementary_Figure3_Upset_core_microbiome_virus.jpeg
File Format : .jpeg 
Title of data :  The upset plot of the core viral microbiome of the 28 tissues
Description of data :  The UpSet plot illustrating the shared viral species present in the core microbiome across all tissues

