Supplementary information
Supplementary Figure
Supplementary Figure S1. Canonical correspondence analysis (CCpnA) of gut bacterial phyla. Samples are depicted as triangles. The ASVs in the CCpnA plot are colored according to the phyla

Supplementary Figure S2. Heatmap obtained from DESeq2 analysis with correction for confounding factors (Sample type) shows log2 fold changes in genus-level abundance of the gut microbiota composition. Blue: low abundance; red: high abundance 

Supplementary Material 1: 
Supplementary Table S1. Relevance of environmental metrics analyzed in areas inhabited by wild black capuchin monkeys; 
Supplementary Text S1. Establishment of parameters; 
Supplementary Table S2. Weights of groups (1) area and (2) fragment quality in areas inhabited by wild black capuchin monkeys; 
Supplementary Table S3. Weights of the group (3) land use and cover in areas inhabited by wild black capuchin monkeys; 
Supplementary Table S4. Information summary of black capuchin monkeys (BCM). Sample ID, habitat, sample types, collection site, weight, sex, and age. 

Supplementary Material 2 Analysis of the forest fragments to CMEM

Supplementary Material 3 Taxonomic abundance (ASV) of bacterial microbiome from black capuchin monkeys 

Supplementary Material 4 Metabolic prediction for xenobiotics biodegradation in the gut microbiome of black capuchin monkeys according to the Kruskal-Wallis H and Mann-Whitney U tests. Based on the KEGG, increasing the relative abundance of the main predicted metabolic pathways in the gut microbiota of black capuchin monkeys. Functional predictions were conducted using PICRUSt2.

Supplementary Material 5 Summary of sequence reads per sampled host at different stages of data processing

