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Figure S1: Effect of DNA isolation on DNA quantity (ug) per protocol and sample type. P-values from

unpaired Wilcoxon tests are reported.
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Figure S2: Overall assessment of the DNA quality. A. Typical DNA profile obtained from Fragment

Analyzer, measuring the quality of the DNA after extraction. Three fractions can be defined depending

on the distribution of the size of the DNA: fraction 1, fragments < 1 000bp; fraction 2, >1 000bp and

<10 000bp and fraction 3 >10 000bp. B. Mean size of the genomic peak per protocol and sample type.

C. The area under the fragment analyzer curve was determined for each fraction 1 to 3 for each sample

and reported as percentage of the total area under the curve. P-values from unpaired Wilcoxon tests were

reported.
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Figure S3: Whole Shotgun Sequencing report. The total number of raw reads, the number of human
related reads and the number of High Quality (HQ) cleaned reads, corresponding to reads cleaned from

low quality and human reads, were used as indicators of WGS sequencing performances.
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Figure S4: Additional comparison for alpha diversity metrics. A. Gene and MSP species richness
metrics for all samples per protocol. B. Spearman correlation between gene or MSP species richness
and the DNA quality using the size of the genomic peak. Samples were color coded by protocol and

shaped by sample type.
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Figure S5: Heatmaps based on MSP species composition. A. Spearman correlations. B. Bray-Curtis

dissimilarity. Protocols and Pool sample ID are reported.



