Supplementary Information 
Table S1: table showing the outcomes of effect size and power analyses for alpha diversity metrics. Only for Shannon’s Diversity do we have decent effect size and power. 
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Table S2: List of families with significant differential abundances between soil and snail sample types based on ANCOM-BC. 
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AI-generated content may be incorrect.]Figure S1: Qiime2 rarefaction curves showing a plateau around 4000 reads where more sequencing depth has diminishing returns. 

















[image: ]Figure S2: Boxplots for alpha diversity differences between sample types (gut on the left, soils on the right). A. no difference between sample types for observed features, B. no differences between sample types for Faith’s phylogenetic distance, C. significant differences between sample types for Shannon’s diversity. 
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Table S1. Effect Size and Power for Alpha Diversity Measures

Alpha Diversity Metric Observed Effect Size (Cohen's d) Power to observed effect size

Soil vs Snail Shannon's Diversity 0.81 0.93

Faith's PD 0.11 0.08

Observed ASVs 0.12 0.08

On vs Off Limestone Shannon's Diversity 0.05 0.05

Faith's PD 0.08 0.06

Observed ASVs 0.21 0.14
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taxon sample_typesoil

Kingdom:d__Bacteria TRUE

Kingdom:Unassigned TRUE

Family:Nitrososphaeraceae TRUE

Class:Parcubacteria TRUE

Family:Chloroplast TRUE

Family:Obscuribacteraceae TRUE

Family:Mycoplasmataceae TRUE

Family:Spirosomaceae TRUE

Family:Microscillaceae TRUE

Family:Sphingobacteriaceae TRUE

Family:Crocinitomicaceae TRUE

Family:Weeksellaceae TRUE

Family:Flavobacteriaceae TRUE

Family:Chitinophagaceae TRUE

Family:Hymenobacteraceae TRUE

Family:Trueperaceae TRUE

Order:Enterobacterales TRUE

Family:Deinococcaceae TRUE

Family:Thermaceae TRUE

Family:Abditibacteriaceae TRUE

Family:C0119 TRUE

Family:Streptococcaceae TRUE

Family:Staphylococcaceae TRUE

Family:AKYG1722 TRUE

Family:TK10 TRUE

Family:A4b TRUE

Family:Armatimonadales TRUE

Phylum:Actinobacteriota TRUE

Family:Solirubrobacteraceae TRUE

Order:Solirubrobacterales TRUE

Family:67-14 TRUE

Family:uncultured_10 TRUE

Family:Ilumatobacteraceae TRUE

Family:Thermomonosporaceae TRUE

Family:Micromonosporaceae TRUE

Family:Corynebacteriaceae TRUE

Family:Mycobacteriaceae TRUE

Family:Intrasporangiaceae TRUE

Family:Streptosporangiaceae TRUE

Family:Nocardioidaceae TRUE

Family:Gemmatimonadaceae TRUE

Family:S0134_terrestrial_group TRUE

Family:Blastocatellaceae TRUE

Family:Pyrinomonadaceae TRUE

Family:Nitrospiraceae TRUE

Family:Bryobacteraceae TRUE

Family:Acidobacteriae TRUE

Family:Tepidisphaeraceae TRUE

Family:Thermoanaerobaculaceae TRUE

Family:Subgroup_7 TRUE

Family:Vicinamibacteraceae TRUE

Family:uncultured_17 TRUE

Family:bacteriap25 TRUE

Family:Bdellovibrionaceae TRUE

Family:Opitutaceae TRUE

Family:Pedosphaeraceae TRUE

Family:DEV007 TRUE

Family:Rubritaleaceae TRUE

Family:Verrucomicrobiaceae TRUE

Family:Unknown_Family TRUE

Family:Steroidobacteraceae TRUE

Family:CCD24 TRUE

Family:Legionellaceae TRUE

Family:Xanthomonadaceae TRUE

Family:Francisellaceae TRUE

Family:SC-I-84 TRUE

Family:Nitrosomonadaceae TRUE

Family:Sutterellaceae TRUE

Family:TRA3-20 TRUE

Family:Comamonadaceae TRUE

Family:Moraxellaceae TRUE

Family:Pasteurellaceae TRUE

Family:Enterobacteriaceae TRUE

Family:Nannocystaceae TRUE

Order:Polyangiales TRUE

Family:Sandaracinaceae TRUE

Family:Myxococcaceae TRUE

Family:Bacteriovoracaceae TRUE

Family:uncultured_23 TRUE

Family:uncultured_24 TRUE

Class:Alphaproteobacteria TRUE

Family:SM2D12 TRUE

Family:Dongiaceae TRUE

Family:KF-JG30-B3 TRUE

Family:Rhizobiales_Incertae_Sedis TRUE

Family:Xanthobacteraceae TRUE

Family:Rhodomicrobiaceae TRUE

Family:Sphingomonadaceae TRUE

Family:Caulobacteraceae TRUE

Family:Rhodobacteraceae TRUE

Family:Methyloligellaceae TRUE

Family:Rhizobiaceae TRUE

Family:uncultured_31 TRUE
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