
Supplementary results. 
1) Descriptive analysis
The characteristics of the participants were compared between the poorly- and highly-attractive groups of participants prior to further statistical analysis (Supplementary Table 1). 

[bookmark: _Ref77343940]Supplementary Table 1: Descriptive analysis comparing age categories, zygosity, BMI, sex and smoking status between the poorly- and highly-attractive groups.
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2) Alpha diversity 
The median alpha diversity is lower in the highly-attractive compared to poorly-attractive group but there is no statistical evidence of a difference in means (P = 0.757). 

[image: ]
[bookmark: _Ref59092926]Supplementary Figure 1: Differences in alpha diversity between the poorly- and highly-attractive groups. Box plots of Faiths Phylogenetic Diversity (PD t-test P = 0.757).
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3) DESEQ2 table: 

Supplementary Table 2 presents detailed statistical results from DESEQ2 analysis to identify differentially abundant ASVs between the poorly- and highly-attractive groups. 

[bookmark: _Ref77344025]Supplementary Table 2: DESEQ2 results for differentially abundant ASVs. 10 differentially abundant ASVs, eight of which could be assigned taxonomy to genus level. Base mean is the average normalised count value divided by the size factors over all samples. Log 2 fold change is the effect size, how much each ASV has changed in poorly-attractive compared to highly-attractive on log scale to base 2. lfcSE gives the uncertainty around the log 2 fold change. P values are from hypothesis test for each ASV to see if there is evidence against the null hypothesis that there is no effect of attractiveness group on the ASV. Benjamini-Hochberg p values are adjusted for false discovery rate. 
[image: ]
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Feature ID Kingdom|Phylum Class Order Family Genus Base Mean Abundance [log2 Fold Change |IfcSE stat P value BH Adjusted p value
db182facalca5698cfa0947d6de9442f |Bacteria |Firmicutes Bacilli Bacillales Staphylococcaceae |Staphylococcus 6.789 -3.716 1.325 -2.804 0.005 0.998
6c4308d3b4b6dbe98e3eef02e5f94053 |Bacteria |Firmicutes Bacilli Bacillales Staphylococcaceae |Staphylococcus 5.600 -6.032 2.917 -2.068 0.039 0.998
e6d64685b40ba3187e36573a60459f0f |Bacteria |Firmicutes Bacilli Bacillales Staphylococcaceae |Staphylococcus 21.391 -2.975 1.111 -2.677 0.007 0.998
5af8bclb2dabdc0d77b2927b608b171b |Bacteria |Proteobacteria |Alphaproteobacteria Sphingomonadales |Sphingomonadaceae |Sphingomonas 5.210 -5.928 2.917 -2.032 0.042 0.998
ad351bce545fe3e2344d9ed8fcd6264c |Bacteria |Proteobacteria [Alphaproteobacteria Caulobacterales Caulobacteraceae Brevundimonas 3.529 5.026 2.520 1.995 0.046 0.998
f162e640433e7f7fdb0a2d51751891c0 |[Bacteria |Proteobacteria |Betaproteobacteria Burkholderiales Comamonadaceae |Limnohabitans 6.711 6.082 2.187 2.781 0.005 0.998
a03e29a9b8f93a8727eb632927644aac |Bacteria |Proteobacteria [Gammaproteobacteria |Methylococcales Methylococcaceae Methylocaldum 6.231 -6.185 2.916 -2.121 0.034 0.998
c15339d9d32e470dbc3f3593d43ccdb8 |Bacteria |Actinobacteria |Actinobacteria Actinomycetales NA NA 5.908 5.899 2.482 2.376 0.017 0.998
5cd666b15ebcdef9abff643c4b217540 |Bacteria |Actinobacteria |Actinobacteria Actinomycetales Corynebacteriaceae |Corynebacterium 5.378 5.763 2.474 2.330 0.020 0.998
bfe7d6652317c2b4246e4130138522ee |Bacteria |Actinobacteria |Actinobacteria Actinomycetales Intrasporangiaceae |[NA 3.728 4.584 2.213 2.071 0.038 0.998
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