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FIG. S1 Demultiplexed sequence read quality plot generated for Forward reads only. From the
QIIME2 server, the dorms dataset was imported, demultiplexed and visualized on QIIME2 View. The
truncation length was chosen based on the quality of the read. The reads were truncated to 150 nucleotides

because there is a drop of the median quality score at position 151.
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FIG. S2 Alpha rarefaction curve generated with filtered skin samples. The demultiplexed sequences
were denoised and clustered using a pre-trained classifier with 515F-806R primer pair. Mitochondria and
chloroplast sequences were removed, and we filtered to keep only the skin (hand) samples. Sampling depth
is set to 6223 based on the saturation point and plateauing of the alpha rarefaction curve.
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FIG. S3 Sex-specific sheet washing frequency groups do not differ in alpha diversity. (A) Chaol
Diversity, (B) ACE (Abundance-based Coverage Estimator), (C) Simpson, (D) Inverse Simpson, (E)
Fisher’s Diversity alpha diversity analyses were run across sex-specific sheet washing frequency groups.
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FIG. S4 Sex effects hand microbial community beta diversity metrics regardless of sheet washing
frequency. Unweighted UniFrac (A), Weighted UniFrac (B), Jaccard (C), and Bray-Curtis (D) beta
diversity analyses were run between groups categorized by sex (female, male) and sheet washing frequency
(high, low) and principal coordinate analysis (PCoA) plots were generated. Colouring represents the
differing sex-specific sheet washing frequency groups. The axes represent the variables accounted for by
each beta diversity analysis. The percentage depicted in brackets to the right of the axes labels demonstrates
the percentage of variance represented on each axis.

Anwari et al., 2024 4



Genus

Staphyl 1s-

y e_;Staphy
Corynebacteriaceae_;Lawsonella-

Mora _;Enh_ydr

Micr

s P

Strep - IS-
Peptostreptococcales-Tissierellales_;Finegoldia-
Enterobacteriaceae ;NA-
Gemellaceae_;Gemella-

 ;Micr IS
Micrococcaceae_;Kocuria-
Streptc yccus-

Carl iaceae_;Grar
Cory iaceae_;Cory ium-
F  ;H. philus-
Pr 1l _;Allopr
Mol ";Acinetob -
Beijerincki _;Methy ylorubrum-

iu
Peptostreptococcales-Tissierellales_;Fenollaria-
Dermabacteraceae_;Brachybacterium-
Caulobacteraceae_;Brevundimonas-

eudc

Aerococcaceae_;Aerococcus-

Rh _;Par: IS~
Propionibacteriaceae_;Cutibacterium-
_BurkhoIderiacea‘e‘_;yau(rqpia»

ctinomy _;Var
Acti TActi

3 1
Intrasporangiaceae_;NA-
d . ]

. Ly ot iy tA
Brevibacteriaceae_;Brevibacterium-
Veillonellaceae_;Veillonella-

Micr _;Arthr

Sphingomonadaceae_;Sphingomonas-
Peptostreptococcales-Tissierellales_;Peptoniphilus-
Fusobacteriaceae_;Fusobacterium-

P

Pasteur  ;Aggr
los-Tissierell

P P

_;Anaer: IS-
Weeksellaceae_;Bergeyella-
Lactobacillaceae_;Lactobacillus-
Lachnospiraceae_;Blautia-
Flavobacteriaceae_;Capnocytophaga-
Rhodobacteraceae_;Rubellimicrobium-
Pep p les-Tissierellales_;Ezakiella-

Leucor ¥

eir _;Deir IS~
Aerococcaceae_;Abiotrophia-
Acetc ]

aceae_;Rosec

Neisseriaceae_;Kingella-

Prevalence

.100

0.75
0.50
0.25

. 0.00

0.001 0.005 0.02 0.05
Relative Abundance

FIG. S5 Heatmap displaying range of prevalence and relative abundance for core microbiome
analysis in male groups with low sheet washing frequency. The minimum prevalence is set to 0.5 (50%).
All the bacteria listed are present in 50% of all individuals, which are shown along the y-axis with genus

and family name. The x-axis shows the range of relative abundance values. The shades of colours represent
the prevalence of bacteria with darker red indicating a higher value and darker blue indicating a lower value.
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FIG. S6 Heatmap displaying range of prevalence and relative abundance for core microbiome
analysis in female groups with low sheet washing frequency. The minimum prevalence is set to 0.5

(50%). All the bacteria listed are present in 50% of all individuals, which are shown along the y-axis with

genus and family name. The x-axis shows the range of relative abundance values. The shades of colors
represent the prevalence of bacteria with darker red indicating a higher value and darker blue indicating a

lower value.
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FIG. S7 Heatmap displaying range of prevalence and relative abundance for core microbiome
analysis in female groups with high sheet washing frequency. The minimum prevalence is set to 0.5

(50%). All the bacteria listed are present in 50% of all individuals, which are shown along the y-axis with
genus and family name. The x-axis shows the range of relative abundance values. The shades of colours

represent the prevalence of bacteria with darker red indicating a higher value and darker blue indicating a

lower value.
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FIG. S8 Heatmap displaying range of prevalence and relative abundance for core microbiome
analysis in male groups with high sheet washing frequency. The minimum prevalence is set to 0.5 (50%).
All the bacteria listed are present in 50% of all individuals, which are shown along the y-axis with genus
and family name. The x-axis shows the range of relative abundance values. The shades of colors represent
the prevalence of bacteria with darker red indicating a higher value and darker blue indicating a lower value.
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