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Supplementary figure 1) Sampling timelines ordered by a) meerkat age; and b) date the sample was

taken.
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Supplementary figure 2) Contributions of meerkat identity, social group, and year of sample collection
on the abundances of 121 ASVs that were detected in at least 30% of samples. Point colours are scaled
by their relative effect size (ICC), and greyed out if they are not significant. ASVs are ordered by

contributions of meerkat identity.
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Supplementary figure 3) Correlations between ICC as a function of a) identity and social group; b)

identity and year; and c) social group and year.
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Supplementary figure 4) Contributions of individual identity in explaining the abundances of 121 ASVs

with prevalence over 30% when social group and year of sample collection are excluded from models.
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Supplementary figure 5) ICC estimates for individual identity for 121 ASVs with prevalence over 30%,

when data are categorized based on longitudinal sampling period. ASVs which are significantly

repeatable are indicated in red. The genera for ASVs with ICC over 0.3 are indicated.
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Supplementary figure 6) Comparison of ICC for a) individual identity, b) social group, and c) year of

sample collection for 121 ASVs when using the reported approach (GAMM with Gaussian distribution),

versus ICC values from a Poisson GLM (left panel) and a Gaussian GLM using an uninformed Bayesian

framework (right panel). The red dashed line indicates the 1:1 line.
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Supplementary figure 7) Correlation between a) meerkat age when the first and second sample was
taken for the analysis of ASV turnover between consecutive samples; and b) meerkat age (at second

sample) and the number of days between samples.

o
—_—

300 1 a7 @

—
o
L
g

o
@

2004

2]
(=]
L
o
]
=]

Age (years) at second sample
(2]
T
Days between sampling

0.0

00 25 50 75 10.0 00 25 50 75
Age (years) at first sample Age (years) at second sample



