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Figure S1: Search string. Search terms, with the use of Emtree terms, applied in Embase database in
the search of articles for the systematic literature review. Search groups in the search are numbered
and provided is a number of corresponding results found for each search group (column on the
right).



1985 records identified through 24 records automatically
database searching — > removed as duplicates

l

1961 records screened at > 1599 records excluded
title/abstract level

l

362 full-text articles assessed 86 full-text articles excluded,
for eligibility — > with reasons

276 full-text articles included > 50 fuII—tex_t articles excluded,
for data extraction with reasons

i

226 full-text articles included

Figure S2: PRISMA flow diagram. The flow diagram represents graphically the screening steps and
data extraction step with numbers of publications excluded and number of publications proceeding
to the following step, leading to the final number of included articles.
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Figure S3: Trace plots. Posterior densities of individual parameters of prior distributions
(hyperparameters) for the forces of infection and reversion rates were visualised in panels (for
hyperparameters see Supplementary files - Figure S4), showing the clustering of data.
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Figure S4: Hyperparameters. Posterior densities of the hyperparameters in the model. The
uncertainty interval is shown as the grey area in the figures and the thin and thick black lines on the
x axis indicate 95% and 50% Bayesian credible intervals, respectively, with a dot indicating the mean.
The information about the confidence intervals is also supplied numerically in the boxes. Higher
values indicate higher heterogeneity.



Chicken_Hen_ Turkey: The data and fit, estimated age

indoor outdoor unknown
100% =
80% -
60% - m
7
40% - y 2
20% - [’
0% - &
100% -
80% -
60% - OZ
40% 1 5 sample_type
20% - -ty
0% - Blood
100% - “®- Meat juice
o 800/ /
Q ° w ®  Other
D 60%- 2
[] =5
5 40% - §
L 20%- 2 n_tot
0% - # 500
100% - 1000
1O/ -
i g’ 1500
60% - =
=
40% - H
o
20% -
0%- @
100% -
80% -
60% - =
@
40% - ot
200/0 = ‘4
00/0 =i -
] 1 1 1
0 2

Figure S5: Modelled seroprevalence — chicken, hen, turkey. SIS model fit for age-dependent
seroprevalence of T. gondii in poultry (chicken, hen, turkey) by outdoor access in five regions of
Europe. The lines indicate the fitted seroprevalence by age, based on detection in blood (red),
muscle fluid (green) or other matrices (blue). The grey dots represent seroprevalence data points at
the best estimate of age in the data for the studied populations. The dots are shifted horizontally
along the grey line extending from the minimum to maximum possible age, to the best fitting age
(red dots) (see Supplementary files — Fig. S15).



Duck Goose: The data and fit, estimated age

indoor outdoor unknown

100% =
80% -

60% - m
40% - 2
20% -
0% -
100% -
80% -
60% - z
40% - 3
20% - n_tot
0% 500
100% - ®
. 1000
§ 80% - o
D 60%- 2
S 40%- ? |
o " g sample_type
o 20%- @ Blood
e = vea
100% - eat juice
80% - o ~® Other
60% - 3
=
40% - H
@
20% -
0% -
100% -
80% -
60% - s
D
40% - @

20% -
0% -

Figure S6: Modelled seroprevalence — duck, goose. SIS model fit for age-dependent seroprevalence
of T. gondii in ducks and geese by outdoor access in five regions of Europe. The lines indicate the
fitted seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other
matrices (blue). The grey dots represent seroprevalence data points at the best estimate of age in
the data for the studied populations. The dots are shifted horizontally along the grey line extending
from the minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary
files — Fig. S15).



Felids: The data and fit, estimated age
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Figure S7: Modelled seroprevalence — felids. SIS model fit for age-dependent seroprevalence of T.
gondii in felids by outdoor access in five regions of Europe. The lines indicate the fitted
seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other matrices
(blue). The grey dots represent seroprevalence data points at the best estimate of age in the data for
the studied populations. The dots are shifted horizontally along the grey line extending from the
minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary files — Fig.
S15).



Goat: The data and fit, estimated age
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Figure S8: Modelled seroprevalence — goat. SIS model fit for age-dependent seroprevalence of T.
gondii in goats by outdoor access in five regions of Europe. The lines indicate the fitted
seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other matrices
(blue). The grey dots represent seroprevalence data points at the best estimate of age in the data for
the studied populations. The dots are shifted horizontally along the grey line extending from the
minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary files — Fig.
S15).



Lagomorphs: The data and fit, estimated age

indoor outdoor unknown
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Figure S9: Modelled seroprevalence —lagomorphs. SIS model fit for age-dependent seroprevalence
of T. gondii in lagomorphs by outdoor access in five regions of Europe. The lines indicate the fitted
seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other matrices
(blue). The grey dots represent seroprevalence data points at the best estimate of age in the data for
the studied populations. The dots are shifted horizontally along the grey line extending from the
minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary files — Fig.
S15).



Pig: The data and fit, estimated age

indoor outdoor unknown
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Figure S10: Modelled seroprevalence — pig. SIS model fit for age-dependent seroprevalence of T.
gondii in pigs by outdoor access in five regions of Europe. The lines indicate the fitted
seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other matrices
(blue). The grey dots represent seroprevalence data points at the best estimate of age in the data for
the studied populations. The dots are shifted horizontally along the grey line extending from the
minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary files — Fig.
S15).



Sheep: The data and fit, estimated age
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Figure S11: Modelled seroprevalence — sheep. SIS model fit for age-dependent seroprevalence of T.
gondii in sheep by outdoor access in five regions of Europe. The lines indicate the fitted
seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other matrices
(blue). The grey dots represent seroprevalence data points at the best estimate of age in the data for
the studied populations. The dots are shifted horizontally along the grey line extending from the
minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary files — Fig.
S15).



Wild_Birds: The data and fit, estimated age

indoor outdoor unknown
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Figure S12: Modelled seroprevalence — wild birds. SIS model fit for age-dependent seroprevalence of
T. gondii in wild birds by outdoor access in five regions of Europe. The lines indicate the fitted
seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other matrices
(blue). The grey dots represent seroprevalence data points at the best estimate of age in the data for
the studied populations. The dots are shifted horizontally along the grey line extending from the
minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary files — Fig.
S15).



Wild_Boar: The data and fit, estimated age

indoor outdoor unknown
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Figure S13: Modelled seroprevalence — wild boar. SIS model fit for age-dependent seroprevalence of
T. gondii in wild boars by outdoor access in five regions of Europe. The lines indicate the fitted
seroprevalence by age, based on detection in blood (red), muscle fluid (green) or other matrices
(blue). The grey dots represent seroprevalence data points at the best estimate of age in the data for
the studied populations. The dots are shifted horizontally along the grey line extending from the
minimum to maximum possible age, to the best fitting age (red dots) (see Supplementary files — Fig.
S15).



Wild_Ruminants: The data and fit, estimated age
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Figure S14: Modelled seroprevalence — wild ruminants. SIS model fit for age-dependent
seroprevalence of T. gondii in wild ruminants by outdoor access in five regions of Europe. The lines
indicate the fitted seroprevalence by age, based on detection in blood (red), muscle fluid (green) or
other matrices (blue). The grey dots represent seroprevalence data points at the best estimate of
age in the data for the studied populations. The dots are shifted horizontally along the grey line
extending from the minimum to maximum possible age, to the best fitting age (red dots) (see
Supplementary files — Fig. S15).
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Figure S15: Age shift. The lines indicate the age range provided by publications and other sources as
described as described in our study (see 2. Materials and methods). The black dots represent the
most probable age at sampling input to the Bayesian hierarchical model. The black dots are shifted
horizontally along the black line extending from the minimum to maximum possible age, to the best
fitting age (blue dots) based on the SIS model.



