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Supplementary information for detailed analysis of a single

simulated dataset
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Figure S1: Traces for all parameters excluding GP inducing variables f; : m for analysis of single

simulated dataset.



Figure S2: Marginal and joint distributions for hyperparameters p and « for the analysis of a single
simulated dataset.
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Figure S3: Posterior predictive trajectories of A(t) for the susceptible (top) and resistant (bottom)
lineages in the analysis of single simulated dataset.
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Figure S4: Trajectories of observed lineages used for parameter recovery validation.



Supplementary information for analysis of Neisseria
gonorrhoeae dataset
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Figure S5: Traces for all parameters excluding GP inducing variables f;

gonorrhoeae.

: m for the analysis of N.



Figure S6: Marginal and joint distributions for hyperparameters p and « for the analysis of N.
gonorrhoeae.
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Figure S7: Estimated susceptible lineage dynamics for N. gonorrhoeae.



nh
RN .
O ) I
1 9| R}
SR "
oyt . e [
| - S 15 vyt
| o  f 154 e
1 t el | T ||'
i st ot A !
' (i s | ]
| i { "
© o 1 T
[ u | il 1
1 [
' g
—_ 1
< e
II
1
1
LML
N |
TIr
“ ® K3
Time
o0
Tan
-~ 1Y
Bl SR
[ I Cl LA
pe— .
I‘v" 1 s x
| ) - A
a v
| == =
(R s
| e
! 1
| i
|
1 )
S | i
< | '
|
1
|
|
1
|
|
1
|
1
|
|
1
|
—
Time
% b B |
[
| (RN
| L8 Y
|| v
1 1
| n i
| 1
1 '
o 1
L LI
R \
I Y
(IR -1
. : il
e (L
<
: 1
T T
O 1
ML 1l
L]ifi | 1
1 1
3 ALl i
1
1
fLUIGT
1
Time

Figure S8: Posterior predictive trajectories of A(t) for the susceptible lineage (top), resistant lineage
1 (middle) and resistant lineage 2 (bottom) of N. gonorrhoeae.



