[bookmark: _GoBack]Table S1. Threshold sensitivity analysis: community structure stability across three sparsification thresholds.
Threshold percentages applied per model run to all 666 eligible district pairs; N edges = pairs with selection frequency > 0.5 across 23 converged runs. N major communities excludes the peripheral Isolation group.  Adjusted Rand Index (ARI) vs. 30% reference.
	Threshold
	N edges
	Expansion (%)
	Relocation (%)
	N major communities
	ARI vs 30%

	20%
	117
	51 (43.6%)
	66 (56.4%)
	3
	0.847

	30%
	167
	60 (35.9%)
	107 (64.1%)
	3
	1.000 (ref)

	40%
	239
	68 (28.5%)
	171 (71.5%)
	3
	1.000



Table S2. Simulation validation metrics: Pearson and Spearman correlation coefficients across five diffusion scenarios.
Pearson’s r values are as originally reported (Figure 6). Spearman’s ρ values are newly computed as a rank-based complement. True links (sel. freq.) and Non-links (sel. freq.) report mean selection frequency for true edges and non-edges across 50 runs.
	Scenario
	Expansion (%)
	Relocation (%)
	Pearson’s r 
	Spearman’s ρ
	True links
 (sel. freq.)
	Non-links
 (sel. freq.)

	(a)
	100%
	0%
	0.844
	0.737
	0.855
	0.154

	(b)
	75%
	25%
	0.955
	0.696
	0.755
	0.167

	(c)
	50%
	50%
	0.949
	0.718
	0.778
	0.177

	(d)
	25%
	75%
	0.976
	0.730
	0.855
	0.150

	(e)
	0%
	100%
	0.930
	0.730
	0.745
	0.187



Table S3. Model goodness-of-fit statistics for the empirical 2015 Tainan application.
Computed using the representative converged chain selected by median DIC among the 23 converged runs (DIC = 3757.0), comparing observed counts with posterior fitted means.
	Metric
	Value
	Interpretation

	RMSE (raw)
	0.51 cases/district-week
	Root mean squared fitting error on the original count scale

	MAE (raw)
	0.32 cases/district-week
	Mean absolute fitting error on the original count scale

	RMSE (log1p scale)
	0.181
	Error after log1p transformation, reducing influence of extreme peaks and zeros

	Pearson’s R (log1p scale)
	0.995
	In-sample agreement between observed and fitted log-transformed counts

	Variance ratio (fitted/obs)
	0.9997
	Check of variance reproduction




