rObserved Pairwise Data 1
[Tesl.ing—time difference: #;; J

Consensus genetic distance: g;;
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( LATENT TRANSMISSION SCENARIOS (Sy/) )
Ancestor-Descendant Hap (1) Common Ancestor Hca (m;, m )
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Direct transmission i — j, m = 0 Co-primary infection (m;,m;) = (0,0)
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(Natural-history Model

L/

Gamma stages (E/P/I)
Incubation period: Tine = YE +yp
Generation time: Teen = Tine + Yioit
Testing delay: xiet

Clock rate: A = vL/365 (strict or relaxed)

MC Temporal Draws ] (MC Genetic Draws
AD: Ty = 3" Toen,r + Tobs,j — Tobs.i AD: By = . Tgen + Tinc,j + Tobs,j — Tobs,i
CA: Ty = Z;n:";'l ‘z'g(ej“)A - E':’:"I'l Tg(é,)” + Tobs,j — Tobs,i CA: By =) Tg(ér). +2 Tg(ejrz + Tobs,i + Tobs,
Signed difference for temporal ordering Deterministic: G5 = ABy or stochastic: G ~ Poisson(AB;)
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(Temporal Compatibility ] (Genetic Compatibility ]
LC“ =1-2|PK(T, < 1) - 0.5] J LCG,S =1-2|Pr(G, < gij) - 0.5 J

(Aggregated Compatibility Score ] |
[Scenario: Cs(i,]) =Crs-Cgs J

Target Set: Cs, (i, ) = Xes. Cs(i, )




