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> not a hereditary class (induced subgraphs are not necessary BMGs)

F is induced subgraph of G if x,y € V(F) and (x,y) € E(G) = (x,y) € E(F)

Bio connection: Can we recognize BMGs?
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» ab|cis a (rooted) triple if Ica(a, b) is descendent in T of lca(a, c)=lca(b, c)

C
» (G, o) digraph, vertex-colored by o
* R(G,0) = {ablt': o(a) # o(b) = o(V'), ab € E(G), and ab’ ¢ E(G)} informative triples
* F(G,o) ={abt/: o(a) # o(b) =o(V'), b #V, and ab,ab’ € E(G)} forbidden triples
P P
e R(G, o) 2y'lye 3G, o)
@ o ©
x y y z x z x y y oz x Z
Theorem
(G, o) properly colored digraph is a BMG iff (i) (G, o) is color-sink free, and (ii) there exists (T, o) displaying
all triples in R(G, o) but none of the triples in F(G, o)
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