Table 1. Inferred direction of transmission at the human–animal interface among four pandemic K. pneumoniae clones
	Characteristic
	ST307
	ST147
	ST11
	ST15

	Genomes, n (human/animal)
	63 (44/18)
	45 (19/26)
	93 (49/38)
	71 (60/11)

	Phylogenetic scale
	Time-calibrated
	Genetic divergence
	Time-calibrated
	Time-calibrated

	Inferred root state
	Human
	Human
	Human
	Human

	Human-to-animal transitions, n
	5
	6
	4
	8

	Animal-to-human transitions, n
	2
	0
	6
	1

	Largest animal-only clade, n
	6
	18
	15
	2

	Animal-to-human transitions followed by a multi-isolate human lineage, n
	0
	0
	2
	0


Notes: Clones passing the two-stage temporal-signal gate were time-calibrated in TreeTime; ST147 failed it and is shown on a genetic-divergence scale under midpoint rooting. Direction was inferred from topology, rooting and ancestral-state reconstruction.

