[bookmark: _GoBack]Table S3. Bacterial families indicative of different sources, and their mean relative abundance across the different surface types. Indicator taxa follow those used in [1] and [2].

	
	
	Mean relative abundance (%)

	Source
	Indicator taxon
	Balcony
	Bathroom
	Bedroom
	Kitchen
	Living Room

	Human oral 
	Pasteurellaceae
	0.00
	0.28
	0.32
	0.40
	0.55

	cavity
	Fusobacteriaceae
	0.00
	0.10
	0.00
	0.00
	0.11

	
	Veillonellaceae
	0.00
	0.28
	0.20
	0.16
	0.15

	
	Neisseriaceae
	0.00
	0.30
	0.35
	0.16
	0.33

	
	Actinomycetaceae
	0.00
	0.48
	0.20
	0.32
	0.15

	
	Prevotellaceae
	0.00
	0.24
	0.17
	0.08
	0.07

	Human skin
	Propionibacteriaceae
	1.66
	5.83
	2.48
	1.50
	1.75

	
	Staphylococcaceae
	0.98
	2.70
	2.54
	1.58
	1.72

	
	Corynebacteriaceae
	0.09
	14.96
	12.07
	6.79
	10.05

	Human stool
	Lachnospiraceae
	0.03
	0.72
	0.23
	0.24
	0.44

	
	Bacteroidaceae
	0.00
	0.02
	0.06
	0.04
	0.07

	
	Ruminococcaceae
	0.00
	0.20
	0.06
	0.04
	0.22

	Leaf
	Deinococcaceae
	4.68
	0.32
	0.32
	0.16
	0.40

	Soil
	Hyphomicrobiaceae
	0.37
	0.10
	0.29
	0.32
	0.11

	
	Cytophagaceae
	6.32
	0.34
	0.89
	1.78
	1.13

	
	Microbacteriaceae
	5.11
	1.60
	3.09
	2.91
	4.50
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