SUPPLEMENTARY MATERIAL 

Supplementary Table S1. Best BLAST matches and number of sequences of most abundant bacterial types determined with representative sequence analysisa.
	Sequence type (genus level ID)
	Number of sequences
	Closest GenBank match
	% identity

	
	
	
	

	Stenotrophomonas type 1
	2826
	S.maltophilia
	99

	Stenotrophomonas type 2
	1685
	S.maltophilia
	99

	Stenotrophomonas type 3
	1115
	S.maltophilia
	100

	Stenotrophomonas type 4
	224
	S.maltophilia
	100

	Stenotrophomonas type 5
	97
	S.maltophilia
	98

	Stenotrophomonas type 6
	65
	S.maltophilia
	98

	Stenotrophomonas type 7
	39
	S.maltophilia
	99

	Stenotrophomonas type 8
	36
	S.maltophilia
	98

	Stenotrophomonas type 9
	29
	S.maltophilia
	99

	Stenotrophomonas type 10
	26
	S.maltophilia
	100

	Stenotrophomonas type 11
	26
	S.maltophilia
	99

	Stenotrophomonas type 12
	25
	S.maltophilia
	99

	Stenotrophomonas type 13
	24
	S.maltophilia
	99

	Stenotrophomonas type 14
	21
	S.maltophilia
	98

	Stenotrophomonas type 15
	21
	S.maltophilia
	97

	Stenotrophomonas type 16
	21
	S.maltophilia
	98

	Stenotrophomonas type 17
	21
	S.maltophilia
	99

	Stenotrophomonas type 18
	21
	S.maltophilia
	99

	
	
	
	

	Aeromonas type 1
	735
	A.hydrophila
	99

	Aeromonas type 2
	129
	A.hydrophila
	99

	Aeromonas type 3
	117
	A.hydrophila
	100

	Aeromonas type 4
	22
	A.hydrophila
	97

	
	
	
	

	Acinetobacter type 1
	1385
	A.baylyi
	99

	Acinetobacter type 2
	99
	A.calcoaceticus
	100

	Acinetobacter type 3
	95
	A.junii
	100

	Acinetobacter type 4
	54
	A.baumannii
	100

	Acinetobacter type 5
	45
	A.junii
	98

	Acinetobacter type 6
	26
	A.baumannii
	98

	Acinetobacter type 7
	23
	A.johnsonii
	97

	Acinetobacter type 8
	20
	A.baylyi
	98

	
	
	
	

	Staphylococcus type 1
	966
	S.pasteuri
	100

	Staphylococcus type 2
	113
	S.warneri
	100

	Staphylococcus type 3
	97
	S.saprophyticus
	100

	Staphylococcus type 4
	30
	S.pasteuri
	97

	Staphylococcus type 5
	27
	S.simulans
	100

	Staphylococcus type 6
	27
	S.epidermidis
	99

	Staphylococcus type 7
	25
	S.cohnii
	100

	Staphylococcus type 8
	24
	S.aureus
	99

	
	
	
	

	Pseudomonas type 1 
	347
	P.fluorescens
	99

	Pseudomonas type 2 
	51
	P.fluorescens
	99

	Pseudomonas type 3 
	46
	P.aeruginosa
	100

	Pseudomonas type 4
	25
	P.gingerii
	98


a.Representative sequences were determined using the ribosomal database project  

    pyrosequencing pipeline tools (http://pyro.cme.msu.edu/index.jsp) 
Supplementary Table S2. Relative abundance of all 16S rRNA gene sequence types in 
cleaning cloth (sample CC).
	Bacterial 
sequence type
	Relative abundance (%)

	Stenotrophomonas sp
	31.371

	Acinetobacter sp
	13.765

	Aeromonas sp
	11.763

	Acidovorax sp
	7.999

	Janthinobacterium sp
	7.561

	Chryseobacterium gleum
	2.757

	Pseudomonas sp
	2.670

	Acinetobacter baumannii
	2.331

	Delftia sp
	2.002

	Xanthomonas sp
	1.970

	Chryseobacterium sp
	1.565

	Aeromonas hydrophila
	1.149

	Aquitalea sp
	1.061

	Massilia sp
	0.985

	Duganella sp
	0.864

	Vogesella sp
	0.832

	Stenotrophomonas maltophilia
	0.722

	Comamonas sp
	0.667

	Chryseobacterium hominis
	0.624

	Comamonadaceae sp
	0.591

	Sphingobium sp
	0.481

	Massilia aurea
	0.427

	Sphingomonas sp
	0.416

	Enterobacter sp
	0.416

	Escherichia sp
	0.372

	Burkholderia sp
	0.295

	Staphylococcus aureus
	0.284

	Citrobacter sp
	0.263

	Rhizobium sp
	0.263

	Microbacterium sp
	0.252

	Brevundimonas sp
	0.241

	Bradyrhizobium japonicum
	0.197

	Herbaspirillum sp
	0.175

	Leptothrix ginsengisoli
	0.164

	Pseudomonas putida
	0.142

	Acidovorax delafieldii
	0.131

	Comamonas terrigena
	0.131

	Caulobacter sp
	0.077

	Pseudomonas fluorescens
	0.077

	Pantoea agglomerans
	0.066

	Cronobacter sakazakii
	0.066

	Acinetobacter septicus
	0.066

	Klebsiella sp
	0.066

	Delftia acidovorans
	0.066

	Achromobacter xylosoxidans
	0.055

	Aeromonas punctata
	0.055

	Enterobacteriaceae sp
	0.044

	Zoogloea sp
	0.044

	Duganella zoogloeoides
	0.044

	Leclercia adecarboxylata
	0.044

	Cytophaga sp
	0.044

	Comamonas testosteroni
	0.033

	Variovorax sp
	0.033

	Afipia sp
	0.033

	Paracoccus sp
	0.033

	Massilia timonae
	0.033

	Ralstonia sp
	0.033

	Pseudoxanthomonas 
	0.033

	Oxalobacteraceae sp
	0.033

	Verminephrobacter sp
	0.033

	Acinetobacter johnsonii
	0.033

	Megasphaera sp
	0.033

	Pseudomonas aeruginosa
	0.022

	Flavobacterium sp
	0.022

	Rahnella sp
	0.022

	Alcaligenes faecalis
	0.022

	Pantoea sp
	0.022

	Pseudomonas gingeri
	0.022

	Acinetobacter rhizosphaerae
	0.022

	Clostridium sp
	0.022

	Pseudomonas fulva
	0.022

	Methylobacterium sp
	0.022

	Pseudoxanthomonas sp
	0.022

	Curvibacter sp
	0.022

	Aquaspirillum sp
	0.022

	Bacteroides sp
	0.022

	Riemerella sp
	0.022

	Xanthomonadaceae sp
	0.022

	Aeromonas enteropelogenes
	0.022

	Chryseobacterium ureilyticum
	0.022

	Chryseobacterium indologenes
	0.022

	Pantoea dispersa
	0.011

	Roseateles depolymerans
	0.011

	Agrobacterium sp
	0.011

	Mitsuaria chitosanitabida
	0.011

	Acidovorax defluvii
	0.011

	Arcobacter sp
	0.011

	Acidovorax avenae
	0.011

	Polynucleobacter sp
	0.011

	Kluyvera cryocrescens
	0.011

	Arthrobacter sp
	0.011

	Enhydrobacter sp
	0.011

	Pseudomonas oleovorans
	0.011

	Microbulbifer sp
	0.011

	Pseudomonas panipatensis
	0.011

	Enterobacter asburiae
	0.011

	Acinetobacter beijerinckii
	0.011

	Bosea sp
	0.011

	Lactobacillus sp
	0.011

	Hyphomicrobium sp
	0.011

	Pelomonas sp
	0.011

	Enterobacter hormaechei
	0.011

	Streptococcus sp
	0.011

	Flavobacteriaceae sp
	0.011

	Acidovorax citrulli
	0.011

	Sphingomonas mucosissima
	0.011

	Curvibacter lanceolatus
	0.011

	Dolosigranulum sp
	0.011

	Naxibacter sp
	0.011

	Sphingomonas yabuuchiae
	0.011

	Euscelidius variegatus
	0.011

	Stenotrophomonas pavanii
	0.011

	Pseudomonas pohangensis
	0.011

	Janthinobacterium lividum
	0.011

	Pragia fontium
	0.011

	Alteromonadales sp
	0.011

	Simplicispira psychrophila
	0.011

	Naxibacter alkalitolerans
	0.011

	Microbacterium oxydans
	0.011

	Massilia albidiflava
	0.011

	Naxibacter haematophilus
	0.011

	Zoogloea ramigera
	0.011

	Variovorax soli
	0.011

	Pseudomonas veronii
	0.011

	Gluconacetobacter sp
	0.011

	Diaphorobacter sp
	0.011

	Acidovorax temperans
	0.011

	Delftia tsuruhatensis
	0.011


Supplementary Table S3. Relative abundance of all 16S rRNA gene sequence types in colonies from cleaning cloth (sample RCC).
	Bacterial 
sequence type
	Relative abundance  (%)

	Stenotrophomonas sp
	42.528

	Chryseobacterium gleum
	19.562

	Delftia sp
	4.841

	Pseudomonas sp
	4.086

	Chryseobacterium sp
	3.454

	Xanthomonas sp
	3.355

	Janthinobacterium sp
	3.219

	Acinetobacter sp
	2.711

	Comamonas sp
	2.501

	Chryseobacterium hominis
	1.733

	Comamonas terrigena
	1.733

	Acidovorax sp
	1.684

	Enterobacter sp
	1.597

	Stenotrophomonas maltophilia
	1.028

	Comamonadaceae sp
	0.904

	Citrobacter sp
	0.730

	Escherichia sp
	0.470

	Acinetobacter baumannii
	0.433

	Roseateles depolymerans
	0.310

	Rhizobium sp
	0.297

	Duganella sp
	0.260

	Herbaspirillum sp
	0.198

	Brevundimonas sp
	0.186

	Pantoea sp
	0.173

	Pseudomonas aeruginosa
	0.124

	Pantoea agglomerans
	0.111

	Leptothrix ginsengisoli
	0.099

	Achromobacter xylosoxidans
	0.099

	Enterobacteriaceae sp
	0.099

	Aeromonas sp
	0.087

	Aquitalea sp
	0.087

	Acidovorax delafieldii
	0.087

	Cronobacter sakazakii
	0.087

	Pantoea dispersa
	0.087

	Sphingomonas sp
	0.074

	Klebsiella sp
	0.074

	Roseateles sp
	0.074

	Pseudomonas putida
	0.062

	Sphingobacterium sp
	0.062

	Sphingobium sp
	0.050

	Massilia sp
	0.037

	Burkholderia sp
	0.037

	Comamonas testosteroni
	0.037

	Rahnella sp
	0.037

	Caulobacter sp
	0.025

	Acinetobacter septicus
	0.025

	Delftia acidovorans
	0.025

	Zoogloea sp
	0.025

	Variovorax sp
	0.025

	Flavobacterium sp
	0.025

	Pseudomonas gingeri
	0.025

	Agrobacterium sp
	0.025

	Staphylococcus aureus
	0.012

	Duganella zoogloeoides
	0.012

	Alcaligenes faecalis
	0.012

	Mitsuaria chitosanitabida
	0.012

	Acidovorax defluvii
	0.012

	Arcobacter sp
	0.012

	Acidovorax avenae
	0.012

	Polynucleobacter sp
	0.012

	Rhodoluna lacicola
	0.012

	Simplicispira sp
	0.012

	Paenibacillus sp
	0.012

	Malikia spinosa
	0.012

	Pseudomonas stutzeri
	0.012

	Serratia sp
	0.012

	Klebsiella pneumoniae
	0.012

	Pseudomonas mosselii
	0.012

	Actinomycetales sp
	0.012

	Rhodoferax fermentans
	0.012

	Pseudomonas tolaasii
	0.012

	Pseudomonas marginalis
	0.012

	Salmonella sp
	0.012

	Acinetobacter baylyi
	0.012

	Pseudomonas grimontii
	0.012

	Hydrogenophaga sp
	0.012


Supplementary Table S4. Relative abundance of all 16S rRNA gene sequence types in colonies from table wipes (sample RTW).
	Bacterial 
sequence type
	Relative abundance  (%)

	Staphylococcus sp
	19.522

	Micrococcineae sp
	13.131

	Novosphingobium sp
	11.305

	Paenibacillus sp
	5.378

	Acinetobacter sp
	5.329

	Microbacterium sp
	4.764

	Leifsonia sp
	4.582

	Actinomycetales sp
	4.432

	Massilia sp
	2.424

	Enterobacteriaceae sp
	2.274

	Bacillus sp
	2.175

	Enterobacter sp
	2.075

	Staphylococcus saprophyticus
	1.909

	Pantoea sp
	1.876

	Kocuria rhizophila
	1.411

	Kluyvera cryocrescens
	1.295

	Acinetobacter baumannii
	1.245

	Aerococcus sp
	1.129

	Staphylococcus warneri
	1.079

	Arthrobacter sp
	1.062

	Micrococcus sp
	1.046

	Brevibacterium sp
	0.963

	Geobacillus stearothermophilus
	0.896

	Staphylococcus epidermidis
	0.797

	Corynebacterium sp
	0.631

	Aeromonas sp
	0.598

	Massilia timonae
	0.581

	Pantoea agglomerans
	0.564

	Kocuria sp
	0.515

	Staphylococcus aureus
	0.481

	Paracoccus sp
	0.448

	Staphylococcus simulans
	0.448

	Brevundimonas sp
	0.232

	Bacillus licheniformis
	0.232

	Stenotrophomonas sp
	0.216

	Staphylococcus pasteuri
	0.216

	Nocardioides sp
	0.183

	Pantoea stewartii
	0.149

	Citrobacter sp
	0.133

	Sphingomonas sp
	0.133

	Leifsonia kribbensis
	0.133

	Erwinia sp
	0.116

	Flavobacterium sp
	0.100

	Sarcina sp
	0.100

	Leuconostoc mesenteroides
	0.100

	Pantoea dispersa
	0.083

	Acetobacter tropicalis
	0.083

	Microbacterium sediminicola
	0.083

	Arcobacter sp
	0.066

	Aeromonas hydrophila
	0.066

	Leifsonia ginsengi
	0.066

	Weissella confusa
	0.066

	Pseudomonas sp
	0.050

	Escherichia sp
	0.050

	Clostridium sp
	0.050

	Enhydrobacter sp
	0.050

	Pantoea citrea
	0.050

	Streptomyces sp
	0.050

	Arsenicicoccus sp
	0.050

	Weissella cibaria
	0.050

	Propionibacterium sp
	0.033

	Dermacoccus nishinomiyaensis
	0.033

	Arcobacter cryaerophilus
	0.033

	Ferrovum myxofaciens
	0.033

	Brevibacterium casei
	0.033

	Nitrospira sp
	0.033

	Deinococcus ficus
	0.033

	Acidovorax sp
	0.017

	Pseudomonas aeruginosa
	0.017

	Sphingobium sp
	0.017

	Aeromonas punctata
	0.017

	Acinetobacter calcoaceticus
	0.017

	Staphylococcus xylosus
	0.017

	Pectobacterium cypripedii
	0.017

	Marinovum sp
	0.017

	Parabacteroides gordonii
	0.017

	Acetobacter estunensis
	0.017

	Vampirovibrio chlorellavorus
	0.017

	Ruminococcus sp
	0.017

	Janibacter terrae
	0.017

	Faecalibacterium prausnitzii
	0.017

	Blastochloris sp
	0.017

	Thiothrix eikelboomii
	0.017

	Moraxella osloensis
	0.017

	Enterococcus canis
	0.017

	Pantoea punctata
	0.017

	Flavobacterium frigoris
	0.017

	Microcoleus sp
	0.017

	Fischerella muscicola
	0.017

	Acetobacter sp
	0.017

	Rhodovastum atsumiense
	0.017

	Microbacterium trichothecenolyticum
	0.017

	Deinococcus aetherius
	0.017

	Rhodoferax sp
	0.017


