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S4 Table. Relative abundances of 20-most abundant genera in milk according to kit cleaning practices in the full dataset (n=104)
	
	% Relative Abundance (SD)

	Genera1
	Commercially Sterilized (n=52)
	
	Home-Sterilized (n=13)
	
	Washed 
(n=39)

	Staphylococcus
	43.7 (34.3)a
	
	32.6 (27.0)a
	
	26.4 (31.2)a

	Streptococcus
	29.4 (25.7)a
	
	21.0 (18.2)a
	
	15.5 (22.6)a

	Gemella
	1.68 (3.36)a
	
	2.23 (4.33)a
	
	1.19 (2.95)a

	Bacillus
	0.02 (0.10)a
	
	6.99 (16.2)b
	
	0.03 (0.01)a

	Unid Lactobacillales
	1.18 (2.53)a
	
	0.67 (1.62)a
	
	0.45 (1.12)a

	Unid. Enterobacteriaceae
	0.12 (0.34)a,b
	
	0.07 (0.22)a
	
	1.55 (5.85)b

	Acinetobacter
	0.16 (0.36)a
	
	3.73 (8.03)a
	
	16.8 (23.0)b

	Brevundimonas
	0.04 (0.19)a
	
	0.34 (0.68)a,b
	
	3.07 (8.27)b

	Enterobacter
	0.005 (0.03)a
	
	0.15 (0.51)a
	
	1.53 (4.69)b

	Ochrobactrum
	0.007 (0.03)a
	
	0.07 (0.26)a
	
	0.98 (5.73)a

	Pseudomonas
	0.24 (0.39)a
	
	0.99 (2.30)a
	
	3.27 (7.71)b

	Stenotrophomonas
	0.04 (0.12)a
	
	0.09 (0.14)a
	
	7.14 (16.1)b

	Rhizobium
	0.008 (0.03)a
	
	0.16 (0.35)a
	
	4.69 (10.4)b

	Rhodanobacter
	2.63 (4.82)a
	
	1.10 (1.66)a,b
	
	0.74 (1.53)b

	Corynebacterium 1
	2.01 (5.23)a
	
	2.67 (7.29)a
	
	0.81 (2.28)a

	Kocuria
	1.28 (9.17)a
	
	0.02 (0.03)a
	
	2.52 (14.5)a

	Propionibacterium
	3.31 (7.85)a,b
	
	9.01 (15.1)b
	
	0.86 (2.12)a

	Rothia
	3.88 (8.15)a
	
	6.34 (7.46)a
	
	1.46 (2.57)a

	Chryseobacterium
	0 (0)a
	
	0.15 (0.37)a,b
	
	0.97 (3.63)b

	Unid. Bacteria
	3.93 (7.24)a
	
	2.04 (2.56)a,b
	
	1.28 (3.61)b


Shading reflects within-row significance based on DESeq2.1 Superscript letters denote significance of pairwise comparisons
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