Table S1. Milk microbiota in different species
	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Cow
	Teat canal
	Bacterial populations recovered from the teat canals of lactating dairy and beef cattle 
	Dairy samples: Staphylococcaceae; Beef samples: Clostridia
	16S rRNA clone library
	(Gill et al., 2006)

	Cow
	Teat apex
	Wide bacterial species diversity on teat apex
	Corynebacterium, Bifidobacterium, Staphylcoccus, Jeotgalicoccus, Aerococcus, Streptococcus, Acinetobacter, Psychrobacter, Enterobacter, members of Bacteroidetes
	DGGE (16S rRNA gene V3 region)
	(Braem et al., 2012)

	Cow
	Teat skin
	Cow teat skin as a potential source of diverse microbial populations for cheese production; breakdown of microbial flow from animal to milk
	Aerococcus, Staphylococcus, Enterococcus, Pediococcus, Pantoea, Enterobacter, Escherichia, Streptococcus, Clavibacter, Arthrobacter gandavensis
	16S  rRNAclone library 
	(Verdier-Metz et al., 2012)

	Cow
	Milk (quarter milk, composite milk and gland cistern milk)
	Influence of sampling technique and bedding type on milk microbiota. First reporting of a microbiome associated to gland cistern milk (collected using a needle and vacuum tube) corresponding to non-mastitis quarters. However, all these gland cistern samples were culture-negative
	Enhydrobacter, Rhodocyclaceae, Janthinobacterium, Prevotella, Succiniclasticum, Xanthomonadaceae, Sediminibacterium, Aerococcaceae, Brevundimonas, Succinivibrionaceae, Burkholderia, Stenotrophomonas, Cupriavidus, Staphylococcus, Bacteroidetes, Corynebacterium
	Illumina 
16S rRNA gene V4 region
	(Metzger et al., 2018)

	Cow
	Teat skin
	Influence of grazing system on cow teat skin, raw milk, and ripened cheeses microbiota; key role of cow teat skin as a reservoir of microbial diversity for raw milk 
	Teat skin and raw milk: Corynebacterium, Romboustia, Turicibacter, Dietzia maris. Milk and cheese: Lactococcus and Lactobacillus
	Illumina
16S rRNA gene V3-V4 region
	(Frétin et al., 2018)

	Donkey
	Bulk milk
	Variability of donkey bulk milk microbiota, dominated by gram-negative bacteria but including some lactic acid bacteria
	Pseudomonas, Ralstonia, Acinetobacter, Cupriavidus, Citrobacter, Sphingobacterium
	Illumina 
16S rRNA gene V4 region
	(Soto Del Rio et al., 2017)




	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Goat
	Raw milk 
	Impact of stage of lactation and lysozyme on microbial diversity
	Pseudomonas, Micrococcus, Rhodococcus, Arthrobacter, Stenotrophomonas, Phyllobacterium, Streptococcus, Rhizobium, Staphylococcus, Agrobacterium
	16S rRNA clone library &Illumina
16S rRNA gene V4 region
	(McInnis et al., 2015)

	Mouse
	Mammary gland 
	Administration of lactic acid probiotics during pregnancy and lactation changes mouse mammary gland microbiota by increasing the proportion of Firmicutes
	No clear composition of mouse milk microbiota due to low amount of milk and DNA and a high contamination of samples
	Pyrosequencing
16S rRNA gene V5-V6 region
	(Treven et al., 2015)

	Water Deer, Reindeer, Goat
	Milk
	Significant differences in milk microbiota composition in different ruminants suggesting host microbial adaptation caused by evolution
	water deer: Pseudomonas spp., Acinetobacter spp.; reindeer: Hyphomicrobiaceae family and Halomonas spp.; dairy goat: Bacillus, Staphylococcus, Pseudomonas 
	Illumina MiSeq on 16S rRNA gene V1-V3 region
	(Li et al., 2017b)

	Water Buffalo
	Milk
	Differential microbial communities and diversity with regard to health status
	healthy milk: Micrococcus, Propionibacterium, 5-7N15, Solibacillus, Staphylococcus, Aerococcus, Facklamia, Trichococcus, Turicibacter, 02d06, SMB53, Clostridium, Acinetobacter, Psychrobacter, Pseudomonas
	Ion Torrent 
16S rRNA gene V1-V2 region
	(Catozzi et al., 2017)

	Human
	Milk
	Milk bacterial communities are more complex than previously reported and often stable over time within an individual (4- week interval)
	Staphylococcus, Streptococcus, Serratia, Pseudomonas, Corynebacterium, Ralstonia, Propionibacterium, Sphingomonas, Bradyrhizobiaceae
	Pyrosequencing 16S rRNA gene V1-V2 region
	(Hunt et al., 2011)

	Human
	Milk
	Human milk is a major source of bacterial diversity to the neonatal gastrointestinal tract, including gastrointestinalobligate anaerobes
	Staphylococcus, Streptococcus, Propionibacterium, Bifidobacterium, Veillonella, Bacteroides, Faecalibacterium, Roseburia.
	Culture & pyrosequencing 16S rRNA gene V5-V6 region
	(Jost et al., 2013)




	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Cows, sheep, goats and humans
	Milk
	The complex microbiota of raw milk: review on microorganisms found in milk and their roles, such as facilitating dairy fermentations (e.g. Lactococcus, Lactobacillus, Streptococcus, Propionibacterium and fungal populations), causing spoilage (e.g. Pseudomonas, Clostridium, Bacillus and other spore-forming or thermoduric microorganisms), promoting health (e.g. lactobacilli and bifidobacteria) or causing disease (e.g. Listeria, Salmonella, Escherichia coli, Campylobacter and mycotoxin-producing fungi)
	(Quigley et al., 2013)

	Cow
	Milk
	Review on bovine milk microbiota in dairy cows, its role in bovine physiology and health, for the mother and the offspring, factors influencing its composition and consequences on quality of milk and of dairy products
	(Addis et al., 2016)

	Human
	Milk
	Systematic review of the human milk microbiota characterized by culture-independent methods. Points out that Streptococcus and Staphylococcus may be universally predominant in human milk, regardless of differences in geographic location or analytical methods 
	(Fitzstevens et al., 2016)





Table S2. Origin of milk microbiota
	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Origin of milk microbiota

	Cow
	Milk somatic cells 
	The presence of few OTUs belonging to Ruminococcus and Bifidobacterium in milk, blood and feces from the same healthy cow suggests transfer of intestinal bacterial components to mammary secretions 
	Staphylococcus, Ruminococcus, Peptostreptococcaceae, Bifidobacterium, Butyrivibrio 
	Pyrosequencing 16S rRNA gene V3-V5 region
	(Young et al., 2015)

	Human
	Maternal & neonatal faeces, milk 
	Some gastrointestinal  obligate anaerobic genera, including a viable strain of Bifidobacterium breve, are shared between maternal faeces, milk and neonatal faeces within one mother–neonate pair
	Staphylococcus, Streptococcus, Pseudomonas, Ralstonia, Bifidobacterium, Rothia, Bacteroides, Propionibacterium, Collinsella, Parabacteroides, Blautia, Alistipes, Clostridium, Coprococcus, Dorea, Faecalibacterium, Oscillobacter, Roseburia, Ruminococcus, Veillonella, Lactobacillus, Enterococcus, Subdoligranulum, Dialister, Escherichia/Shigella, Klebsiella
	Pyrosequencing 16S rRNA gene V5-V6 region & culture (underscored genera)
	(Jost et al., 2014)

	Human
	Milk cells, PBMC, feces
	Results suggest that intestinally derived bacterial components are transported to the lactating breast within mononuclear cells
	Staphylococcus epidermidis, Streptococcus thermophilus/salivarius, bifidobacterium longum, Bacteroides, Clostridium, Eubacterium, Lactobacillus
	TTGE on 16S rRNA gene V6-V8 region
16S rRNA clone library 
	(Perez et al., 2007)

	Human
	Milk & infant feces
	Presence of the same specific bacterial strains of Bifidobacterium, Lactobacillus, and Staphylococcus in human milk and infant feces of mother–child pairs
	Bifidobacterium, Lactobacillus, Staphylococcus
	RAPD, PFGE, MLST
	(Martín et al., 2006, 2012)

	Human
	Milk
	The human milk microbiota: Origin and potential roles in health and disease: different origin for milk microbiota, including breast skin, infant oral microbiota as well as the entero-mammary pathways
	(Fernández et al., 2013)

	Human
	Milk
	Human milk: a complex ecosystem with a greater diversity than previously anticipated, possibly originating from the mother’s skin or infant’s oral cavity (contamination) and or through an active migration of bacteria-containing immune cells from gastrointestinal  tract to mammary gland
	(Jeurink et al., 2013)




Table S3. Factors affecting milk microbiota
	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Cow
	Milk from individual cows, teat, and bulk tank milk
	Influence of environment and farm management practices (housing, teat preparation) on milk microbiota
	Milk from individual cow: Micrococcaceae, Ruminococcaceae, Bacteroidaceae, Corynebacteriaceae, Propionibacteriaceae, Prevotellaceae, Rikenellaceae, Flavobacteriaceae, Staphylococcaceae, Aerococcaceae, Carnobacteriaceae, Streptococcaceae, Christensenellaceae, Lachnospiraceae, Peptostreptococcaceae, Erysipelotrichaceae, Moraxellaceae, Pseudomonadaceae
	Illumina 
16S rRNA gene V3-V4 region
	(Doyle et al., 2017)

	Cow
	Milk 
	Resilience of mammary gland microbiome, capable of reestablishing itself after experimental infection with E. coli independent of antimicrobial treatment by Ceftiofur
	Ruminococcaceae, Enterobacteriaceae, Aerococcaceae, Lachnospiraceae, Corynebacteriaceae, Planococcaceae, 
Bacillacea, Clostridiaceae, Bacteroidaceae,Staphylococcaceae
	Illumina 
16s rRNA gene V4 region 
	(Ganda et al., 2016, 2017)

	Cow
	Milk
	Influence of breed on the milk microbiota. Different breeds farmed under the same conditions have a different milk microbiota. Cosmopolitan, highly productive Holstein show a higher biodiversity in terms of bacterial phyla, genera, and species when compared to the minor, autochthonous Rendena
	Holstein: Streptococcus, Lactobacillus, Corynebacterium, Staphylococcus, Bradyrhizobium, Clostridium, Aerococcus, Bacteroides, Blautia, Alkaliphilus, Pediococcus, Bifidobacterium;
Rendena: Streptococcus, Lactobacillus, Pediococcus, Staphylococcus, Leuconostoc, Lactococcus, Enterococcus
	Illumina 16s rRNA gene V3-V4 region
	(Curone et al., 2018)







	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Cow
	Colostrum and milk
	Influence of breed and stage of lactation on the milk microbiome. Holstein: increase in Streptococcus, Lactobacillus and Bradyrhizobium near the calving period, followed by a decrease in full lactation. Rendena: slight decrease in Streptococcus, Lactobacillus and Pediococcus right before and after calving but recovery in full lactation
	Holstein: Bradyrhizobium, Corynebacterium, Lactobacillus, Propionibacterium, SMB53, Staphylococcus, Streptococcus;
Rendena: Enterococcus, Lactobacillus, Lactococcus, Leuconostoc, Pediococcus, Streptococcus
	Illumina 16s rRNA gene V3-V4 region
	(Cremonesi et al., 2018)

	Cow
	Teat canal, milk and colostrum
	Impact of dry cow therapy (DCT): qualitative overlap between pre-DCT milk samples and colostrum microbiota but change in proportions of several taxa and a lower richness in colostrum. Several mastitis pathogens or opportunists, including Staphylococcus spp., unclassified Enterobacteriaceae, and Corynebacterium spp., were shared between pre-DCT and postpartum microbiota of mammary secretions, suggesting a limited success of the DCT in eliminating potential pathogens
	Teat canal: Firmicutes (Ruminococcaceae, Lachnospiraceae, Clostridiales, Bacillales, Staphylococcus), Proteobacteria (Acinetobacter), Bacteroidetes (Spingobacterium, Flavobacteriaceae), Actinobacteria (Corynebacterium)
Milk/colostrum: Proteobacteria (Alcaligenaceae, Stenotrophomonas, Acinetobacter, Cellvibrio), Firmicutes (Clostridiales, Staphylococcus, Ruminococcaceae, Bacillales, Lachnospiraceae), Bacteroidetes (Spingobacterium, Flavobacteriaceae), Actinobacteria (Corynebacterium)
	Illumina 
16S rRNA gene V1-V2 region
	(Derakhshani et al., 2018b)

	Cow
	Raw milk
	rRNA-based monitoring of the microbiota involved in Fontina PDO cheese production in relation to different stages of cow lactation
	Raw milk before cheese making: Lactobacillus, Propionibacterium acnes, Staphylococcus, Pseudomonas, Enterobacteriaceae, Acinetobacter, Acidovorax, Hymenobacter, Brochothrix, Actinobacteria, Cyanobacteria
	pyrosequencing 16S rRNA gene V1-V3 region (amplification on cDNA)
	(Dolci et al., 2014)





	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Cow
	Tanker milk
	Despite highly diverse tanker milk community structures, distinct milk bacterial communities are selected within the processing facility environment
	Streptococcus, Staphylococcus and unidentified members of Clostridiales, Corynebacterium
	Illumina 
16S rRNA gene V4 region
	(Kable et al., 2016)

	Cow
	Pooled milk 
	Effect of diet supplementation with Ascophyllum nodosum on cow milk microbiota
	Pseudomonas, Lactococcus, Staphylococcus, Bacteroides, Enterococcus, Clostridium, Microbacterium

	Pyrosequencing 16S rRNA gene V1-V3 region (amplification on cDNA)
	(Chaves Lopez et al., 2016)

	Cow
	Pooled milk of one day
	Impact of subacute ruminal acidosis (SARA), induced by a high concentrate diet, on milk microbiota: increase of some mastitis causing pathogen abundance
	Chryseobacterium, Corynebacterium, Enterococcus, Microbacterium, Streptococcus
	Pyrosequencing 16S rRNA gene V1-V3 region
	(Zhang et al., 2015)

	Human
	Colostrum
	Impact of delivery mode on colostrum microbiota composition and microbiota interaction networks
	Staphylococcus, Streptococcus, Prevotella, Halomonas, Finegoldia, Haemophilus, Pseudomonas
	Ion Torrent sequencing on 16S rRNA gene V2-V3 region
	(Toscano et al., 2017)

	Human
	Colostrum
	Correlation between Human milk oligosaccharide composition and Bifidobacterium spp. but also Akkermansia muciniphila or Staphylococcus aureus
	Bifidobacterium, Staphylococcus, Akkermansia
	Quantitative PCR
	(Aakko et al., 2017)

	Human
	Milk at 2d and 6m
	Factors affecting human milk microbiome include maternal nutrient intake, maternal body mass index, delivery mode, and infant sex
	Streptococcus, Staphylococcus, Propionibacterium, Pseudomonas, Veillonella, Pilibacter, Gemella, Bacteroides, Prevotella, Corynebacterium
	Illumina 
16S rRNA gene 
	(Williams et al., 2017)




	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Human
	Milk
	No significant effect of delivery mode, infant sex and gestation time on milk microbiota
	Staphylococcus, Pseudomonas, Streptococcus and Lactobacillus
	Illumina 
16S rRNA gene  V6 region
	(Urbaniak et al., 2016)

	Human
	Milk
	High variability in microbiota composition and bacterial load among mothers. Bacteria present in milk in a planktonic state, but also associated to human immune cells. No correlation between bacterial load and the amount of immune cells, strengthening the idea that milk bacteria are not sensed as an infection by the immune system
	Staphylococcus, Pseudomonas, Streptococcus, Acinetobacter
	Pyrosequencing 16S rRNA gene
	(Boix-Amoròs et al., 2016)

	Human
	Milk
	Impact of geographical locations and mode of delivery on milk microbiota and lipid composition
	Staphylococcus, Streptococcus, Pseudomonas, Ralstonia, Acinetobacter
	Illumina
16S rRNA gene V4 region
	(Kumar et al., 2016)

	Human
	Colostrum and milk 
	The human milk microbiome changes over lactation and is shaped by maternal weight (lower diversity in milk from obese mothers) and mode of delivery
	Colostrum: Weisella, Leuconostoc, Staphylococcus, Streptococcus, Lactococcus, Acinetobacter, Citrobacter
1- and 6-mo milk samples: + Veillonella, Enterococcus, Leptotrichia, Prevotella
	Pyrosequencing on 16S  rRNA gene
	(Cabrera-Rubio et al., 2012)

	Human
	
	Impact of geographical region (Taiwan and Mainland China) and mode of delivery on milk microbiota. No significant impact of lactation stage or maternal body mass index 
	Streptococcaceae, Pseudomonadaceae Staphylococcaceae, Lactobacillaceae, Oxalobacteraceae
	Pyrosequencing 16S rRNA gene V1-V2 region
	(Li et al., 2017a)

	Cow
	Milk, colostrum, teat apex, teat canal 
	Microbiota of the bovine udder: microbiota of different compartments of udder are likely interconnected and influenced by biotic and abiotic factors such as host-associated factors (physiological and anatomical parameters, genetic traits), antimicrobial use, diet, parity and stage of lactation, management practices (housing management and milking hygiene); potential implications for udder health and mastitis susceptibility are discussed
	(Derakhshani et al., 2018a)




	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Human
	Milk
	The human milk microbiome and factors influencing its composition and activity
	(Gomez-Gallego et al., 2016)

	Human
	
	Variation in the human milk microbiome may be related with maternal weight, mode of delivery, lactation state, gestation age, antibiotic use, and maternal health, but also milk constituents (e.g., fatty acids and complex carbohydrates) 
	(McGuire and McGuire, 2015)





[bookmark: _GoBack]Table S4. Role of milk and mammary gland microbiota for mother and infant health
	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Milk microbiota and mother health 

	Human
	Mammary tissue
	Characterization of the microbiome in mammary tissue of women with or without cancer
	Bacillus, Acinetobacter, Enterobacteriaceae, Pseudomonas, Staphylococcus, Propionibacterium, Comamonadaceae, Gammaproteobacteria, Prevotella, Listeria welshimeri 
	Ion Torrent 16S rRNA gene V6 region
	(Urbaniak et al., 2014)

	Human
	Milk
	Human milk contains a complex microbial metagenome including genomes of bacteria, archaea, viruses, fungi, and protozoa. Loss of bacterial diversity and a high increase of the sequences related to the presumptive etiological agents were observed in mastitis cases.
	healthy milk: Staphylococcus, Streptococcus, Bacteroides, Faecalibacterium, Ruminococcus, Lactobacillus, Propionibacterium.
	Shotgun pyrosequencing
	(Jiménez et al., 2015)

	Cow
	Milk
	Identification of potential infectious organisms in subclinical mastitis, and resistance of organisms to antibiotics and chemical compounds 
	Subclinical mastitis samples: Escherichia coli and Staphylococcus aureus
	Shotgun pyrosequencing 
	(Bhatt et al., 2012)

	Cow
	Milk
	Milk microbiota in relation to health status (healthy, sub-clinically and clinically diseased quarters)
	healthy samples: Propionibacterium, Aeribacillus, unclassified Lachnospiraceae, Faecalibacterium, Bacteroides, unclassified Clostridiales, Staphylococcus, Streptococcus, Anaerococcus, unclassified Xanthomonadaceae, unclassified Bacteroidales, Lactobacillus, Porphyromonas, Comamonas, Fusobacterium, Enterococcus, unclassified Carnobacteriaceae, Asticcacaulis
	Pyrosequencing 16S rRNA gene V1-V2 region
	(Oikonomou et al., 2014)

	Cow
	Milk
	Microbial profile of milk in mastitic vs healthy milk, comparison with cultural approaches
	Healthy milk: Propionibacterium, unclassified Ruminococcaceae, Streptococcus, Staphylococcus, Bacteroides, Fusobacterium,
	Pyrosequencing 16S rRNA gene V1-V2 region
	(Oikonomou et al., 2012)

	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Cow
	Milk
	Microbial profile of milk in mastitic vs healthy milk, comparison with cultural approaches
	Ralstonia, Pseudomonas, Sphingomonas, Stenotrophomonas, Psychrobacter, Bradyrhizobium, Corynebacterium, Pelomonas, Staphylococcus
	Pyrosequencing 16S rRNA gene V1-V2 region
	(Kuehn et al., 2013)

	Cow
	Foremilk and teat canal
	Reduced diversity and significant changes in teat microbiome in quarters with a history of mastitis, notably a lower Clostridia/Bacilli class ratio
	Staphylococcus, Corynebacterium, Ruminococcus, Aerococcus, Bifidobacterium, Flacklamia, Jeotgalicoccus, Trichococcus, Oscillospira, Lachnospiraceae (Butyrivibrio, Dorea, Roseburia), Bacteroidetes(Bacteroides, Prevotella,
	Pyrosequencing 16S rRNA gene V3-V4 region
	(Falentin et al., 2016)

	Cow 
	Colostrum
	Impact of lactation number on colostrum microbiome; Taxonomic profile and diversity of primiparous colostrum microbiome in relation to clinical mastitis in the first month post-partum.
	Staphylococcus, Prevotella, Ruminococcaceae, Bacteroidales, Clostridiales, Pseudomonas.
	Illumina
16S rRNA gene V4 region
	(Lima et al., 2017)

	Milk microbiota and newborn gastrointestinal microbiota

	Human
	Mother milk and infant mouth and gut
	Shared OTUs between mother's milk and infant's mouth and gastrointestinal microbiota, including OTUs assigned to Bifidobacterium Streptococcus and Staphylococcus. Baby’s mouth could play a role in both the gastrointestinal microbiota assembly, via deglutition, and mother’s milk duct colonization, during suction.
	Streptococcus, Bifidobacterium, Staphylococcus, Lachnospiraceae, Ruminococcaceae, Bacteroidaceae
	Illumina 
16S rRNA gene V3-V4 region
	(Biagi et al., 2017)

	Human
	milk
	During the first 30 days of life, breastfed infants received a mean of 27.7% of the bacteria from  milk and 10.3% from areolar skin
	milk: Proteobacteria (Moraxellaceae, Enterobacteriaceae, and Pseudomonadaceae);
areolar skin: Firmicutes (Staphylococcaceae and Streptococcaceae) 
	Illumina 
16S rRNA gene V4 region
	(Pannaraj et al., 2017)




	Host
	Sample
	Aim and main result
	Major taxa
	Methodology
	Reference

	Human
	Milk and infant feces between 1w and 3 mo
	207 genera identified in milk samples. Genera shared between infant feces and human milk samples accounted for 70–88% of the total relative abundance in infant faecal samples, and identical strains of Bifidobacterium breve and Lactobacillus plantarum were isolated from the milk and feces of one mother-infant pair, which supports the hypothesis of vertical transfer of bacteria from milk to the infant gastrointestinal   tract
	Pseudomonas, Staphylococcus Streptococcus, Elizabethkingia, Variovorax, Bifidobacterium, Flavobacterium, Lactobacillus, Stenotrophomonas, Brevundimonas, Chryseobacterium and Enterobacter.

	Illumina
16S rRNA gene V3-V4 region
	(Murphy et al., 2017)

	Human
	Milk, colostrum, infant and mother feces at 1 mo and 6 mo
	mothers contribute to the infant gastrointestinal
microbiota’s resistome and mobilome development by sharing genes from their gastrointestinal and milk bacteria.
	Milk and colostrum: Streptococcus, Staphylococcus, Rothia, Lactobacillus
	Shotgun Illumina sequencing
	(Pärnänen et al., 2018)

	Human
	Milk, oral cavity and feces between 2 days and 6 months
	Association between milk microbiome and infant oral and fecal microbiomes and mother fecal microbiome. Data support the hypothesis that variation in the milk microbiome may influence the infant GI microbiome
	Milk: Streptococcus, Staphylococcus, Gemella, Rothia, Veillonella, Lactobacillus, Pseudomonas, Lactobacillales, Propionibacterium, Corynebacterium
	Illumina 
16S rRNA gene V1-V3 region
	(Williams et al., 2019)

	Human
	
	Human milk beneficially influences neonatal gastrointestinal microbiota establishment by providing commensal maternal bacteria as well as a broad range of oligosaccharides that promote the growth and activity of specific bacterial populations, such as Bifidobacterium and Bacteroides spp
	(Jost et al., 2015)
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