Table S1 Alpha diversity of mabisi microbial communities assessed using Chao1 (richness) and Shannon (richness and evenness) indices. The pairwise Wilcoxon rank-sum test was applied to evaluate differences across substrate treatments, propagation phases, and farm sites, with p-values adjusted using the Benjamin-Hochberg method
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	 Group 1
	Group 2
	Chao1
Adj. p-value
	Shannon
Adj. p-value

	Substrate variation
	FCM
	F100
	0.198
	0.001 *

	
	LFM
	F100
	0.136
	0.080

	
	O
	F100
	0.087
	0.006*

	
	RCM
	F100
	0.767
	0.412

	
	S26
	F100
	0.541
	0.062

	
	LFM
	FCM
	0.767
	0.209

	
	O
	FCM
	0.087
	0.001*

	
	RCM
	FCM
	0.297
	0.019*

	
	S26
	FCM
	0.108
	< 0.001*

	
	O
	LFM
	0.087
	0.001*

	
	RCM
	LFM
	0.206
	0.352

	
	S26
	LFM
	0.097
	0.001*

	
	RCM
	O 
	0.087
	0.002*

	
	S26
	O 
	0.136
	0.312

	
	S26
	RCM
	0.457
	0.004*

	Propagation phase 
	Late phase
	Early phase
	0.068
	0.072

	
	O
	 Early phase
	0.007*
	0.014*

	
	O
	Late phase
	0.068
	0.043*

	Farm site
	Farm 2
	Farm 1
	0.978
	0.994

	
	Farm 3
	Farm 1
	0.243
	0.375

	
	O
	Farm 1
	0.056
	0.039*

	
	Farm 3
	Farm 2
	0.243
	0.375

	
	O
	Farm 2
	0.066
	0.037*

	
	O
	Farm 3
	0.056
	0.037*


Note: 
· ‘*’ represents statistically significant, while no esthetics represent a non-statistically significant result. 
· Substrates are represented by - RCM: raw cow milk, F100: F100 infant formula, S26: S26 infant formula, LFM: ultra-high temperature low-fat milk, and FCM: ultra-high temperature full-cream milk, whereas O: refers to the starting mabisi microbial community for all variables.  
