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Supplementary fig. S1: Body weight curve of postpartum cows of different metabolic 

status. 

 

 



 

 

Supplementary fig. S2: Over energy balance curve of postpartum cows based on their 

dry matter intake. 

 

 

 

 

 

 

 



 

 

 

Supplementary fig. S3: Detection of protein markers using western blot in EVs 

recovered from different metabolic status cows: A) Ladder used for western blotting of 

protein detection for CD63 and Alix. B) Western blot showing CD63 protein detection in 

EVs recovered from follicular fluid of different metabolic status cows. C) Western blot 

showing the detection of Alix protein in EVs recovered from follicular fluid of different 

metabolic status cows. The numbers represent different sources EVs 1: EVs of TCs (weeks 5 

- 6), 2: EVs of TCs (weeks 9 - 10), 3: EVs of ANCs, 4: EVs of APCs, 5: EVs of heifers and 

GC: Granulosa cells used as a control. 

A) 

B) 

C) 



 

 

 

Supplementary fig. S4: Target prediction analysis of downregulated miRNA in always 

negative cows vs heifers. 

 

 

 

 

 

 

 

 

 



 

Supplementary fig. S5: miRNA-gene network of differentially expressed miRNAs in 

always negative cows vs heifer 



 

 

Supplementary fig. S6: Target prediction analysis of upregulated miRNAs in Always 

positive cows vs heifers upregulated. 

 


