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Figure S1 Venn diagram of species at different enrichment stages.(A)During the first round of enrichment, P13-1 and P14-1

co-owned species.(B)Adaptation period, P13-2 and P14-2 co-owned species.(C)During

the Main fermentation period,

P13-3,P13-4,P14-3 and P14-4 co-owned species.(D)Fermentation anaphase, P13-5. P13-6. P14-5 and P14-6 co-owned species.





