Table S1. Sequence analysis and statistics of rumen microbiota in perinatal ewes

Item Q21 Q14 Q7 H3 H7 Hi14
raw tags 549,685 440,575 625,649 523,052 654,850 450,986
clean tags 541,273 433,267 612,634 511,626 638,914 440,954
clean tags/ ewe 90,212 72,211 102,106 85,271 106,486 73,492
OTUs 2,250 2,287 2,278 2,082 2,037 2,205
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Figure S1. Correlation between dry matter intake, dietary digestibility, rumen fermentation parameters and serum
biochemical indices in perinatal ewes.
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Figure S2. Venn diagram analysis of the DMI and Glu dominant microorganisms predicted by random forest.



