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SUPPLEMENTARY MATERIAL

Table S1. Sequence information of microorganisms in rumen and jejunum of Xinong
Saanen dairy goat

Valid AVETage - ra OTU No. for Coverage
Items sequence No length of N sequence (%)
q " sequences ‘ abundance>1% °
L (Rumen)® 53,379 440 1,020 18 99.58
X (Jejunum)© 44,709 428 649 12 99.73

AOTU = Operational Taxonomic Unit. BL = Rumen. “X = Jejunum.
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Figure S1. PCR products measured by 2% agarose gel electrophoresis
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Legends: DL2000 represents the DNA Marker. The number of 1-16 represents the DNA samples.

s b, of (3T b

Rlurbsr ol Rascs Ssreclsd Hurster of Nasds Saoed

Figure S2. The Sobs curve(A) and Shannon curve(B) of rumen and jejunum
microorganisms in Xinong Saanen dairy goats

Legends: L represents the Rumen group, X represents the Jejunum group.



