
Supplementary figure S1: Classification of metabolites in the positive and negative ion modes

from rumen fluid and plasma of Xuyi mountain (XYM, n = 7) and Haizi (HZ, n = 10) buffaloes.

(A) Rumen fluid from HZ buffalo. (B) Plasma from HZ buffalo. (C) Rumen fluid from XYM

buffalo. (D) Plasma from XYM buffalo.



Supplementary figure S2: Differential metabolite identifications of rumen liquids between Xuyi

mountain (n = 7) and Haizi (n = 10) buffaloes in the negative ion mode. (A) VIP values and Fold

change of metabolites. (B) Volcano plots of differential metabolites based on log2Fold change and

-log10P-value. (C) KEGG pathway enrichment of differential metabolites. The size of the black

points indicates the number of differential metabolites enriched.



Supplementary figure S3: Diversity and species compositions of rumen microflora of Xuyi

mountain (n = 7) and Haizi (n = 10) buffaloes. (A) PCoA results. Boxplot of the α diversity for (B)

Chao, (C) Ace, (D) Sobs, and (E) Shannon index. (G) Histogram of microbial numbers for

different classifications. Venn diagram of abundances on (H) Kingdom, (I) phylum, (J) class, (K)

order, (L) family, (M) genus, and (N) species levels.



Supplementary table S1: Statistical description of RNA-seq reads of Xuyi mountain (n =
7) and Haizi (n = 10) buffaloes
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Note:
Sample: indicates the name of the sample
Raw reads: The number of Raw reads to be sequenced
Clean reads: Number of Clean reads obtained after filtration



Raw bases: The total bases of the Raw data are calculated by multiplying the number of Raw
reads by the sequencing length, expressed in G
Clean bases: The total number of bases of the filtered data, in G
Error: Average base sequencing error rate
Q20, Q30: The percentage of bases with Phred values greater than 20 and 30 in the total base
GC: The percentage of GC bases in the total number of bases



Supplementary table S2: Statistical description of reads information of rumen fluid
metagenome of Xuyi mountain (n = 7) and Haizi (n = 10) buffaloes
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Note:
Sample: indicates the name of the sample
Raw bases: The total bases of the Raw data are calculated by multiplying the number of Raw
reads by the sequencing length, expressed in G
Clean bases: The total number of bases of the filtered data, in G
Raw reads: The number of Raw reads to be sequenced
Clean reads: Number of Clean reads obtained after filtration
Optimized reads: Number of optimized sequences after removal from host
Contigs: The number of contigs in the sequence
Q20, Q30: The percentage of bases with Phred values greater than 20 and 30 in the total base
GC: The percentage of GC bases in the total number of bases


