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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.
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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 logzFold change and

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

S R R Cl
2 Anothe aw Clean aw ean Effecti Erro Q20 Q30 GC
mpl Read Base( Base(G
r name Reads ve (%) r (%) (%) (%) (%)
e S G) )
HZ- 41904 40114 96.4 90.7 52.
1 524 976 6.29 6.02 95.73 0.03 2 4 88
HZ- 47367 45746 96.4 90.8 51.
2 708 316 7.11 6.86 96.58 0.03 9 5 69
HZ- 46566 44455 96.4 90.8 51.
3 610 962 6.98 6.67 9547  0.03 5 1 77
HZ- 47423 44580 96.6 91.3 53.
4 706 162 7.11 6.69 94.00 0.03 4 2 45
HZ- 46259 44147 96.3 90.7 52.
5 796 264 6.94 6.62 95.43 0.03 8 2 94
HZ- 40701 38191 96.8 91.7 51.
6 336 676 6.11 5.73 93.83 0.03 9 0 37
HZ- 44632 41288 96.5 90.9 50.
7 368 488 6.69 6.19 92.51 0.03 6 4 37
HZ- 44610 42165 96.5 91.1 52.
8 204 042 6.69 6.32 94.52  0.03 7 7 72
HZ- 49114 46425 96.6 913 52.
9 878 358 7.37 6.96 94.52  0.03 7 0 82
HZ- 45213 43387 96.8 91.7 51.
10 004 356 6.78 6.51 9596  0.03 7 7 14
XY 50155 47612 96.3 90.8 49.
XY-886
1 642 758 7.52 7.14 94.93 0.03 8 6 08
XY 50280 47775 963 90.9 5l.
XY-888
2 842 896 7.54 7.17 95.02  0.03 8 6 41
XY 47218 45750 96.5 912 52.
XY-884
3 492 336 7.08 6.86 96.89  0.03 2 7 60
XY 52707 50258 96.6 915 52.
XY-609
4 398 002 7.91 7.54 95.35 0.03 8 5 12
XY 49787 48038 964 91.0 52.
XY-604
5 924 424 7.47 7.21 96.49  0.03 2 4 46
XY 46495 45010 964 91.0 51.
XY-801
6 522 038 6.97 6.75 96.81 0.03 2 0 78
XY 46355 44919 96.3 90.9 5l.
XY-887
7 058 194 6.95 6.74 96.90  0.03 6 0 42
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

An Ra Cle Cl Opti Clean Opti
ea
Sa oth w an Raw mize in mized Q2 Q3 GC
on
mpl er Bas Bas read d raw inraw 0( o (%
read tigs
es na eG G s read reads reads %) %) )
S
me ) ) s (%) (%)
468 464
HZ 7.0 4117 6455 97. 92. 46.
7.01 097 801 99.30 87.96
1 2 3098 27 29 35 1
- 44 56
450 447
HZ 6.7 3906 6498 97. 93. 48.
6.74 028 142 99.36  86.81
2 5 8138 93 63 15 47
- 06 96
437 434
HZ 6.5 3855 6186 97. 92. 46.
6.55 970 607 99.23  88.04
3 7 7086 28 17 11 98
- 22 44
474 471
HZ 7.1 4152 7050 97. 92. 46.
7.1 595 110 99.27  87.50
4 2 5212 78 26 31 95
- 46 98
445 442
HZ 6.6 3886 6438 97. 92. 45,
6.68 989 948 99.32 87.15
5 9 6356 52 34 44 65
- 70 66
463 460
HZ 6.9 3942 6329 97. 92. 44,
6.94 907 493 99.26 84.98
6 6 1822 77 21 16 71
- 34 30
470 467
HZ 7.0 4092 6686 97. 91. 45.
7.05 996 836 99.33  86.90
7 6 9726 80 13 92 35
- 78 50
427 424
HZ 6.4 3696 5652 97. 92. 46.
64 117 484 99.38  86.54
8 1 3100 49 31 33 12
- 30 90
472 469
HZ 7.0 3834 6709 97. 92. 45,
7.07 974 686 99.30 81.07
9 9 5146 27 41 66 76
- 86 76
498 495
HZ 7.4 3668 6482 97. 92. 42.
742 620 872 99.45  73.58
10 8 7788 85 39 44 8
- 64 82
XY 449 445
XY 6.7 4073 6577 96. 91. 50.
-88 6.72 256 533 99.17  90.67
1 4 2464 54 83 66 41
- 6 86 14
XY 451 447
XY 6.7 4229 6434 96. 90. 49.
-88 6.76 714 581 99.08 93.62
2 8 0002 92 21 29 8
- 8 86 20
XY XY 7.0 7.04 470 465 4340 99.01 9233 6282 96. 91. 48.



3 -88 5 090 413 5474 41 49 04 65

4 62 26
XY 432 428
XY 6.4 4040 6395 96. 90. 49.
-60 6.47 323 173 99.04 93.46
4 8 4850 02 31 58 17
- 9 92 66
XY 393 389
XY 59 3657 5292 96. 90. 49.
-60 5.89 740 841 99.01 92.89
5 1 6216 97 32 66 15
- 4 82 86
XY 442 438
XY 6.6 4020 6489 96. 91. 49.
-80 6.62 400 504 99.12  90.88
6 4 3404 09 63 26 91
- 1 62 14
XY 410 406
XY 6.1 3682 5792 96. 90. 49.
-88 6.15 815 607 98.98  89.64
7 6 6216 64 39 89 83
- 7 &4 74

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



