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Paraprevotellaceae, Prevotellaceae, Ruminococcaceae, Streptococcaceae, and
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Table S1. PCR conditions

PCR condition Temperature (°C) Time
Thermocycler 95 2 min
Denaturing 95 15 sec
Annealing 50 20 sec
Extension 68 45 sec

Amplification 12 cycles (Annealing temperature decrease 0.5 °C every 1 cycle)

Denaturing 95 15 sec
Annealing 44 20 sec
Extension 68 45 sec

Amplification 28 cycles

Elongation 68 5 min
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(A)

Cladogram
. FarmA o @B a: f__Methanobacteriaceae
B FarmB iy, i
Ml FarmC ) =
<. o o e
) \\\\\Ei@\\\\\\\\\\\\\\\i‘mm’""”//ﬂ//% ) o
IS ‘4""\\’;"0‘. ..\\\ | @ & ‘/ "o./ (=] Jl< ¢_Bacteroidia
m N \\\w\““““ 4 =
g X A N AT B n: c_Bacill .
i D o

7 ‘%{“ I/'.?oxox-.»ﬂ"g\\‘g‘\@\p. X

/ [eiegegeon e X5’
NGNS\
o\

295 c) e




(B)

p__Firmicutes
p__Euryarchaeota
k__Archaea
c__Methanobacteria
o__Methanobacteriales
f__Methanobacteriaceae
g__Methanobrevibacter
f__Ruminococcaceae
c__Bacilli
o__Lactobacillales
f__Streptococcaceae
g__Streptococcus
s__luteciae
g__Ruminococcus
c__Coriobacteriia
o__Coriobacteriales
f__Coriobacteriaceae
p__Actinobacteria
f__Bacteroidaceae
g__Bacteroides
p__Bacteroidetes

f_ Prevotellaceae
g__Prevotella
c__Bacteroidia
o__Bacteroidales
k__Bacteria
f___Paraprevotellaceae_
c__Clostridia
o__Clostridiales
f__Lachnospiraceae
g__Pseudobutyrivibrio
f_ Veillonellaceae

o -
=
N -
ul

2 3
LDA SCORE (log 10)



G

Bacteroidaceae Coriobacteriaceae Lachnospiraceae
0.05 0.3
, 0.05 2 N 2 .
T 3 0.04 2 3
£ o : : = i
= 0.03 5 0.03 =
g, _}:_ 2 002 . E % 4t
5 002 5 " 5 041 "y
2 0.01 == o Loy .
g 0.01 N § e o E
ry s 0.00 T T T 0.0 T T T
0.00: y " r p
& ‘&Y' 6‘9 «@0 6‘& &8’ &
<& < % < <& &
Paraprevotellaceae Prevotellaceae
. o 0087 o 08
5 €
5 3 . 3 06 o
8 S 0.04 L o %
z 3 3 04
g : e $oe
s S 0.02 . o N 5
2 2 = 2 02
& € o0 R g .o e
.0 T T T .0 T T r
¥ & o \a Q& o
& &S A
Veillonellaceae
Streptococcaceae
0.25 0.25: @ 0.05
£ £ s S 0.04 .
3 o020 N 3 o020 8 0.03
o o = X
w 0.15 % %E_ = 0.15 S {
g s 3 2 002 . -
< 010 2 0.0 5
. - ° S 0.01 =~ N
2 005 “==- 2 0.05 8 i
¢ 00
e & 0.00 : . .
0.001— T T 0.00-1—aer ey 4 & & &
N s <
& & & s & & % & <&
< < < <% < %

Figure S1. Linear discriminant analysis (LDA) effect size of the OTUs with significant
differences in abundance in rumen samples from regional farms. (A) Taxonomic
cladogram of 16S rRNA sequences. (B) LDA scores of biomarkers in the rumen
samples from different regions. The OTUs with LDA scores (log 10) higher than 4
were considered biomarkers for each group. Relative abundance of (C)
Bacteroidaceae, Coriobacteriaceae, Lachnospiraceae, Methanobacteriaceae,
Paraprevotellaceae, Prevotellaceae, Ruminococcaceae, Streptococcaceae, and

Veillonellaceae.



