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Supplementary Table S1

Effects of roughage length on the phylum (as a percentage of the total sequences) of the ruminal bacterial

community.
Diet P-value
Item SEM - -
SL ML LL Linear Quadratic
Bacteroidetes 46.10 48.64 52.17 3.299 0.201 0.458
Firmicutes 37.18 33.76 33.80 2.125 0.274 0.458
Proteobacteria 5.47 5.40 4.12 0.763 0.229 0.411
Tenericutes 1.82 1.88 2.15 0.296 0.436 0.718
Saccharibacteria 1.61 1.67 1.72 0.271 0.759 0.956
Fibrobacteres 1.50 2.11 1.03 0.324 0.404 0.115
Spirochaetae 1.42 1.61 1.44 0.248 0.961 0.835
Cyanobacteria 1.34 1.62 0.73 0.420 0.335 0.351
Verrucomicrobia 1.15 1.08 0.74 0.276 0.297 0.549
SR1_Absconditabacteria 0.70 1.01 1.00 0.185 0.255 0.425
Actinobacteria 0.57 0.45 0.49 0.075 0.438 0.517
Elusimicrobia 0.41 0.26 0.19 0.100 0.139 0.331
Lentisphaerae 0.28 0.24 0.18 0.056 0.231 0.504
Synergistetes 0.23 0.14 0.10 0.029 0.010 0.036

SL, short length; ML, medium length; LL, long length.

Supplementary Table S2

Effects of roughage length on the genus (as a percentage of the total sequences) of the ruminal bacterial

community.
ltem Diet SEM - P-value _
SL ML LL Linear Quadratic
Unidentified 2586 2438 2355 1951 0.400 0.709
Prevotella_1 1652 23.94 2516 3.903 0.138 0.288
Rikenellaceae_RC9_gut_group 6.42 4.20 453 0.860 0.159 0.199
Christensenellaceae_R-7_group 5.28 3.95 533 0.428 0.945 0.081
Ruminococcaceae_ NK4A214 group 3.55 3.25 3.23 0409 0.576 0.831
Succiniclasticum 2.39 3.39 268 0556 0.724 0.453
Prevotellaceae_ UCG-001 2.79 1.96 2.86 0.381 0.911 0.233
Succinivibrionaceae_ UCG-002 2.95 2.29 229  0.449 0.303 0.511
Prevotellaceae_ UCG-003 1.83 1.87 193 0.242 0.775 0.961
Ruminococcus_2 1.96 1.67 148 0421 0.416 0.728
Candidatus_Saccharimonas 1.61 1.67 1.72  0.271  0.759 0.956
Fibrobacter 1.49 2.10 1.03 0.324 0411 0.116
Ruminococcaceae UCG-014 1.45 1.59 1.33 0.222 0.707 0.726
Butyrivibrio_2 1.45 1.14 158 0.205 0.689 0.342
Treponema_2 1.21 1.45 1.31 0.260 0.788 0.813
Ruminococcaceae_UCG-005 1.36 1.23 0.86 0.153 0.040 0.112
Lachnospiraceae_ NK3A20_group 1.27 1.00 113  0.199 0.634 0.646
Ruminococcus_1 0.97 131 0.92 0.218 0.883 0.427
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SL, short length; ML, medium length; LL, long length.



