Table S1. Detailed list of the primer barcode sequences used for each of the samples in

this study
Age group Sample Name Barcode sequence
0 day old A01 ATCACG
A02 CGATGT
A03 TTAGGC
A04 TGACCA
7 days old A05 ACAGTG
A06 GCCAAT
AQ7 CAGATC
28 days old A08 GATCAG
A09 TAGCTT
Al0 GGCTAC
42 days old All CTTGTA
Al2 AGTCAA
Al3 AGTTCC
Al4 ATGTCA
70 days old Al5 CCGTCC
Al6 GTCCGC

Al7 GTGAAA




Table S2. Primers used for gPCR

Primer’s name Sequence (5’ to 3") Size (bp) Reference
Bacteria-F CGGCAACGAGCGCAACCC 146 1
Bacteria-R CCATTGTAGCACGTGTGTAGCC

Prevotella spp.-F GGTTCTGAGAGGAAGGTCCCC 121 2
Prevotella spp.-R TCCTGCACGCTACTTGGCTG

Bacteroides-F GAGAGGAAGGTCCCCCAC 109 3
Bacteroides-R CGCTACTTGGCTGGTTCAG
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Figure legends

Figure S1. Rarefaction curve (number of OTUs) of the ruminal epithelial bacteria at different

ages in goats.
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