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Table S1 Primer information

Type Region Primer name Primer sequence Product length Reference
27F AGRGTTTGATYNTGGCTCAG
V1-V9 ~1465 [1]
1492R TASGGHTACCTTGTTASGACTT
S15F GTGYCAGCMGCCGCGGTAA
V4 ~292 [1-2]
806R GGACTACNVGGGTWTCTAAT
341F CCTACGGGNGGCWGCAG
V3-V4 ~466 [3]
163 806R GGACTACHVGGGTATCTAAT
515F GTGCCAGCMGCCGCGGTAA
V4-V5 ~412 (4]
907R CCGTCAATTCCTTTGAGTTT
799F AACMGGATTAGATACCCKG
V5-V7 ~414 [5]
1193R ACGTCATCCCCACCTTCC
Arch519F CAGCMGCCGCGGTAA
V4-V5 ~416 [6]
Arch915R GTGCTCCCCCGCCAATTCCT
528F GCGGTAATTCCAGCTCCAA
18S V4 ~260 (7]
706R AATCCRAGAATTTCACCTCT
ITS1 F KYO2 TAGAGGAAGTAAAAGTCGTAA 366 o
_— ITS86R TTCAAAGATTCGATGATTCAC 5]
ITS1-F CTTGGTCATTTAGAGGAAGTAA
ITS ~321 [9]
ITS2 GCTGCGTTCTTCATCGATGC
ITS3 KYO2 GATGAAGAACGYAGYRAA
ITS2 ~381 [10]

ITS4 TCCTCCGCTTATTGATATGC
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Figure S1. Principal coordinate analysis for the bacterial communities at the phylum level. .
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Figure S2. Cladograms of line discriminant analysis effect size (LEfSe) analyses of bacteria.
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