Supplementary Table S1

V3 _F_modifi | aatgatacggcgaccaccgagatctacactctttccctacacgacqgctcttccgatctNNNNCCTACGGGAGGCAGC

ed AG

V4 1R caagcagaagacggcatacgagatCGTGATgtgactggagttcagacgtgtgctcttccgatctGGACTACHVGGG
TWTCTAAT

V4 2R caagcagaagacggcatacgagatACATCGgtgactggagttcagacgtgtgctcttccgatct GGACTACHVGGG
TWTCTAAT

V4 3R caagcagaagacggcatacgagatGCCTAAgtgactggadttcagacgtgtgctcttccqatct GGACTACHVGGG
TWTCTAAT

V4 4R caagcagaagacggcatacgagatTGGTCAgtgactggagttcagacagtgtgctcttccgatct GGACTACHVGGG
TWTCTAAT

V4 _5R caagcagaagacggcatacgagatCACTGTgtgactggagttcagacgtgtgctcticcgatct GGACTACHVGGG
TWTCTAAT

V4 _6R caagcagaagacggcatacgagatAT TGGCgtgactggagttcagacgtgtgctcttccgatctGGACTACHVGGG
TWTCTAAT

V4 7R caagcagaagacggcatacgagatGAT CTGgtgactggagticagacgtgtgctcttccgatctGGACTACHVGGG
TWTCTAAT

V4 _8R caagcagaagacggcatacgagatTCAAGTgtgactggagticagacgtgtgctcticcgatct GGACTACHVGGG
TWTCTAAT

V4_9R caagcagaagacggcatacgagatCTGATCgtgactggagttcagacgtgtgctcttccgatct GGACTACHVGGG
TWTCTAAT

V4 _10R caagcagaagacggcatacgagatAAGCTAgtgactggadttcagacatgtgctcttccqatct GGACTACHVGGG
TWTCTAAT

V4 11R caagcagaagacggcatacgagatGTAGCCgtgactggagttcagacgtgtgctcticcgatct GGACTACHVGGG
TWTCTAAT

V4 _12R caagcagaagacggcatacgagatTACAAGgtgactggagttcagacgtgtgctcttccgatct GGACTACHVGGG
TWTCTAAT

V4 _13R caagcagaagacggcatacgagatCGTACTgtgactggagttcagacgtgtgctcttccgatct GGACTACHVGGG
TWTCTAAT

V4 _14R caagcagaagacggcatacgagatGACTGAgtgactggagticagacgtgtgctcttccgatctGGACTACHVGGG
TWTCTAAT

V4_15R caagcagaagacggcatacgagatGCTCAAgtgactggagttcagacgtgtgctcticcgatct GGACTACHVGGG
TWTCTAAT

V4_16R caagcagaagacggcatacgagatTCGCTTgtgactggagttcagacgtgtgctcttccgatct GGACTACHVGGG

TWTCTAAT

Nucleotide sequences of primers used in the construction of libraries for [llumina sequencing. Lowercase letters denote

adapter sequences necessary for binding to the flowcell, underlined lowercase are binding sites for the Illumina

sequencing primers, bold uppercase highlight the index sequences (additional indexes can be found in the paper by

Bartram et al.). Regular uppercase are the V3 and V4 region primers (341F on for the forward primer and 806R for the

reverse primers). The inclusion of four maximally degenerated bases (“NNNN”) maximizes diversity during the first

four bases of the run. Diversity is important for identifying unique clusters and base-calling accuracy [11, 12].
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