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1. Supplementary Experimental Procedures
1.1 Determining specificity of fungal primers

Primer pair specificity to fungal ITS from the root samples was tested as follows1: the purified PCR products were ligated into the pGEM-T Easy vector and transformed into Escherichia coli JM109 competent cells and sequenced as a clone library. Unfortunately, both the ITS1F-ITS2 and the ITS3-ITS4 primer pairs exclusively amplified the host ITS sequences (34 and 22 positive clones were randomly selected from ITS1 and ITS2 libraries, respectively for Sanger sequencing) as confirmed by sequence similarity search (blastn) against NCBI database. The average length of ITS1 or ITS2 in S. salsa was 230 bp. Nested PCR methods were thus employed to reduce nonspecific amplification. The first amplification was initiated using the NSA3-NLC2 primer pair (amplifying the entire ITS region together with a small region of 18S and 28S rDNA), which is considered to be Dikarya-specific2. The second amplification was performed using two primer sets (ITS1F-ITS2 and fITS7-ITS4) to amplify the ITS1 and ITS2 regions, respectively. The specificity of desirable PCR product was also evaluated again as mentioned above. All of the sequences obtained from the 12 selected positive clones corresponded to fungal lineages. 

2. Supplementary Results
2.1 Identifying the core microbiota in S. salsa
We used both membership and phylogeny-based Venn diagrams to identify the core bacterial colonizers3. The membership-based Venn diagram showed that 15 MOTUs were shared across all samples. 6 lineage MOTUs overlapped when using a phylogeney-based approach. Each lineage MOTU contained up to four taxonomic MOTUs. Most core MOTUs identified were present when using both of the approaches.These core members were clustered in three bacterial classes: Sphingobacteria, α-Proteobacteria, and γ-Proteobacteria. In particular, a remarkable abundance of lineage 1 MOTUs belonging to Pseudomonas was recorded, followed by lineage 3 MOTUs that consisted of two well-known halo-bacterial genera: Marinobacter and Marinimicrobium4,5.

For the fungal microbiome, we contend that it is not rational to construct phylogenies across a wide range of fungal taxa, owing to the high degree of homoplasy in ITS (in particular for ITS1) sequences6.We thus used only membership-based Venn diagrams to identify core fungal community members. A total of 36 MOTUs were shared among the three sample types. Most of these belonged to the genera Monosporascus (Xylariales), Montagnulacea sp. (Pleosporales), Paraphaeosphaeria (Pleosporales), and Alternaria (Pleosporales); the remaining MOTUs were not able to be unclassified.
3. Supplementary Figures and Tables
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Fig. S1 Relative abundance of bacterial communities in the R, RS, and BS habitats represented by bar charts. A: at the class level; B: at the genus level.
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Fig. S2 Maximum-likelihood phylogenetic trees of α-Proteobacteria (A) and γ-Proteobacteria (B) based on 16S rRNA gene sequences. The major orders of the above classes are indicated with different colors; the remaining branches represent the unclassified members. The origin of MOTUs is indicated by symbols close to each MOTU number.
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Fig. S3 Detailed comparisons of the metagenomic differences between two groups. The relative abundances of functional genes were analyzed using STAMP. Extended error bars and 95% confidence intervals were presented. Two-side Welch's t-test and Benjamini-Hochberg FDR correction were used in two-group analysis. All the differences reached a significant level (Bonferroni-corrected P<0.05).
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Fig. S4 The core bacterial microbiota in the belowground microbiome and their phylogenetic relatedness. A: 15 MOTUs shared by the root endosphere, rhizosphere soil, and bulk soil samples based on the phylogeny-based Venn diagram; 6 lineage MOTUs overlapped based on the membership-based Venn diagram. B: phylogeny of core bacterial MOTUs and some close relatives based on analysis of 16S rDNA genes. Blue solid circles indicate the core MOTUs detected with the membership-based Venn diagram.
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Fig. S5 Phylogeny of Pseudomonas spp. based on their 16S rRNA sequences obtained from the pure culture (RS1), the mixed bacterial culture (MBC) and pyrosequencing reads from amplicon libraries.
[image: image6.png]Rarefaction Measure: observed_species

‘Rarefaction Measure: OTU_Number

300 400 500 600

200

356F-1064R A

Rarefaction Measure: observed_species

800

600

200

799F-1193R

[ 1000 2000 3000 4000 5000
Number of sequences sampled

250

150

100

50

ITS1F-ITS2 C

Rarefaction Measure: OTU_Number

200

300

250

150

[) 2000 4000 6000 8000

Number of sequences sampled

fITS7-ITS4 D

[ 2000 4000 6000 8000

Number of sequences sampled

10000

0 2000 4000 6000 8000
Number of sequences sampled





Fig. S6 Rarefaction analyses of the bacterial (A, B) and fungal libraries (C, D) of S. salsa. Each curve illustrates the cumulative number of operational taxonomic units (MOTUs) at a phylogenetic distance of 0.03. The replicated libraries from each type of sample are indicated by “1”, “2” and “3”. BS=bulk soil, RS=rhizosphere soils, R=root endosphere. 

Table S1 Fusion primers with Roche/454 adapters, MIDs, and four base library key sequences used for library construction.
[image: image7.emf]Sample names    Sample numbers Primer name and amplified regions    Primer sequences (5'
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BS1 0131101609 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGAGCGTCGTCTACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

BS2 0131103768 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGAGTACGCTATACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

BS3 0131101611-3 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGATAGAGTACTACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

R1 0131101600-2 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGTACACACACTACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

RS1 0131101603-2 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGTACGCTGTCTACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

RS3 0131101605 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGTCGATCACGTACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

R2 0131101601 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGTACACGTGATACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

R3 0131103757 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGTACAGATCGTACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

RS2 0131101604 ACWCCTACGGGWGGCWGC CCATCTCATCCCTGCGTGTCTCCGACTCAGTAGTGTAGATACWCCTACGGGWGGCWGC CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

BS1 0131101609 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGAGTGCTACGAAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

BS2 0131101610 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGCGATCGTATAAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

BS3 0131101611 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGCGCAGTACGAAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

RS1 0131101603 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGACAGTATATAAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

RS2 0131111900 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGACGCGATCGAAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

RS3 0131101605-2 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGACTAGCAGTAAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

R1 0131111890 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGCTACGCTCTAAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

R2 0131111891 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGTGACGTATGTAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

R3 0131103757 AACMGGATTAGATACCCKG CCATCTCATCCCTGCGTGTCTCCGACTCAGTGTGAGTAGTAACMGGATTAGATACCCKG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

R2 0131101601 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGCGAGAGATACCTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

R3 0131111892 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGATACGACGTACTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

BS1 0131111902 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGCGTGTCTCTACTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

BS2 0131111903 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGCTCGCGTGTCCTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

BS3 0131111904-2 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGTAGTATCAGCCTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

R1 0131103755 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGCATAGTAGTGCTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

RS1 0131101603 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGAGCACTGTAGCTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

RS2 0131101604 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGATCAGACACGCTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

RS3 0131101605-2 CTTGGTCATTTAGAGGAAGTAA CCATCTCATCCCTGCGTGTCTCCGACTCAGATATCGCGAGCTTGGTCATTTAGAGGAAGTAA CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

RS2 0131111900 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGACGACTACAGGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

BS2 0131101607 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGTACTCTCGTGGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

RS3 0131101605-2 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGCGTAGACTAGGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

BS3 0131101608 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGTAGAGACGAGGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

RS1 0131101603 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGTGTACTACTCGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

BS1 0131101606 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGTACGAGTATGGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

R1 0131101600-2 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGACTACTATGTGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

R2 0131111891-2 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGACTGTACAGTGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

R3 0131111892-2 GTGARTCATCGAATCTTTG CCATCTCATCCCTGCGTGTCTCCGACTCAGAGACTATACTGTGARTCATCGAATCTTTG CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

CCATCTCATCCCTGCGTGTCTCCGAC: Adaptor A; CCTATCCCCTGTGTGCCTTGGCAGTC:  Adaptor B

TCAG: four base library key sequence

AGCGTCGTCT: MID(multiplex identiﬁer )

Bacterial V3-V4: 356F-1064R

Bacterial V5-V7: 799F-1193R

Fungal ITS1: ITS1F-ITS2

Fungal ITS2: fITS7-ITS4
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		Sample names		Sample numbers		Primer name and amplified regions		Primer sequences (5'→3')		Forward fusion primer sequences		Reverse fusion primer sequences

		BS1		0131101609		Bacterial V3-V4: 356F-1064R		ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGAGCGTCGTCTACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		BS2		0131103768				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGAGTACGCTATACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		BS3		0131101611-3				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGATAGAGTACTACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		R1		0131101600-2				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGTACACACACTACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		RS1		0131101603-2				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGTACGCTGTCTACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		RS3		0131101605				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGTCGATCACGTACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		R2		0131101601				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGTACACGTGATACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		R3		0131103757				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGTACAGATCGTACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		RS2		0131101604				ACWCCTACGGGWGGCWGC		CCATCTCATCCCTGCGTGTCTCCGACTCAGTAGTGTAGATACWCCTACGGGWGGCWGC		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGAYCTCACGRCACGAGCTGAC

		BS1		0131101609		Bacterial V5-V7: 799F-1193R		AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGAGTGCTACGAAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		BS2		0131101610				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGCGATCGTATAAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		BS3		0131101611				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGCGCAGTACGAAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		RS1		0131101603				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGACAGTATATAAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		RS2		0131111900				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGACGCGATCGAAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		RS3		0131101605-2				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGACTAGCAGTAAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		R1		0131111890				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGCTACGCTCTAAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		R2		0131111891				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGTGACGTATGTAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		R3		0131103757				AACMGGATTAGATACCCKG		CCATCTCATCCCTGCGTGTCTCCGACTCAGTGTGAGTAGTAACMGGATTAGATACCCKG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGACGTCATCCCCACCTTCC

		R2		0131101601		Fungal ITS1: ITS1F-ITS2		CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGCGAGAGATACCTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		R3		0131111892				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGATACGACGTACTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		BS1		0131111902				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGCGTGTCTCTACTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		BS2		0131111903				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGCTCGCGTGTCCTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		BS3		0131111904-2				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGTAGTATCAGCCTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		R1		0131103755				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGCATAGTAGTGCTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		RS1		0131101603				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGAGCACTGTAGCTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		RS2		0131101604				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGATCAGACACGCTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		RS3		0131101605-2				CTTGGTCATTTAGAGGAAGTAA		CCATCTCATCCCTGCGTGTCTCCGACTCAGATATCGCGAGCTTGGTCATTTAGAGGAAGTAA		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGGCTGCGTTCTTCATCGATGC

		RS2		0131111900		Fungal ITS2: fITS7-ITS4		GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGACGACTACAGGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		BS2		0131101607				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGTACTCTCGTGGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		RS3		0131101605-2				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGCGTAGACTAGGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		BS3		0131101608				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGTAGAGACGAGGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		RS1		0131101603				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGTGTACTACTCGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		BS1		0131101606				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGTACGAGTATGGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		R1		0131101600-2				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGACTACTATGTGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		R2		0131111891-2				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGACTGTACAGTGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		R3		0131111892-2				GTGARTCATCGAATCTTTG		CCATCTCATCCCTGCGTGTCTCCGACTCAGAGACTATACTGTGARTCATCGAATCTTTG		CCTATCCCCTGTGTGCCTTGGCAGTCTCAGTCCTCCGCTTATTGATATGC

		CCATCTCATCCCTGCGTGTCTCCGAC: Adaptor A; CCTATCCCCTGTGTGCCTTGGCAGTC:  Adaptor B

		TCAG: four base library key sequence

		AGCGTCGTCT: MID(multiplex identiﬁer )






