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Project Summary

Project Name: bac

Porject Description: Default configuration
Sequence Type: SSU

Number of Samples: 16

Number of Sequences: 1510283

Number of Rejected Sequences: 764 (0.05 %)

Raw Sequence Information

Min. Length: 62
Avg. Length: 410
Max. Length: 540

Aligned Sequence Information

Min. Length: 62
Avg. Length: 410
Max. Length: 540

Quality Information (rejected by)

Alignment BP Score: 1
Alignment Identity: 71
Alignment Score: 32
Ambiguous Bases: 311
Homopolymers: 145
Quuality: 204
Length: -

Clustering Information

Number of OTUs: 151583 (10.04 %)
Number of Clustered Sequences: 593705  (39.31 %)
Number of Replicates: 764231  (50.60 %)

Classification Information

Number of Classified Sequences: 1499724 (99.30 %)
Number of “No Relative: 9795  (0.65%)




Project Settings

Alignment
SINA Version: SINA v1.2.10 for ARB SVN (revision
21008)
Min Align. Identity (%0): 50
Min Align. Score: 40
Min Basepair Score (%0): 30
Quality Control
Min. Sequence Quality (%): 30
Min. Length (aligned nuc.): 50
Max. Ambiguities (%0): 2
Max. Homopolymers (%o): 2
Clustering
CD-Hit Version: 3.1.2
Min. OTU Identity (%): 98
Classification
BLAST Version: 2.2.30+
Reference: SILVA
Reference Version: 132
Similarity (%): 93




Table S2.1.

[llumia sample names with respective IDs in the manuscript

[llumina sample name Sample name manuscript
341F-785R-E1_joined-SR.fna B2015_3
341F-785R-E2_joined-SR.fna B2015_0.2
341F-785R-P63-1_joined-SR.fna 2.5Yf 5
341F-785R-P63-2_joined-SR.fna 2.5Yf 0.2
Bac32_1.fna B2014_5
Bac32_2.fna B2014_5b
Bac32_4.fna B2014_0.2
Bac32_5.fna B2014_0.2b
Bac39 1.fna >3Yb_5
Bac39 2.fna >3Yb_0.2
Bac39 3.fna 2.5Mb 5
Bac39 4.fna 2.5Mb_0.2
Bac51_1.fna >3Yf 5
Bac51_2.fna >3Yf 0.2
Bac51_3.fna 2.5Mf_5
Bac51_4.fna 2.5Mf 0.2
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Fig. S2.1 Rarefaction - Overview
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Fig. S2.2: Classification Similarity (OTU-References)
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Fig. S2.4: Sequence Quality (OTU-References)
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Fig. S2.3: Sequence Quality (Total)
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Fig. S2.5 Sequence Length (Total)
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Fig. S2.6: Sequence Length (OTU-References)
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Fig. S2.8: Alignment Quality (OTU-References)
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Fig. S2.7: Alignment Quality (Total)
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Project Summary

Project Name: eukl

Porject Description: Default configuration
Sequence Type: SSU

Number of Samples: 11

Number of Sequences: 1663980

Number of Rejected Sequences: 12207  (0.73 %)

Raw Sequence Information

Min. Length: 49
Avg. Length: 390
Max. Length: 517

Aligned Sequence Information

Min. Length: 3
Avg. Length: 390
Max. Length: 517

Quality Information (rejected by)

Alignment BP Score: 27
Alignment Identity: 7509
Alignment Score: 113
Ambiguous Bases: 1
Homopolymers: 4535
Quuality: 10
Length: 12

Clustering Information

Number of OTUs: 88876 (5.34 %)
Number of Clustered Sequences: 590702 (35.50 %)
Number of Replicates: 972195  (58.43 %)

Classification Information

Number of Classified Sequences: 1631877  (98.07 %)
Number of “No Relative™: 19896 (1.20 %)




Project Settings

Alignment
SINA Version: SINA v1.2.10 for ARB SVN (revision
21008)
Min Align. Identity (%0): 50
Min Align. Score: 40
Min Basepair Score (%0): 30
Quality Control
Min. Sequence Quality (%): 30
Min. Length (aligned nuc.): 50
Max. Ambiguities (%0): 2
Max. Homopolymers (%o): 2
Clustering
CD-Hit Version: 3.1.2
Min. OTU Identity (%o): 98
Classification
BLAST Version: 2.2.30+
Reference: SILVA
Reference Version: 132
Similarity (%): 93




Table S3.1.

Illumia sample names with respective IDs in the manuscript

lllumina sample name Sample name manuscript
900F-1300R-E1_joined-SR.fna B2015_3
900F-1300R-E2_joined-SR.fna B2015_0.2
Euk25_2.fna B2014_5b
Euk25 4.fna B2014_0.2
Euk25 5.fna B2014_0.2b
Euk42_2.fna >3Yb_0.2
Euk42_3.fna 2.5Mb_5
Euk42_4.fna 2.5Mb_0.2
Euk50_1.fna >3Yf_5
Euk50_3.fna 2.5Mf_5
Euk50_4.fna 2.5Mf_0.2
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Fig. S3.1: Rarefaction - Overview
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Fig. S3.2: Classification Similarity (OTU-References)
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Fig. S3.4: Sequence Quality (OTU-References)
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Fig. S3.6: Sequence Length (OTU-References)
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Fig. $3.8: Alignment Quality (OTU-References)
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Project Summary

Project Name: cuk2

Portject Description: Default configuration
Sequence Type: SSU

Number of Samples: 13

Number of Sequences: 934651

Number of Rejected Sequences: 23527  (2.52%)

Raw Sequence Information

Min. Length: 41
Avg. Length: 376
Max. Length: 524

Aligned Sequence Information

Min. Length: 3
Avg. Length: 375
Max. Length: 524

Quality Information (rejected by)

Alignment BP Score: 13
Alignment Identity: 21399
Alignment Score: 51
Ambiguous Bases: 12
Homopolymers: 1468
Quality: 35
Length: 549

Clustering Information

Number of OTUs: 53993  (5.78 %)
Number of Clustered Sequences: 224621 (24.03 %)
Number of Replicates: 632510  (67.67 %)

Classification Information

Number of Classified Sequences: 901891  (96.49 %)
Number of “No Relative™: 9233 (0.99 %)




Project Settings

Alignment
SINA Version: SINA v1.2.10 for ARB SVN (revision
21008)
Min Align. Identity (%0): 50
Min Align. Score: 40
Min Basepair Score (%0): 30
Quality Control
Min. Sequence Quality (%): 30
Min. Length (aligned nuc.): 50
Max. Ambiguities (%0): 2
Max. Homopolymers (%o): 2
Clustering
CD-Hit Version: 3.1.2
Min. OTU Identity (%): 98
Classification
BLAST Version: 2.2.30+
Reference: SILVA
Reference Version: 132
Similarity (%): 93




Table S4.1.

[llumia sample names with respective IDs in the manuscript

Illumina sample name

Sample name manuscript

Eu565F-Eu981R-E1_joined-SR.fna

B2015_3

Eu565F-Eu981R-E2_joined-SR.fna B2015_0.2
Eu565F-Eu981R-P25-1_joined-SR.fna B2014_5
Eu565F-Eu981R-P25-2_joined-SR.fna B2014_5b
Eub565F-Eu981R-P25-4_joined-SR.fna B2014_0.2
Eu565F-Eu981R-P25-5_joined-SR.fna B2014_0.2b
Eu565F-Eu981R-P42-2_joined-SR.fna >3Yb_0.2
Eu565F-Eu981R-P42-3_joined-SR.fna 2.5Mb_5
Eub565F-Eu981R-P42-4_joined-SR.fna 2.5Mb_0.2
Eu565F-Eu981R-P501_joined-SR.fna >3Yf_5
Eu565F-Eu981R-P502_joined-SR.fna >3Yf 0.2
Eu565F-Eu981R-P503_joined-SR.fna 2.5Mf_5
Eu565F-Eu981R-P504 _joined-SR.fna 2.5Mf 0.2
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Fig. S4.2: Classification Similarity (OTU-References)
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Fig. S4.4: Sequence Quality (OTU-References)
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Fig S4.3: Sequence Quality (Total)
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Fig. S4.5: Sequence Length (Total)
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Fig. S4.6: Sequence Length (OTU-References)
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Fig. S4.9: Alignment Identity (Total)
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