[image: C:\Users\Elaine.Scott\Documents\LaTex\____TEST____Frontiers_LaTeX_Templates_V2.5\Frontiers LaTeX (Science, Health and Engineering) V2.5 - with Supplementary material (V1.2)\logo1.jpg]

Supplementary Material
Oxygenation of hypoxic coastal Baltic Sea sediments impacts on chemistry, microbial community composition, and metabolism

Elias Broman*, Varvara Sachpazidou, Jarone Pinhassi, Mark Dopson
* Correspondence: Elias Broman: elias.broman@lnu.se




Supplemental Data 1. Clustered OTUs annotated against the SILVA taxonomy 16S rRNA database. The table consists of total and viable cells from the water phase and sediment collected in the field and throughout the experiment. Biological replicates are indicated by number 1 to 4. A separate Excel file has been uploaded.

Supplemental Data 2. The table and insert heatmap shows Bray-Curtis beta diversity for the viable 16S rRNA gene sediment samples (calculated on OTU level), with a value of 1 indicating high dissimilarities among samples. The insert plot shows an NMDS plot based on relative abundance of 16S rRNA gene OTUs constructed in the software past 3.10. A separate Excel file has been uploaded.

Supplemental Data 3. Pearson correlations of the top 20 abundant OTUs (viable cells) in the water phase and sediment surface (top 1 cm). A separate Excel file has been uploaded.

Supplemental Data 4. The first table shows the proportion of identified rRNA sequences, unclassified transcripts, and the amount of identified genes. The second table shows all UniProtKB/Swiss-Prot hits (gene and protein names), the Gene Ontology functional category ‘biological processes’, EC number, Kegg Orthology (KO) identifier, and the closest taxonomical hit in the UniProtKB/Swiss-Prot database. Read counts are shown as TMM normalized FPKM values. A separate Excel file has been uploaded.

Supplemental Data 5. The heatmap shows relative proportion of FPKM values (%) based on sulfur and nitrogen genes linked to the top hit taxonomical affiliation in the UniProtKB/Swiss-Prot database. Family level of is shown for most taxa, while some gene-taxa affiliations could only be linked to class or unclassified bacteria (shown in turquoise text). A separate Excel file has been uploaded.


Supplemental Table 1. The first table shows sequence data from the 16S rRNA gene dataset of the amount of raw read pairs, reads after merging, quality trimming, and the amount of clustered OTUs. The second table shows the amount of raw read pairs from the RNA dataset, contigs after assembly, and amount of annotated and unclassified transcripts.
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Supplemental Table 2. Chemistry data from the water phase and in the top 1 cm sediment slices from the field and incubation experiment (SD = 1). Replicates are denoted as n in the table. All sediment chemistry measurements were conducted on 0.7 µm filtered pore-water except oxygen depth (mm distance in the sediment surface) and percentage of organic matter (dried sediment). Oxygen values are from Broman et al (2017).
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Broman E, Varvara S, Dopson M, Hylander S (2017). Diatoms dominate the eukaryotic metatranscriptome during spring in coastal ‘dead zone’ sediments. Proc R Soc Lond B Biol Sci: In press.



Supplemental Table 3. Alpha diversity (Shannon H) index values for the water and sediment samples. OTU counts were sub sampled to the lowest sample size and bootstrapped 100 times before the index was calculated, SD = 1.
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Supplemental Table 4. Pearson correlations of the top 100 abundant OTUs (viable cells) in the water phase and oxygen concentrations from both treatments (oxic and anoxic) of all time points (field and experiment; n = 12). Only significant correlations are shown. P values < 0.01 are denoted as ** while correlations with a P < 0.05 are denoted *. Positive significant correlations are shown with the red gradient while negative significant correlations have a blue gradient.
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Supplemental Table 5. Pearson correlations of chemistry and OTU data of viable cells from both treatments (oxic and anoxic) at all time points. The dataset has been divided into water (n = 14) and sediment (n = 16) and grouped by phylum, class, and genus. The water data had a total of 38 phyla, 66 classes, and 209 genera; while the sediment data had a total of 37 phyla, 62 classes, and 188 genera. From this data only statistically significant changes are shown. Values with a p < 0.01 are denoted by a solid purple border while correlations with a p < 0.05 are denoted by a dashed light purple border. Positive significant correlations are denoted by a black background and white text while negative significant correlations are denoted by a light gray background.
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Supplemental Figure 1. Stacked bar graphs of partial 16S rRNA gene sequences from the water phase and the sediment surface (top 1 cm) collected in the field and throughout the incubation experiment. Averages of relative abundances of rarefied OTU counts are shown for the viable cells (PMA-treated) and relative abundance of non-rarefied OTU counts. OTU counts ranged from 1776 to 49665 and the dataset was rarefied to the lowest sample size. Proteobacteria have been divided into classes.
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Supplemental Figure 2. Stacked bar graphs of partial 16S rRNA gene sequences from the water phase and the sediment surface (top 1 cm) collected in the field and throughout the incubation experiment. Averages of relative abundances are shown. Both total and viable cells (PMA-treated) are shown. Proteobacteria have been divided into classes.
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Supplemental Figure 3. Water and sediment rarefaction curves of OTUs and read counts from the final quality trimmed reads used to cluster OTUs. The lowest sample sizes were calculated and are indicated by the horizontal lines in the plots (subsampled species richness). Vertical lines indicate were the samples cross the horizontal line.
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Supplemental Figure 4. Top 100 most relatively abundant total and viable OTUs in the water phase (blue heatmap). Samples consist of biological triplicates except ‘turned oxic’ day 9 (n = 2) and ‘turned oxic’ day 15 (n = 4).
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Supplemental Figure 5. Top 100 most relative abundant total and viable OTUs in the top 1 cm sediment surface (red heatmap). Samples consist of biological triplicates except ‘turned oxic’ day 15 (n = 4).




[bookmark: _GoBack]Supplemental Figure 6. Correlation network of statistically significant sediment Arcobacter OTUs interactions with other OTUs. The dataset was delimited to correlation coefficients: r < -0.7 or > 0.7, and a statistical significance of p < 0.01. Node names are denoted by the deepest taxonomic annotation followed by a specific OTU number. Line colors represent the range of the correlation coefficient, with red: r < -0.7, and light green r > 0.7. A separate .pdf file has been uploaded. 
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Water phase

Day n Oxygen (mg/L) Total iron (µM) Sulfate (mM) Phosphate (µM) Nitrite+Nitrate (µM) pH Redox (mV)

field 3 3.83 0.42±0.20 5.33±0.07 3.70±1.77 0.31±0.21 7.83±0.14 118.40±1.93

turned oxic 010 3.71±0.48 3.03±0.69 4.48±0.49 7.76±4.74 0.79±0.51 7.48±0.04 110.00±7.35

510 10.48±0.10 0.67±1.27 4.34±0.37 1.72±1.35 0.30±0.09 8.00±0.03 151.26±6.01

9 7 9.83±0.24 0.64±0.49 4.71±0.21 2.05±1.90 0.18±0.11 7.87±0.03 91.20±7.34

15 4 9.69±0.16 1.57±1.08 3.34±0.52 5.11±7.11 0.85±0.22 8.03±0.12 52.75±6.03

turned anoxic 0 3 4.47±0.47 3.41±0.73 4.87±0.24 8.19±4.47 1.28±0.90 7.53±0.03 109.30±3.72

5 3 0.02±0.03 2.95±0.60 4.28±0.58 15.47±4.19 0.74±1.03 7.62±0.26 138.23±20.73

9 3 0.05±0.02 4.23±1.66 4.48±0.09 16.85±3.66 0.14±0.03 7.69±0.21 -36.43±103.89

15 2 0.01±0.02 7.10±1.71 2.68±0.48 10.67±3.46 0.50±0.31 8.23±0.14 -265.60±22.70

Water phase

Day n Tetrathionate (µM) Thiosulfate (µM)

field 3

turned oxic 010 10.24±2.07 5.27±7.63

510 11.00±5.04 2.45±6.10

9 7 5.00±1.81 4.33±4.45

15 4 16.38±7.07 38.65±74.47

turned anoxic 0 3 14.42±4.23 0.00±0.00

5 3 13.57±3.14 51.78±89.69

9 3 16.11±9.90 13.53±12.63

15 2 60.42±0.90 146.25±33.34

Sediment phase (0-1 cm)

Day n Oxygen depth (mm) Total iron (µM) Sulfate (mM) Phosphate (µM) Nitrite+Nitrate (µM) pH Redox (mV)

field 3 11.76±1.69 3.02±0.24 21.02±1.30 2.12±1.25 7.84±0.06 141.73±2.21

turned oxic 5 3 1.69±0.72 16.80±3.13 2.48±0.19 3.12±1.34 0.33±0.08 7.87±0.01 146.60±1.73

9 3 0.88±0.37 7.32±0.65 3.86±0.12 3.31±2.04 0.49±0.25 7.63±0.13 106.37±6.22

15 4 1.24±0.27 16.73±7.26 2.98±0.41 9.58±8.06 0.41±0.19 7.74±0.11 58.48±10.28

turned anoxic 15 3 0.02±0.02 3.52±1.10 2.11±0.10 22.13±5.55 0.72±0.16 8.24±0.03 43.08±20.88

Sediment phase (0-1 cm)

Day n OM % Tetrathionate (µM) Thiosulfate (µM)

field 3 23.85±0.71 12.08±8.99 0.00±0.00

turned oxic 5 3 24.32±0.83 21.84±4.47 0.00±0.00

9 3 23.71±1.19 21.62±12.13 0.00±0.00

15 4 23.91±1.72 19.24±6.24 22.54±32.05

turned anoxic 15 3 23.33±0.75 31.16±5.51 21.32±16.19
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Water samples

Total Viable n

Field 6.92 ± 0.36 6.91 ± 1.49 3

turned oxic day 5 6.36 ± 0.14 6.59 ± 0.20 3

turned oxic day 9 6.16 ± 0.71 6.27 ± 0.05 2

turned oxic day 15 6.71 ± 0.39 6.39 ± 0.27 4

turned anoxic day 15 6.83 ± 0.25 6.49 ± 0.69 3

Sediment samples

Total Viable n

Field 7.86 ± 0.05 7.56 ± 0.08 3

turned oxic day 5 6.63 ± 0.78 6.80 ± 0.59 3

turned oxic day 9 5.96 ± 1.02 6.42 ± 0.31 3

turned oxic day 15 7.00 ± 0.39 6.81 ± 0.56 4

turned anoxic day 15 7.95 ± 0.02 7.81 ± 0.21 3

Shannon's H
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OTUs from the top 100 abundant in the water phase with statistical significant correlation Oxygen mg/L

Bacteria/Proteobacteria/Deltaproteobacteria/Desulfarculales/Desulfarculaceae/Desulfatiglans/OTU_000005 -0.95**

Bacteria/Bacteroidetes/Sphingobacteriia/Sphingobacteriales/ST-12K33/OTU_000009 -0.81**

Bacteria/Bacteroidetes/Bacteroidetes_VC2.1_Bac22/OTU_000008 -0.79**

Bacteria/Proteobacteria/Deltaproteobacteria/Desulfarculales/Desulfarculaceae/Desulfatiglans/OTU_000017 -0.96**

Bacteria/Proteobacteria/Deltaproteobacteria/Desulfarculales/Desulfarculaceae/Desulfatiglans/OTU_000262 -0.95**

Bacteria/Proteobacteria/Betaproteobacteria/Burkholderiales/Comamonadaceae/OTU_000028 0.72**

Bacteria/Proteobacteria/Deltaproteobacteria/Desulfarculales/Desulfarculaceae/Desulfatiglans/OTU_001749 -0.94**

Bacteria/Planctomycetes/Planctomycetacia/Planctomycetales/Planctomycetaceae/uncultured/OTU_000018 -0.58*

Bacteria/Bacteroidetes/Flavobacteriia/Flavobacteriales/Flavobacteriaceae/Flavobacterium/OTU_000054 0.59*

Bacteria/OTU_000144 -0.64*

Bacteria/OTU_000021 -0.62*

Bacteria/Proteobacteria/Deltaproteobacteria/Desulfarculales/Desulfarculaceae/Desulfatiglans/OTU_000191 -0.96**

Bacteria/Bacteroidetes/Sphingobacteriia/Sphingobacteriales/WCHB1-69/OTU_000066 -0.92**

Bacteria/Bacteroidetes/Sphingobacteriia/Sphingobacteriales/WCHB1-69/OTU_000032 -0.85**

Bacteria/Bacteroidetes/Sphingobacteriia/Sphingobacteriales/OTU_000465 -0.84**

Bacteria/Bacteroidetes/Sphingobacteriia/Sphingobacteriales/WCHB1-69/OTU_000060 -0.79**

Bacteria/Proteobacteria/Deltaproteobacteria/Desulfarculales/Desulfarculaceae/Desulfatiglans/OTU_000234 -0.97**

** = P < 0.01

* = P < 0.05
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Water - phylum Total iron µMSulfate mM Phosphate µM Nitrite+Nitrate µM pH Redox mV

Actinobacteria -0.15 0.20 0.50 0.25 -0.65 0.23

Aminicenantes 0.53 -0.16 0.06 -0.10 0.22 -0.12

Armatimonadetes

0.74 -0.31 0.53 0.24 0.28 -0.62

Chlorobi

0.59 -0.26 0.28 -0.24 0.55 -0.75

Cyanobacteria -0.23 0.54 -0.14 -0.19 -0.18 0.16

Gracilibacteria 0.12 -0.36 -0.27 0.11 0.54 -0.36

Latescibacteria

0.77 -0.29 0.47 0.05 0.45 -0.75

Planctomycetes

-0.16 0.35 0.36 0.14 -0.60 0.14

Verrucomicrobia -0.08 0.23 0.46 0.17 -0.63 0.15

WCHB1-60 -0.38 0.65 -0.13 -0.24 -0.61 0.25
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Water - class Total iron µMSulfate mM Phosphate µM Nitrite+Nitrate µM pH Redox mV

Acidimicrobiia

-0.35 0.71 -0.17 -0.40-0.60 0.32

Actinobacteria

0.01 -0.15 0.68 0.55-0.44 0.11

MB-A2-108

0.56 -0.38 0.30 0.32 0.39 -0.54

Thermoleophilia -0.20 0.45 0.20 0.04-0.54 0.16

Bacteroidetes_VC2.1_Bac22

0.65 -0.52 0.36 -0.18 0.67 -0.84

Bacteroidia

0.54 -0.21 0.20 -0.15 0.49 -0.67

Cytophagia -0.43 0.59 -0.26 -0.24-0.41 0.39

Sphingobacteriia

0.80 -0.37 0.50 -0.09 0.52 -0.84

WCHB1-32

0.45 -0.25 0.29 -0.27 0.49 -0.71

Chlorobia

0.66 -0.39 0.45 -0.10 0.41 -0.84

Ignavibacteria

0.57 -0.25 0.26 -0.25 0.55 -0.73

Caldilineae -0.23 0.54 -0.13 -0.23-0.33 0.11

Cyanobacteria -0.25 0.56 -0.15 -0.20-0.20 0.19

Melainabacteria 0.45 -0.04 0.25 -0.07 0.42 -0.59

Phycisphaerae

-0.31 0.67 -0.04 -0.33-0.59 0.21

Planctomycetacia

-0.14 0.32 0.38 0.17-0.59 0.13

Alphaproteobacteria

-0.21 -0.39 0.11 0.73-0.01 0.18

Betaproteobacteria

-0.26 0.17 0.33 0.42-0.58 0.23

Deltaproteobacteria

0.66 -0.17 0.41 -0.13 0.43 -0.74

Epsilonproteobacteria -0.22 0.08 -0.59 -0.25-0.02 0.29

SPOTSOCT00m83 0.56 -0.38 0.30 0.32 0.39 -0.54

Spartobacteria

0.06 -0.15 0.71 0.55-0.41 0.04

Verrucomicrobia_Incertae_Sedis

-0.31 0.36 0.18 -0.04-0.75 0.28

Verrucomicrobiae

-0.18 0.54 -0.09 -0.38-0.52 0.20
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Water - genus Total iron µM Sulfate mMPhosphate µM Nitrite+Nitrate µMpH Redox mV

CL500-29_marine_group

-0.31 0.56 -0.18 -0.51-0.51 0.30

Illumatobacter

-0.32 0.62 -0.15 -0.30-0.55 0.25

Mycobacterium

0.09 -0.29 0.71 0.64-0.32 0.04

hgcI_clade

-0.33 0.57 -0.26 -0.61-0.51 0.29

Marinifilum

-0.09 0.10 0.35 0.29-0.60 0.11

Algoriphagus

-0.43 0.60 -0.42 -0.41-0.40 0.39

NS10_marine_group

0.74 -0.31 0.53 0.24 0.28 -0.62

Actibacter

-0.26 0.66 -0.09 -0.36-0.52 0.22

Lutibacter

-0.01 -0.24 -0.29 0.15 0.61 -0.31

Olleya

-0.21 0.44 0.05 -0.26-0.66 0.21

Synechococcus

-0.20 0.67 -0.12 -0.33-0.36 0.22

Tumebacillus

0.13 -0.38 0.68 0.66-0.21 0.01

Clostridium_sensu_stricto_13

0.39 -0.51 0.48 0.58 0.16 -0.36

Anaerococcus

0.74 -0.31 0.53 0.24 0.28 -0.62

CL500-3

-0.30 0.65 -0.03 -0.32-0.60 0.21

Pir4_lineage

0.41 -0.10 0.36 -0.03 0.08 -0.56

Pirellula

-0.40 0.66 -0.21 -0.33-0.47 0.28

Planctomyces

-0.24 0.55 0.11 -0.17-0.63 0.19

Rhodopirellula

-0.37 0.57 -0.17 -0.14-0.30 0.23

Brevundimonas

-0.07 -0.26 0.46 0.66-0.23 0.01

Phenylobacterium

0.45 -0.51 0.22 -0.18 0.62 -0.69

Pedomicrobium

-0.35 0.59 -0.14 -0.42-0.66 0.28

Ahrensia

-0.04 -0.44 0.37 0.80-0.01 0.03

Pseudorhodobacter

-0.09 -0.45 0.18 0.73 0.06 0.07

Thalassospira

0.37 -0.59 0.59 0.42 0.18 -0.35

Reyranella

-0.29 0.63 -0.06 -0.18-0.35 0.20

Candidatus_Odyssella

0.10 -0.41 0.67 0.68-0.20 0.03

Achromobacter

-0.33 0.59 -0.02 -0.08-0.47 0.23

GKS98_freshwater_group

-0.26 0.52 -0.06 -0.30-0.60 0.21

Burkholderia

-0.20 0.36 0.28 0.16-0.57 0.18

Chitinimonas

0.15 -0.44 0.63 0.63-0.10 -0.08

Delftia

-0.23 0.27 0.23 0.16-0.55 0.20

Methylotenera

0.02 -0.47 0.51 0.78-0.11 0.05

Desulfarculus

0.13 -0.38 0.68 0.66-0.21 0.01

Desulfatiglans

0.78 -0.33 0.51 -0.06 0.52 -0.86

SEEP-SRB1

0.00 -0.42 0.33 0.59-0.03 0.03

Sva0081_sediment_group

-0.31 0.56 -0.06 -0.12-0.49 0.17

Desulfomicrobium

-0.19 0.54 -0.09 -0.39-0.36 0.09

Phaselicystis

0.52 -0.40 0.32 0.08 0.27 -0.57

Sulfurospirillum

0.19 -0.37 -0.26 -0.12 0.64 -0.37

Psychromonas

0.51 -0.49 0.25 -0.21 0.56 -0.76

Haliea

-0.30 0.56 -0.07 -0.29-0.58 0.21

OM60(NOR5)_clade

-0.29 0.55 -0.09 -0.24-0.49 0.15

SAR92_clade

-0.02 0.36 -0.28 -0.64-0.30 0.35

Coxiella

0.70 -0.39 0.27 -0.32 0.50 -0.63

Rickettsiella

-0.04 -0.21 0.60 0.57-0.44 0.11

Legionella

-0.25 0.47 0.15 -0.01-0.59 0.20

Crenothrix

-0.30 0.46 -0.02 -0.14-0.59 0.21

Methylobacter

-0.27 0.64 -0.15 -0.44-0.60 0.29

Marinicella

-0.12 0.58 -0.15 -0.39-0.30 0.20

Psychrobacter

0.17 -0.40 0.71 0.66-0.19 -0.02

Thiothrix

-0.13 -0.14 0.46 0.54-0.33 0.15

Dokdonella

-0.32 0.61 -0.17 -0.28-0.26 0.23

Stenotrophomonas

-0.34 0.45 0.04 -0.07-0.63 0.26

Candidatus_Competibacter

0.63 -0.57 0.38 0.37 0.43 -0.66

Candidatus_Methylacidiphilum

-0.31 0.36 0.18 -0.04-0.75 0.28

Luteolibacter

-0.26 0.50 -0.08 -0.17-0.61 0.17
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Sediment - phylum Total iron µMSulfate mM Phosphate µM Nitrite+Nitrate µM pH Redox mVOM %

Actinobacteria -0.05 -0.23 0.41 0.26 0.32 -0.54 0.04

Aminicenantes -0.24 -0.37 0.39 0.11 0.50 -0.12 -0.11

Atribacteria 0.09 0.56 -0.27 -0.06-0.50 0.08 0.07

Bacteroidetes -0.36 -0.42 0.51 0.32 0.58 -0.04 -0.04

Chlamydiae -0.02 0.08 0.23 0.02 0.28 0.12

Chlorobi

-0.50 -0.27 0.69 0.55 0.59 0.01 -0.05

Cyanobacteria

-0.45 -0.53 0.63 0.25 0.74 -0.06 -0.09

Deferribacteres -0.13 0.24 0.08 0.56-0.10 0.26 -0.25

Fibrobacteres -0.28 -0.15 0.34 0.01 0.20 0.22 0.55

Firmicutes

-0.06 -0.63 -0.01 -0.18 0.36 -0.02 -0.23

Hydrogenedentes

-0.36 -0.55 0.51 -0.07 0.68 -0.29 -0.23

Latescibacteria -0.43 -0.52 0.40 0.25 0.59 -0.13 -0.13

Microgenomates

0.71 0.15 -0.28 -0.26-0.30 -0.13 0.20

Parcubacteria

-0.39 -0.44 0.23 0.01 0.62 -0.17 -0.03

Planctomycetes -0.14 -0.35 0.45 0.16 0.59 -0.26 0.05

Proteobacteria

0.40 0.63 -0.65 -0.43-0.72 0.14 0.19

Saccharibacteria

-0.02 -0.52 0.23 0.29 0.31 0.06 -0.50

Spirochaetae -0.43 -0.33 0.40 0.17 0.57 0.07 -0.23

TA06

-0.33 -0.60 0.48 0.18 0.70 0.03 -0.19

Tenericutes -0.24 -0.49 0.18 -0.06 0.59 -0.22 -0.16

Thermotogae -0.15 -0.04 0.53 0.45 0.20 -0.01 0.31

WD272 -0.04 -0.45 0.37 0.52 0.24 -0.06 -0.50
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Sediment - class Total iron µMSulfate mM Phosphate µM Nitrite+Nitrate µM pH Redox mVOM %

Acidimicrobiia

-0.46 -0.43 0.71 0.48 0.54 -0.28 -0.05

Thermoleophilia

-0.39 -0.49 0.33 -0.01 0.72 -0.45 -0.17

Bacteroidetes_BD2-2

-0.60 -0.54 0.56 0.20 0.78 -0.07 -0.12

Bacteroidetes_VC2.1_Bac22

-0.29 -0.33 0.54 0.66 0.46 0.03 -0.16

Bacteroidia

-0.46 -0.52 0.38 0.25 0.62 0.08 -0.11

Cytophagia

-0.30 -0.53 0.49 0.32 0.63 0.13 -0.16

Sphingobacteriia

-0.46 -0.56 0.63 0.42 0.74 0.00 -0.13

Ignavibacteria

-0.49 -0.24 0.68 0.56 0.58 -0.05 -0.08

Anaerolineae

-0.09 0.01 0.06 0.07 0.03 0.52 0.05

Ardenticatenia

-0.49 -0.52 0.55 0.30 0.73 -0.18 -0.12

Caldilineae

-0.57 -0.72 0.74 0.17 0.94 -0.26 -0.15

Dehalococcoidia

-0.10 -0.67 0.19 -0.23 0.63 -0.37 -0.39

KD4-96

0.15 -0.01 0.37 0.79-0.05 0.56 -0.06

Cyanobacteria

-0.45 -0.53 0.63 0.25 0.73 -0.07 -0.09

Deferribacteres_Incertae_Sedis -0.13 0.24 0.08 0.56-0.10 0.26 -0.25

Fibrobacteria -0.28 -0.15 0.34 0.01 0.20 0.22 0.55

Clostridia -0.17 -0.59 0.03 -0.14 0.35 -0.04 -0.22

BS5

0.09 0.14 0.30 0.92-0.11 0.26 -0.20

Lentisphaeria
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Sequencing facility ID Sample name Read pairs (2×301 bp) Reads after merging Reads after quality trimming Amount of OTUs

P5654_1009 Water Field Rep. 1 total 333485 50663 48684 1298

P5654_1010 Water Field Rep. 2 total 387152 50275 49318 1417

P5654_1011 Water Field Rep. 3 total 374984 59084 56610 1421

P5654_1012 Water turned oxic day 5 Rep. 1 total 216964 40859 39903 845

P5654_1013 Water turned oxic day 5 Rep. 2 total 229255 40741 39815 790

P5654_1014 Water turned oxic day 5 Rep. 3 total 267524 52146 51010 953

P5654_1015 Water turned oxic day 9 Rep. 1 total 452904 89609 87264 833

P5654_1016 Water turned oxic day 9 Rep. 2 total 112462 15560 14987 817

P5654_1017 Water turned anoxic day Rep. 15 Rep. 1 total 106484 20309 19750 894

P5654_1018 Water turned anoxic day Rep. 15 Rep. 2 total 116290 16426 15617 854

P5654_1019 Water turned anoxic day Rep. 15 Rep. 3 total 141770 27111 26278 1012

P5654_1020 Water turned oxic day Rep. 15 Rep. 1 total 122590 22470 21911 604

P5654_1021 Water turned oxic day Rep. 15 Rep. 2 total 65616 8447 8138 525

P5654_1022 Water turned oxic day Rep. 15 Rep. 3 total 158920 28261 27327 817

P5654_1023 Water turned oxic day Rep. 15 Rep. 4 total 44531 4743 4419 465

P5654_1024 Water Field Rep. 1 viable 162446 29241 27623 1282

P5654_1025 Water Field Rep. 2 viable 51747 4939 4473 585

P5654_1026 Water Field Rep. 3 viable 269119 27661 25162 902

P5654_1027 Water turned oxic day 5 Rep. 1 viable 132726 22405 21362 758

P5654_1028 Water turned oxic day 5 Rep. 2 viable 47661 4910 4493 419

P5654_1029 Water turned oxic day 5 Rep. 3 viable 205214 37236 33976 892

P5654_1030 Water turned oxic day 9 Rep. 1 viable 126549 24214 21511 741

P5654_1031 Water turned oxic day 9 Rep. 2 viable 197923 43799 33261 974

P5654_1032 Water turned anoxic day Rep. 15 Rep. 1 viable 203713 42704 38609 1006

P5654_1033 Water turned anoxic day Rep. 15 Rep. 2 viable 243704 42799 38085 1299

P5654_1034 Water turned anoxic day Rep. 15 Rep. 3 viable 233345 38284 26795 1036

P5654_1035 Water turned oxic day Rep. 15 Rep. 1 viable 255677 48293 43882 929

P5654_1036 Water turned oxic day Rep. 15 Rep. 2 viable 364943 66197 60560 1299

P5654_1037 Water turned oxic day Rep. 15 Rep. 3 viable 537995 77164 67316 999

P5654_1038 Water turned oxic day Rep. 15 Rep. 4 viable 255042 47505 44867 931

P5654_1039 Sediment Field Rep. 1 total 174706 26786 20489 1048

P5654_1040 Sediment Field Rep. 2 total 203916 31539 25151 1163

P5654_1041 Sediment Field Rep. 3 total 86096 12589 9281 732

P5654_1042 Sediment turned oxic day 5 Rep. 1 total 62919 6150 4752 520

P5654_1043 Sediment turned oxic day 5 Rep. 2 total 107002 19114 15334 690

P5654_1044 Sediment turned oxic day 5 Rep. 3 total 108568 17784 13887 607

P5654_1045 Sediment turned oxic day 9 Rep. 1 total 81141 11022 10094 586

P5654_1046 Sediment turned oxic day 9 Rep. 2 total 129117 25969 23338 667

P5654_1047 Sediment turned oxic day 9 Rep. 3 total 62167 6575 6015 547

P5654_1048 Sediment turned anoxic day Rep. 15 Rep. 1 total 178709 31553 24918 1024

P5654_1049 Sediment turned anoxic day Rep. 15 Rep. 2 total 186123 31142 25801 1048

P5654_1050 Sediment turned anoxic day Rep. 15 Rep. 3 total 97393 9843 8060 730

P5654_1051 Sediment turned oxic day Rep. 15 Rep. 1 total 87720 9862 9106 712

P5654_1052 Sediment turned oxic day Rep. 15 Rep. 2 total 103995 14863 13045 661

P5654_1053 Sediment turned oxic day Rep. 15 Rep. 3 total 91975 10449 9230 667

P5654_1054 Sediment turned oxic day Rep. 15 Rep. 4 total 142422 26033 20120 724

P5654_1055 Sediment Field Rep. 1 viable 134930 21633 16498 766

P5654_1056 Sediment Field Rep. 2 viable 103907 15196 10747 670

P5654_1057 Sediment Field Rep. 3 viable 182915 30663 26857 1210

P5654_1058 Sediment turned oxic day 5 Rep. 1 viable 120273 14612 12194 741

P5654_1059 Sediment turned oxic day 5 Rep. 2 viable 157048 25726 24331 1067

P5654_1060 Sediment turned oxic day 5 Rep. 3 viable 153842 24537 20071 836

P5654_1061 Sediment turned oxic day 9 Rep. 1 viable 103390 13006 12123 708

P5654_1062 Sediment turned oxic day 9 Rep. 2 viable 113031 17418 16462 860

P5654_1063 Sediment turned oxic day 9 Rep. 3 viable 96007 11549 10614 751

P5654_1064 Sediment turned anoxic day Rep. 15 Rep. 1 viable 111456 13319 12249 957

P5654_1065 Sediment turned anoxic day Rep. 15 Rep. 2 viable 49264 4928 4505 592

P5654_1066 Sediment turned anoxic day Rep. 15 Rep. 3 viable 107727 19495 10388 467

P5654_1067 Sediment turned oxic day Rep. 15 Rep. 1 viable 120543 23468 19429 696

P5654_1068 Sediment turned oxic day Rep. 15 Rep. 2 viable 42435 4185 3833 368

P5654_1069 Sediment turned oxic day Rep. 15 Rep. 3 viable 47383 4260 3863 421

P5654_1070 Sediment turned oxic day Rep. 15 Rep. 4 viable 48405 5408 4997 427
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Sequencing facility ID Core ID Sample name Million read pairs (HiSeq 2×126) Read pairs after quality trimming Average read length after quality trimming

P6252_101 F2Field 1 15.72 10 109 315 123

P6252_102 F3Field 2 12.42 11 218 544 123

P6252_103 F4Field 3 14.38 8 641 720 122

P6252_104 7turned oxic day 5 16.73 16 275 191 124

P6252_105 12turned oxic day 5 17.65 16 897 319 124

P6252_106 13turned oxic day 5 19.97 18 750 661 124

P6252_107 9turned oxic day 9 16.24 15 227 368 124

P6252_108 10turned oxic day 9 22.70 21 537 838 125

P6252_109 11turned oxic day 9 19.83 18 493 288 124

P6252_110 4turned oxic day 15 16.67 15 380 129 124

P6252_111 5turned oxic day 15 18.60 15 893 954 124

P6252_112 6turned oxic day 15 17.89 15 700 766 124

P6252_113 8turned oxic day 15 20.02 19 653 029 125

P6252_114 1turned anoxic day 15 22.39 22 260 472 125

P6252_115 2turned anoxic day 15 19.35 16 885 623 125

P6252_116 3turned anoxic day 15 19.81 19 182 448 125

de-novo assembly

Contigs after assembly Contig Min length Contig Max length Contig Mean length N50 N50 length

431522 201 10772 319 148612 310
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