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Supplementary Figure S1: Proportions of life domains based on RefSeq annotation (MG-rast 

parameters: e-value threshold: >e-10, identity threshold: >70%, alignment length > 15bp, 

read abundancy > 1, best hits are shown). 
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Eukaryota - 370,201 (97.10%)
Bacteria - 10,885 (2.85%)
Unclassified sequences - 85 (0.02%)
Viruses - 72 (0.02%)
Archaea - 33 (0.01%)
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Supplementary Figure S2: Proportions of eubacterial families based on RefSeq annotation 

(MG-rast parameters: e-value threshold: >e-40, identity threshold: >85%, alignment length 

> 15bp, read abundancy > 5, best hits are shown). 
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Supplementary Figure S3: Proportions of eubacterial genera based on RefSeq annotation 

(MG-rast parameters: e-value threshold: >e-40, identity threshold: >85%, alignment length 

> 15bp, read abundancy > 5, best hits are shown). 
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Supplementary Figure S4: Proportions of vibrionale species based on RefSeq annotation 

(MG-rast parameters: e-value threshold: >e-40, identity threshold: >85%, alignment length 

> 15bp, read abundancy > 1, best hits are shown). 
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Supplementary Figure S5: Proportions of Eukaryota (excluding Metazoa, Fungi and 

Streptophyta) phyla (A), families (B) and genera (C) based on RefSeq annotation (MG-rast 

parameters for phyla and families proportions: e-value threshold: >e-10, identity threshold: 

>70%, alignment length > 15bp, read abundancy > 1, best hits are shown; MG-rast 

parameters for genera proportion: e-value threshold: >e-40, identity threshold: >85%, 

alignment length > 15bp, read abundancy > 1, best hits are shown). 
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Supplementary Figure S6: Proportions of Fungi families based on RefSeq annotation (MG-

rast parameters: e-value threshold: >e-10, identity threshold: >70%, alignment length > 

15bp, read abundancy > 1, best hits are shown). 
  

0

20

40

60

80

100

Healthy int. (I
nd.1 - R

ep.1)

Healthy int. (I
nd.2 - R

ep.2)

SKUD int. (I
nd.1 - R

ep.1)

SKUD int. (I
nd.2 - R

ep.2)

Ajellomycetaceae

Arthrodermataceae

Blastocladiaceae

Chaetomiaceae

Coriolaceae

Debaryomycetaceae

Dipodascaceae

Dothideaceae

Enterocytozoonidae

Lasiosphaeriaceae

Magnaporthaceae

Malasseziaceae

Marasmiaceae

Metschnikowiaceae

Nectriaceae

Onygenaceae

Phaeosphaeriaceae

Physodermataceae

Pleosporaceae

Psathyrellaceae

Saccharomycetaceae

Schizophyllaceae

Schizosaccharomycetaceae

Sclerotiniaceae

Sordariaceae

Tremellaceae

Trichocomaceae

Tricholomataceae

Tuberaceae

Unikaryonidae

Ustilaginaceae

R
el

at
iv

e 
ab

un
da

nc
e 

(%
)

Unclass., derived from Onygenales

Unclass., derived from Phyllachorales

Unclass., derived from Saccharomycetales



 

 
Supplementary Figure S7: Proportions of Virus orders and families based on RefSeq 

annotation (MG-rast parameters: e-value threshold: >e-10, identity threshold: >70%, 

alignment length > 15bp, read abundancy > 1, best hits are shown). 
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Supplementary Table S3: BLAST analysis results of 16S ribosomal RNA gene obtained from 

isolated cultured bacteria. 

 

BLASTn query Description Accession
Query Vibrio  sp. SKUD-MD-20 C1  (culture 1) MT416091

BLASTn output Description Max Score Total Score Query Cover E value Per. Ident Accession
1 Vibrio alginolyticus strain YWT7-80 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT368033.1
2 Vibrio alginolyticus strain YWO6-72 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT368030.1
3 Vibrio alginolyticus strain YWT6-68 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT368029.1
4 Vibrio alginolyticus strain YWO3-29 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT368021.1
5 Vibrio alginolyticus strain YWO3-27 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT368020.1
6 Vibrio alginolyticus strain YPL2-20 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT368017.1
7 Vibrio sp. strain BC76 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT325889.1
8 Vibrio neocaledonicus strain BC43 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT325882.1
9 Vibrio neocaledonicus strain BC41 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT325880.1

10 Vibrio sp. strain BC37 16S ribosomal RNA gene, partial sequence 625 625 100% 5,00E-175 99.42% MT325879.1

BLASTn query Description Accession
Query Vibrio variabilis SKUD-MD-20 C2 MT416092

BLASTn output Description Max Score Total Score Query Cover E value Per. Ident Accession
1 Vibrio variabilis strain T01 16S ribosomal RNA gene, partial sequence 619 619 100% 2,00E-173 99.13% KP329555.1
2 Uncultured bacterium clone GXTJ5A301A0EAG 16S ribosomal RNA gene, partial sequence 619 619 100% 2,00E-173 99.13% KF331146.1
3 Uncultured bacterium clone GXTJ5A301BZLBJ 16S ribosomal RNA gene, partial sequence 619 619 100% 2,00E-173 99.13% KF330715.1
4 Uncultured bacterium clone GXTJ5A301A9XNS 16S ribosomal RNA gene, partial sequence 619 619 100% 2,00E-173 99.13% KF330671.1
5 Bacterium 3H301 16S ribosomal RNA gene, partial sequence 616 616 100% 3,00E-172 98.84% JF411542.1
6 Vibrio sp. strain MW-23 16S ribosomal RNA gene, partial sequence 614 614 100% 1,00E-171 98.84% MG686115.1
7 Uncultured bacterium clone GXTJ5A301BX87K 16S ribosomal RNA gene, partial sequence 614 614 100% 1,00E-171 98.84% KF332760.1
8 Vibrio sinaloensis strain F5C1 16S ribosomal RNA gene, partial sequence 614 614 100% 1,00E-171 98.84% JX999951.1
9 Uncultured bacterium clone GXTJ5A301AMHXZ 16S ribosomal RNA gene, partial sequence 612 612 100% 4,00E-171 98.84% KF333857.1

10 Uncultured bacterium clone GXTJ5A301BXNPN 16S ribosomal RNA gene, partial sequence 612 612 100% 4,00E-171 98.84% KF333347.1

BLASTn query Description Accession
Query Vibrio parahaemolyticus SKUD-MD-20 C3 MT416093

BLASTn output Description Max Score Total Score Query Cover E value Per. Ident Accession
1 Vibrio parahaemolyticus strain TY-49 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MN960078.1
2 Vibrio alginolyticus strain JK158 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MK696466.1
3 Vibrio alginolyticus strain JK140 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MK696461.1
4 Vibrio sp. strain 201707CJKOP-Y194 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MG593758.1
5 Vibrio sp. strain 201707CJKOP-25 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MG309461.1
6 Vibrio sp. strain 24/486Kan 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MK512027.1
7 Vibrio alginolyticus strain FDAARGOS_108 chromosome 1, complete sequence 608 7054 100% 5,00E-170 98.55% CP014053.1
8 Vibrio sp. strain pSSB-01 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MH315831.1
9 Vibrio parahaemolyticus strain Vp-D9 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MH298547.1

10 Vibrio parahaemolyticus strain msr11 16S ribosomal RNA gene, partial sequence 608 608 100% 5,00E-170 98.55% MH244245.1


