Table S1. Bacterial strains used for cell culture and genomic extraction.

Name Genbank Accession Ref

Escherichia coli BW25113 NZ_CP009273.1 Grenier et al. 2014
Vibrio coralliilyticus P1 NZ_AEQS00000000.1 Sussman et al. 2008; Santos et al. 2011

Vibrio sp. TOK8 MH807582.1 Miura et al. 2019
Vibrio sp. TOK14 MH807586.1 Miura et al. 2019
Vibrio sp. TOK79 MH807606.1 Miura et al. 2019
Vibrio sp. TOK88 MH807609.1 Miura et al. 2019
Ruegeria sp. TOK17 MH807589.1 Miura et al. 2019
Ruegeria sp. TOK19 MH807590.1 Miura et al. 2019
Ruegeria sp. TOK21 MH807591.1 Miura et al. 2019
Ruegeria sp. TOK22 MH807592.1 Miura et al. 2019
Ruegeria sp. TOK32 MH807597 .1 Miura et al. 2019
Ruegeria sp. TOK38 MH807601.1 Miura et al. 2019
Ruegeria sp. TOK39 MH807602.1 Miura et al. 2019
Ruegeria sp. TOK44 MH807603.1 Miura et al. 2019
Ruegeria sp. TOK89 MH807610.1 Miura et al. 2019
Microbulbifer sp. TOK10 MH807584.1 Miura et al. 2019
Photobacterium sp. TOK16 MH807588.1 Miura et al. 2019
Tropicibacter sp. TOK31 MH807596.1 Miura et al. 2019
Pseudovibrio sp. TOK86 MH807607 .1 Miura et al. 2019




Table S2. Bacterial genomic sequences downloaded from Genbank
and used for primer design in this study. -: Unpublished.

Genbank
Name Accession No. Ref.
Ruegeria sp. F75025 HQ908672.1 -
Bacterium 1H113 JF411452.1 Chiu et al. 2012
Ruegeria sp. TM1040 NC _008044.1 Moran et al. 2007

Ruegeria pomeroyi DSS-3 NC _003911.12 Moran et al. 2004
Vibrio coralliilyticus ATCC BAA-45( NR_117892.1 -offmann et al. 201z

Vibrio pelagius LN832981.1 -

Vibrio breoganii FF50 NZ CP016179.1 -
Vibrio anguillarum VIBI2 CP023310.1 -
Vibrio anguillarum MVAV6203 NZ CP016095.1 -
Vibrio harveyi 345 CP025538.1 -

Vibrio natriegens CCUG16374 CP016351.1 -
Escherichia coli BW25113 NZ CP009273.1 Grenier et al. 2014




Table S3. Previously Reported 16S Primers Used as References for Designing Universal Primers.

Primer name Sequence (5°-3’) Target Group Ref
8F AGAGTTTGATCCTGGCTCAG Universal Turner et al. 1999
27F AGAGTTTGATCMTGGCTCAG Universal Lane et al. 1991
CCIF] CCAGACTCCTACGGGAGGCAGC Universal Rudi et al. 1997
357F CTCCTACGGGAGGCAGCAG Universal Turner et al. 1999
515F GTGCCAGCMGCCGCGGTAA Universal Turner et al. 1999
533F GTGCCAGCAGCCGCGGTAA Universal Weisburg et al. 1991
895F CRCCTGGGGAGTRCRG Bf‘)f;i't'i'jsegc' Hodkinson & Lutzoni 2009
16S. 1100. F16 CAACGAGCGCAACCCT Universal Turner et al. 1999
1237F GGGCTACACACGYGCWAC Universal Turner et al. 1999
519R GWATTACCGCGGCKGCTG Universal Turner et al. 1999
CDI[R] CTTGTGCGGGCCCCCGTCAATTC Universal Rudi et al. 1997
902R GTCAATTCITTTGAGTTTYARYC Bzf;‘::;jse;"' Hodkinson & Lutzoni 2009
904R CCCCGTCAATTCITTTGAGTTTYAR Bifat‘;:i'gsegc' Hodkinson & Lutzoni 2009
907R CCGTCAATTCMTTTRAGTTT Universal Lane et al. 1991
1100R AGGGTTGCGCTCGTTG Bacteria Turner et al. 1999
1185mR GAYTTGACGTCATCCM Bzf;‘::;jse;"' Hodkinson & Lutzoni 2009
Bacteria exc.
1381R CGGTGTGTACAAGRCCYGRGA  Asterochloris sp. Hodkinson & Lutzoni 2009
plastids
Bacteria exc.
1381bR ‘GGGCGGTGTGTACAAGRCCYGRG Asterochloris sp. Hodkinson & Lutzoni 2009
plastids
1391R GACGGGCGGTGTGTRCA Universal Turner et al. 1999
1492R (i) GGTTACCTTGTTACGACTT Universal Turner et al. 1999
1492 (s) ACCTTGTTACGACTT Universal Lane et al. 1991

Primer sequences were downloaded from "LUTZONI LAB (http://lutzonilab.org/16s-ribosomal-dna/)".



Table S4. Nucleotide area of Genbank no. HQ908672.1 sequence in reference with non-target strains.
Reference non-target strains Selected nucleotide sequnence area of HQ908672.1 (start
(Genbank accession No.) site—ending site)
Bacterium 1H113 (JF411452.1) 1251-1278
Vibrio coralliilyticus ATCC BAA-  71-168, 482-513, 724-771, 903-944, 1014-1059, 1144-
450 (NR 117892.1) 1178, 1214-1240
. . 60-89, 118-143, 366394, 482-505, 544-585, 717-772,
Vibrio pelagius (LN832981.1) 922-943, 1033-1053, 1219-1239, 12821310







e —




Table S7. Primers obtained after seond selection

No. Tm GC% length Sequence (5'-3")

1 57 55 20 GGATTACTCAGGCGGGTTCT

2 55 50 20 GATTACTCAGGCGGGTTCTA

3 55 50 20 ATTACTCAGGCGGGTTCTAC

4 57 55 20 TTACTCAGGCGGGTTCTACG

5 59 55 20 TACTCAGGCGGGTTCTACGT

6 60 60 20 ACTCAGGCGGGTTCTACGTG

7 60 55 20 AATACGTTCCCGGGCCTTGT

8 59 60 20 GAATACGTTCCCGGGCCTTG

9 60 55 20 AATACGTTCCCGGGCCTTGT
10 59 55 20 ATACGTTCCCGGGCCTTGTA
11 57 55 20 GCTGGCAACTAAGGATGTGG
12 63-64 58 24 GGGACCGGTCCAGAGATGGATCTT
13 61 59 22 GGACCGGTCCAGAGATGGATCT
14  61-62 57 23 GGACCGGTCCAGAGATGGATCTT
15 61-62 54 24 GGACCGGTCCAGAGATGGATCTTT
16 57 58 19 GACCGGTCCAGAGATGGAT
17  57-58 60 20 GACCGGTCCAGAGATGGATC
18 59 57 21 GACCGGTCCAGAGATGGATCT
19 60 55 22 GACCGGTCCAGAGATGGATCTT
20 59-60 52 23 GACCGGTCCAGAGATGGATCTTT
21 58-59 50 22 ATCTTTCACTTCGGTGACTCGG
22  60-61 48 23 ATCTTTCACTTCGGTGACTCGGT
23  60-61 50 24 ATCTTTCACTTCGGTGACTCGGTG
24  59-61 52 23 TCTTTCACTTCGGTGACTCGGTG
25  59-60 55 22 CTTTCACTTCGGTGACTCGGTG
26 57-58 52 21 TTTCACTTCGGTGACTCGGTG
27 58 55 20 TTCACTTCGGTGACTCGGTG
28 57 58 19 TCACTTCGGTGACTCGGTG
29 56-58 61 18 CACTTCGGTGACTCGGTG

30 62 60 20 AGCGTCGTCGGGTAGAACCA
31 55 45 20 TATGCCCAAAGGTACGGAAT
32 56-57 47 19 ATGCCCAAAGGTACGGAAT
33 55 45 20 ATGCCCAAAGGTACGGAATA
34 59 55 20 AACGCGGGCTAATCCAAAGG
35 62 60 20 ACGCGGGCTAATCCAAAGGC
36 61 60 20 GCGGGCTAATCCAAAGGCGA
37 55 53 19 CTTTCACTTCGGTGACTCG

38 57 55 20 CTTTCACTTCGGTGACTCGG
39 58 52 21 CTTTCACTTCGGTGACTCGGT
40 56 53 19 TTTCACTTCGGTGACTCGG
41 56-58 50 20 TTTCACTTCGGTGACTCGGT
42 59 55 20 ACTAAGGATGTGGGTTGCGC
43 59 55 20 CTAAGGATGTGGGTTGCGCT
44 59 55 20 TAAGGATGTGGGTTGCGCTC
45 62 60 20 AAGGATGTGGGTTGCGCTCG
46 57 55 20 GAGGATTACTCAGGCGGGTT
47 57 55 20 AGGATTACTCAGGCGGGTTC
48 57 55 20 GGATTACTCAGGCGGGTTCT
49 55 50 20 GATTACTCAGGCGGGTTCTA
50 55 50 20 ATTACTCAGGCGGGTTCTAC
51 57 55 20 TTACTCAGGCGGGTTCTACG
52 59 55 20 TACTCAGGCGGGTTCTACGT
53 60 60 20 ACTCAGGCGGGTTCTACGTG
54 61 60 20 CCCGTCACACCATGGGAGTT
55 59 60 20 CCGTCACACCATGGGAGTTG




Table S8. Feature table of the NGS reads after denoise using DADA?2 on QIIME?2
platform. See also supplemental FASTA file for nucleotide sequences.

Sequence Count Min Length Max Length Mean Lengtt Range  Standard Deviation

514 389 436 420.54 47 9.87




Table S9. Results of in silico PCR of the NGS reads

Total number Number of

Primer set  of sequences amplified Percer_lt_a 9
e amplified
tested sequences
U357'F- U515'F 429 83
r445F-r446R 514 26 5.1

r38F-r3a0R 0 0
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