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Figure S1. Plasmid profile of the Vibrio spp. strains. Plasmid DNA analyzed by 0.8% agarose gel
electrophoresis. Lanes C: K. pneumoniae Kp13 (molecular size plasmids control); 1: 51BHI25; 2:
51BHI28; 3: 84BHI7b; 4: 51BHI31; 5: 51BHI31a; 6: 64BHI6; 7: 64BHI7; 8: 84BHI4; 9: 84BHI5; 10:

3 -
51BHI30; 11: 84BHI6; 12: 84BHI10; 13: 84B1:104; 14: 84MA3; 15: 84MA4; 16: HIM15.10 ;17: HEM9.10
3

; 18: ME7; 19: P11-2; 20: P1I-8; 21: P3I-9; 22: P3I-12; 23: P31-23; 24: P5I-6; 25: 84BHI7a. Fragmented

chromosomal (CHR) and plasmid DNAs are indicated by arrows and arrow heads, on the left side.

Table S1. Identification, antimicrobial resistance profile, antimicrobial and heavy metal resistance
genes, virulence genes and the plasmid profile of Vibrio spp. isolates from marine sponges (Brazil)
and sea urchins (France).
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(°) GenBank accession numbers of Vibrio spp.” 16S rRNA sequences; (°) Strains isolation and 16S rRNA identification per-
formed by Freitas-Silva et al. (2020) and Laport et al. (2018) studies; () number of plasmid forms; (¢) multidrug-resistant
Vibrio spp. strain; (') intermediate; (") heteroresistance; (-) negative test; AMC: amoxicillin-clavulanic acid; AMI: amikacin;
APS: ampicillin-sulbactam; CFE: cephalexin; CFO: cefoxitin; CIP: ciprofloxacin; ERY: erythromycin; GEN: gentamicin;
OFX: ofloxacin; SXT: trimethoprim/sulfamethoxazole; TOB: tobramycin.

Table S2. Primers used in this study.

Primer Target Sequence of Primers (5'-3') (S];;: References
B-lactams
MTEMF blare 5-CCCTTATTCCCTTTYTTGCGG-3"* 650
MTEMR 5-AACCAGCCAGCCWGAAGG-3*
MSHVF blasiy 5-CTTGACCGCTGGGAAACGG-3 200 [36]
MSHVR 5-AGCACGGAGCGGATCAACGG-3’
MGESF blaces 5-AGCAGCTCAGATCGGTGTTG-3 750
MGESR 5-CCGTGCTCAGGATGAGTTG-3
aminoglycosi
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aac6-aph2a fw 5-GCCAGAACATGAATTACACGAG-3 611 [37]
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MphG-F
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aac(6'Hle- o, G TTGTTGCATTTAGTCTTTCC-3
aph(2’)-1a
5-TTGCGATGCTCTATGAGTGGCTA-3’
5-CTCGAATGCCTGGCGTGTTT-3"
5-TGGGCGATCGATGCACGGCTRG-3"*

ant(2”)-I  5-AAAGCGGCACGCAAGACCTCMAC-

aac(6’)-1b

3’*
macrolides
mefC) 5-ATGGAAAACCGTAAATGGTT-3
5-TTAAATATTTTTGATTTTAC-3’
mph(G) 5-ATGAAAAATAGAGATATTCA-3
5-CTACTCAACACCTAACTGTA-3
ermB 5-CATTTAACGACGAAACTGGC-3
5-GGAACATCTGTGGTATGGCG-3’
ereA 5-AACACCCTGAACCCAAGGGACG-3
5-CTTCACATCCGGATTCGCTCGA-3’
mphA 5-AACTGTACGCACTTGC-3’
5-GGTACTCTTCGTTACC-3
mefA 5-ACCGATTCTATCAGCAAAG-3’
5-GGACCTGCCATTGGTGTG-3’
quinolones
qnrA 5-AGAGGATTTCTCACGCCAGG-3’
5-TGCCAGGCACAGATCTTGAC-3
qnrB 5-GGMATHGAAATTCGCCACTG-3"*
5-TTTGCYGYYCGCCAGTCGAA-3*
qnrC 5-GCGAATTTCCAAGGGGCAAA-3

5-ACCCGTAATGTAAGCAGAGCAA-3
5-AGGTGTAGCATGTATGGAAAAGC-
gqnrD 3
5-ACATTGGGGCATTAGGCGTT-%
5-GCAAGTTCATTGAACAGGGT-3
5-TCTAAACCGTCGAGTTCGGCG-3
5-GAGYTKTATGGTTTAGAYCCTCG-
qnurVC 3%
5-TGTTCYTGYTGCCACGARCA-3"*

gnrS

heavy metals
5-ACCATCGGCGGCACCTGCGT-3’

5-ACCATCGTCAGGTAGGGGACCAA-
merA 3
5-GTGCCGTCCAAGATCATGAT-3’
5-TAGCCYACRGTSGCSACYTG-3"*
5-ATGAAAAAAATCGCGCTT-3
5’- ATGCGCATGGGTAGCACT-3’
5-CAAAYTGYGCRGGHAARTTYGA-3"*

czcB and cusB

cadA 5-AACTAATGCACAAGGACA-3’
Jbr 5-ATGAGCGAATGTGGCTCGAAG-3'
5-TCATCGACGCAACAGCCTCAA-3’

Virulence
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xR 5-GTCTTCTGACGCAATCGTTG-3’
5-ATACGAGTGGTTGCTGTCATG-3’

tdh 5-CCAAATACATTTTACTTGG-3'
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tdh-R 5-GGTACTAAATGGCTGACATC-¥
trh-F 5-GGCTCAAAATGGTTAAGCG-3’

trh-R trh 5'-CATTTCCGCTCTCATATGC-3’ 250
5-

VHF1 - ATCATGAATAAAg’CTATTACGTTACT 1300 251

VHR1 5-GAAAGGATGGTTTGACAAT-3'
VP1409-F 5 - TGTTGCTTTCTATTGCGAC-3’

T6SS , ) 869 [51]
VP1409-R 5'-CCATAACGACTTTTCTTTC-3
Integrase
Class 1

intI1F . 5-GGCTTCGTGATGCCTGCTT-3’

: intll , i 146 [52]

intl1R 5-CATTCCTGGCCGTGGTTCT-3

*M=AorCH=AorCorT,Y=CorT,K=TorG;R=AorG;S=GorC;W=AorT.
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