
Figure S1: Sequence proportion heat map (white = absent, red = high, gray = no sample) of genus 

Vibrio at six sampling stations (R-Outfall, R-Estuary-1, R-Estuary-2, NS-Marine, OS-Marine and SM-

Outfall) in the winter, spring, summer, and autumn sampling during the 2015/2016 and 2018/2019 

surveys (Orel et al., 2022). 

  



Figure S2: Trycycler contigs tree. Trycycler tool requires manual intervention; therefore, its output is 

not deterministic. In the first step of Trycycler workflow, contigs from the input assemblies are clustered 

based on pairwise Mash distances between contigs and the user must decide which clusters are valid. 

(A) presents FastME tree, built using the pairwise distances of contigs for BF5_0283 sample. Selected 

clusters (1, 2 and 9) meet the criteria: cluster contain many contigs (ideally 12, one from each 

assembly), contigs are close to each other and have similar lengths, and similar and realistic read 

depths. (B) presents FastME tree, built using the pairwise distances for Mt009 sample. Clusters were 

not well defined; selected clusters (1, 2, 3) only partly meet criteria used for BF5_0283. 
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Figure S3: Graphical presentation of contigs from Mt009 assemblies along with associated data with 

“anvi-interactive” function. (A) presents Trycycler assembly, (B) presents Unicycler assembly and (C) 

presents metaFlye assembly. Tree in the middle shows contigs presented in assemblies. Bins in (B) were 

manually refined based on differences in mean coverage (mapping of Illumina short reads), differences 

in GC content and genes taxonomy. 
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Figure S4: Results of PCR reaction with taxa-specific primers. Agarose gel electrophoresis of amplicons 
visualized by ethidium bromide staining and UV light. Samples on the gel are 1kb ladder, C- (negative 
control of PCR reaction), BF5_0283, BF5_0283, Mt009, Mt009, Mt009, C+ (positive control of PCR 
reaction), and C2- (negative control of DNA extraction). All samples were tested with 16S universal 
primers, V. campbellii and K. pneumoniae taxa-specific primers. 

 

 
  



Figure S5: Additional pangenome analyses of BF5_0283 and Mt009_b1 assemblies. Clustering based 
on the presence/absence patterns of 5293 gene clusters (GCs) resulted in Core (present in both 
assemblies) and Singletons collection (present in only one assembly). GC are ordered based on 
geometric homogenity index. GCs with geometric homogenity index lower than 0.999 are marked with 
red line in outermost circle. Note: This figure is not disscussed in the manuscript. 

 

 
  



Figure S6: Phylogeny of Vibrio genomes based on 16S rRNA genes (A) and single-copy core 

orthologues (B). An approximately-maximum-likelihood phylogenetic tree represented 32 Vibrio 

genomes from NCBI and genomes assembled in this study (BF5_0283 and Mt009_b1). The tree was 

rooted to the outgroup V. aphrogenes. 
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Figure S7: Gene abundance heat map (white = absent, green = high), representing abundance of genes 
in V. campbelli genomes, belonging to different COG categories. (A) presents annotations of genes in 
core collection (present in all genomes accorording to pangenome analyses), (B) presents annotations 
of genes in accessory Group 1 and Group 2 collections and (C) presents annotations of genes unique 
for BF_0283 and Mt009_b1. 
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