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Figure S1. Maximum likelihood phylogenetic tree of Salmonella enterica isolates from Nile tilapia in Thailand and reference genomes from GenBank. A phylogenetic tree was constructed using the maximum likelihood method based on core genome alignments of Salmonella enterica isolates sequenced in this study (n = 14), along with representative reference genomes obtained from GenBank. Isolates are labeled by genus and serovar, followed by accession numbers for GenBank references. 
Note: Study isolates are denoted by alphabetical codes with numerical identifiers. Colors indicate the source of isolation, including fish tissues (gill, mucus, intestine, meat), humans, poultry, wastewater, food, farms, and wet markets. Country labels denote the geographical origin of each isolate. The scale bar (0.01) represents the number of nucleotide substitutions per site.
image1.jpeg
Tree scale: 0.01 ——

Reference GCA 029674885.fasta.ref

S.Agona CP071388.fasta
S.Agona MU39.1.fasta
S.Agona CP100736.fasta
S.Agona CP182489.fasta
S.Agona M75.1 fasta

S.Agona CP090930.fasta
S.Agona CP172788.fasta
S.Senftenberg CP051384.fasta
S.Senftenberg CP074260.fasta
S.Senftenberg CP051413.fasta
S.Othmarschen 119.3 fasta
S.Othmarschen CP066260.fasta
S.Newlands MU84.1.fasta
S.Senftenberg 125.1.fasta
S.Senftenberg CP038604.fasta
S.Mbandaka CP100722.fasta
S.Mbandaka CP101689.fasta
S.Mbandaka G76.3.fasta
S.Mbandaka MU78.1.fasta
S.Tallahassee G75.1.fasta
S.Newlands CP082916.fasta
S.Brazil MU23.1.fasta
S.Escanaba M51.1.fasta

S.Stanley JBAPCC010000001.fasta

S.Stanley CP036167 .fasta
S.Stanley CP044184 fasta
S.Typhimurium NC003197.2.fasta
S.Stanley MU25.1 fasta
S.Stanley G26.3.fasta

S.Stanley G28.1.fasta

B Germany
Thailand
Taiwan
Taiwan
Thailand
Taiwan
Taiwan
USA
Chile
USA
Thailand
Trinidad & Tobago
Thailand
Thailand
Canada
Taiwan
China
Thailand
Thailand
Thailand
China
Thailand
Thailand
Germany
Singapore
China
USA
Thailand
Thailand
Thailand

[] unknown
[ Wet Market




