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Figure S1. A. salmonicida high molecular weight (HMW) and plasmids. A. gDNA integrity evaluation by electrophoresis using agarose gel 1% pre-sequencing atypical A. salmonicida; 

B. Plasmid DNA extraction by Kado & Liu method for atypical A. salmonicida. C. gDNA integrity evaluation by electrophoresis using agarose gel 1% pre-sequencing typical A. 

salmonicida. D. Plasmid DNA extraction by Kado & Liu method for typical A. salmonicida. E. Plasmid DNA extraction by mini prep columns method for typical A. salmonicida. A 

supercoiled DNA ladder (Invitrogen, USA) was used for plasmid extraction. Chr = chromosomal DNA.
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Figure S2. Average nucleotide identity (ANI) table of whole genome alignment. Twelve A. salmonicida subsp. salmonicida, two A. salmonicida subsp. masoucida RFAS1 

and BR19001YR, and A. salmonicida subsp. pectinolytica 34mel were used for the analysis. Pseudomonas putida KT2440 was set up as an outgroup. Analysis was 

computed by using CGWB. 
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Figure S3. A. salmonicida A-layer (VapA) sequence and structure analysis. A. Amino acid sequence alignment of VapA protein of typical A. salmonicda J223 and 

A449, and atypical A. salmonicida strains J409, J401 and J411. Alignment and secondary structure analysis were performed using Espript3.0 with default parameters. 

B. 3D modeling protein structure of J223-VapA protein. C. 3D modeling protein structure of J410-VapA protein. Prediction and 3D modeling analysis was performed 

using VMD software and A449 –VapA protein structure as reference (.pdb file). Turns (Green), Coils (Purple), Extended beta sheets (Yellow), Bridging beta sheets 

(Orange). D. Red-white colonies of A. salmonicida J223 growth at 28° C (17 h) plated onto TSA-congo red plate and incubated at 15° C. Black arrows denote white 

colonies. 


