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Fig. S1. Phylogenetic analysis of Finnish VHSV- strains isolated from white fish (Fi08.22WF,
Fi08.23WF, Fi08.24WF) and rainbow trout (Fi08.50RT, Fi06.59RT, Fi06.108RT, FiA02a.01,
FiA19.04) together with selected strains of VHSV belonging to genotypes I-IV. Tree is based on
complete coding sequence of the glycoprotein (G) gene (1524 nt), and it was generated by using the
neighbor-joining method in MEGA 4.1 software (Tamura et al. 2007). The reliability of the tree
was determined by 1000 dataset bootstrap resampling; numbers on the tree represent percentage of
bootstrap support. The scale bar indicate nucleotide substitutions per site. GenBank Accession
numbers of the sequences used in the analysis are presented in Table 4.



Table S1. The percentage identities (upper right) and divergence (lower left) between paired G-gene
sequences of Finnish VHSV- strains isolated from white fish (Fi08.22WF, Fi08.23WF,
Fi08.24WF), rainbow trout (Fi08.50RT, Fi06.59RT, Fi06.108RT, FiA02a.01, FiA19.04) and
selected strains of VHSV belonging to genotypes I-IV. Y18263 is the sequence of the VHSV strain
Fil3 F1.
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1|23 |4 |5 |6 |7 |8 |9 |[10|11]12][13 |14 |15 | 16
1 ’imo.omo.omo.o 99.4 | 997 | 99.7 |99.7 [89.4 [89.2 |91.6 |985 (912 (862 |86.7 |97.4 | 1 Fi08.22WF
2 | 00 | 100.0[100.0(99.4 997 [99.7 [99.7 [89.4 |89.2 916 |985 912 |862 (867 [97.4 | 2 Fi08.23WF
3 | 00|00 _100.0 99.4 | 997 | 99.7 |99.7 [89.4 [89.2 |91.6 |985 (912 (862 |86.7 974 | 3 Fi08.24WF
4 (00 |00 |00 JO94|[997 |997 997 894 (892|916 985 |91.2 (862 |86.7 |97.4 | 4 Fi08.50RT
5 | 0606|0606 _ 995 | 99.6 |99.7 |89.5 [89.4 [91.3 |98.4 |91.1 (862 (867 |975 | 5 Fi06.59RT
6 | 0303|0303 |05 M 998 998 895|894 |915 986 (912 (862 867 976 | 6 Fi06.108RT
7 | 0303|0303 |04 |02 | 909|896 |894|914 987 |91.1 862|868 976 | 7 FiAD22.01
8 | 03|03 |03 [03]|03]|02]o0.1 IMsco6|894|914 987 911|862 |868 976 | 8 FiA19.04
9 (118|118 (118 [11.8 (116 (116 [115 |11.5 | 999 | 89.0 |89.4 |89.2 [84.9 851 |888 | 9 DK_1p52
10 |[11.9 [11.9 (119 |[11.9 [117 [ 117 |11.6 [11.6 | 0.1 | 889 893 |89.1 |84.8 |850 (886 | 10 DK_1p53
11 | 91 [ 91 |91 |91 |95|92|93 |93 [122 12.3_91.8 984 852 | 857 |90.5 | 11 DK_4p168
12 |15 (15|15 |15 |16 |14 [ 13| 13 |117 (118 | 88 |l 915 |862 867 |97.4 | 12 DK_Hededam
13 |95 | 95 |95 | 95 |96 | 95| 96 | 96 |119 [120 | 1.7 | 9.2 |l 851 |854 |90.1 | 13 FR_L59X
14 [158 [158 [158 [158 [158 (158 [157 (157 [17.4 [17.4 [17.0 [158 [17.1 || 99.0 |856 | 14 JP_KRRV9822
15 [150 [150 [150 [150 [150 [150 [150 (149 [17.2 [17.2 [164 [150 [167 | 1.0 [l 862 | 15 US_Makah
16 [ 26 |26 |26 |26 | 25 | 25 | 24 | 24 [125[126 [104 [ 27 [109 [165 [157 | 16 Y18263

1 |23 [ a5 6|7 |8 9 [10][11[12][13][14]15]16




