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I z SAL JB6980AAAS 54034 FRA 2017
o2 SAL OA1302AAAS 54034 CAN
Do |® SAL EBO389AAAS 54034 GBR 2018
e SAL BB7113AAAS 54192 GBR 2016
Ll SAL OA1664AAAS 54192 CAN
__ases SAL OA1258AAAS 53999 CAN
e SAL OA1659AAAS 54227 CAN
L oamz SAL UAGBISAAAS 82392 LUX 2017
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L SAL IB6823AAAS 151414 GBR 2018
ma SAL WB6379AAAS 218657 GBR 2019
u SAL SA0135AAAS 7483 USA CT 2017
1 %  SAL XB6446AAAS 7483  TWN 2004
ey B SAL NB3957AAAS 7483 USA PA 2019
. N N , , %7 SALJBO616AAAS 7483  GBR 2017
Figure S1. Neighbor-Joining KSNP Tree of Global Clinical Salmonella ser. Javiana Strains. i SAL JBA60SAAAS 2483 USA CA 2014
Tree was constructed based on core SNPs determined by KSNP3 (Gardner et al., 2015). The doh ¥ SAL SB8931AAAS 923 GBR 2019
optimal tree with the sum of branch length of 31,777.6 is shown. The percentage of replicate s164? SAL VA9750AA AS 923 IRL 2017
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drawn to scale, with branch lengths (above branches) representing the number of base 03 895 SAL LA5S860AAAS 42468 TWN 2002
differences at core SNP positions per isolate (SNP distance). The analysis involved 161 65.5 SAL OB2895AAAS 26621 GBR 2019
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TN clades I, II, and III from our original analysis (Fig. 1) are highlighted in purple, green, 9227_'9 SAL XA6385AAAS 101236 POL 2015
and blue, respectively. Metadata, including HC100 cluster designations, country, region/ 8L SAL CB5942AAAS 20140 GBR 2018
state, and collection year are listed to the right of node labels. 196 SAL SB7055AAAS 11226 GBR 2019
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Tree was constructed based on core SNPs determined by KSNP3 (Gardner et al., 2015). The optimal tree with the sum of branch length of 31,777.6 is shown. The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test are represented by branch color (maximum as green, midpoint as yellow, and minimum as red). The tree is drawn to scale, with branch lengths (above branches) representing the number of base differences at core SNP positions per isolate (SNP distance). The analysis involved 161 isolates and 30,657 total SNP positions. The three major clades are labeled. HC900 (ceBG) clusters are indicated (590 is not shaded and 204 is shaded in gray). TN isolates belonging to TN clades I, II, and III from our original analysis (Fig. 1) are highlighted in purple, green, and blue, respectively. Metadata, including HC100 cluster designations, country, region/state, and collection year are listed to the right of node labels. 
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Neighbor-Joining KSNP Tree of Global Clinical Salmonella ser. Javiana Strains.


